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423387 

442681 

408652 

402217 

427700 

455674 

457831 

454219 

458648 

456663 

440178 

457139 

405857 

410204 

412851 

419968 

409209 

447173 

440034 

418168 

417295 

406305 

427886 

436409 

413861 

403605 

402594 

402803 

42B336 

458568 

442630 

409368 

405156 

44B162 

403591 

405193 

420813 

442941 

400703 

415026 

400334 

445878 

404975 

436370 

400513 

424008 

415405 

407612 

409837 

458637 

449125 

418922 

402404 

421993 

413731 

456855 

428193 

422166 

439453 

433883 

406564 

403581 

403716 

404758 

439500 

448793 

435857 



402051 



417967 
405063 
405163 
402386 
406755 
409811 
454034 
400489 
428704 
429307 
400116 
404795 
408053 



AJ012074 
AI809182 
R43409 

AA262294 

BE065941 

AA706937 

X75042 

AW444551 

BE251104 

AW502463 

AI5572B0 

AJ243425 

AI826502 

X04430 

AA460160 

AW449385 

AI908639 

R85350 

AW993524 



Hs.130907 
Hs.6829 

Hs.180383 

Hs.120802 

Hs.44313 

Hs.35380 

Hs.113052 

Hs.196521 

Hs.184270 

Hs.326035 

Hs.97269 

Hs.93913 

Hs.73217 

Hs.1 57294 

Hs.246781 

Hs.101368 

Hs.43148 



AA4 17083 


Hs.1 04789 


AJ 238982 


Hs.183656 


ocl / 5424 




AAoUJud 


Hs.1 83752 


AI769067 


Hs.127824 


AW572938 


Hs.130580 


A Ammcn 
AAU71059 






Hs.323363 


X51501 


Hs.99949 


AU076728 


Hs.8867 


AA159356 


Hs.72308 


Y13187 , 




PdZb£ifA 


Hs.145587 


R01220 


Hs.185679 




Hs.1 37555 


R59141 




U26403 


Hs.37142 


AW501504 




AV657446 




A1671439 


Hs.196029 


AW956580 


Hs.42699 


R22497 


Hs.1 10571 


BE243845 


Hs.75511 


AF035528 


Hs.153863 


NM_004235 




W72424 


Hs.1 12405 


BE264974 


Hs.6566 


AI925688 


Hs.222312 


W73158 


Hs.170434 


AI864581 




AF253468 


Hs.3736 


AA530892 


Hs.171695 


AW501926 




BE244373 


Hs.1 119 


N80129 


Hsn 99263 


AW500896 




NMJXJ0691 


Hs.575 


AA4320O7 


Hs.192090 


AU076592 


Hs.198951 



AW139474 Hs.246B62 



vasoactive intestinal peptide receptor 1 
ESTs 

Homo sapiens mRNA for KIAA1644 protein, 

C19001662':gi|6753872|ref]NPJ34345.1|i 

dual specificity phosphatase 6 

gb:RC3-BT0319-10010(W)12-d12BTO319 Homo 

ESTs, Moderately simBar to A26641 Na?ex 

v-rel avian reticuloendolhelfosis viral 

x001 protein 

RNA cyclase homobg 

ESTs 

capping protein (actin filament) muscle 

Target Exon 

early growth response 1 

ESTs 

inierleukin 6 (interferon, beta 2) 

ESTs 

ESTs 

ESTs 

ESTs 

epithelial membrane protein 1 
transcriptional adaptor 3 (ADA3, yeast h 
ESTs 

VNN3 protein 

grxRC4-HT0578-17030O012.d01 HT0578 Homo 

C3000142*:gi|4503015]ref|NP_003900.1|co 

C1002603*:gl|9887091|gb|AAG01738.1|AF248 

NM_001397:Homo sapiens endothelin conver 

microsemlnoprotein, beta- 

ESTs, WeaWy similar to T28770 hypolhefi 

ESTs 

gb:zm66a10.r1 Stratagene neuroepithelium 
NM.00321 3*:Homo sapiens TEA domain famfl 
hypothetical protein FU22169 
Target Exon 
Target Exon 
prolacMduced protein 
cysteine-rteh, angiogenic inducer, 61 
C11001794»:gi|10946612Jref|NP 067286.1| 
ESTs 

Homo sapiens dmd gene, intron 1 1 
ESTs 

uncharaclerized hypothalamus protein HT0 
ESTs 

Target Exon 

putative chemoWne receptor, GTP-binding 
gb:yg96d1 l.rl Soares fnfant brain 1NIB H 
ephrin-A5 

gb:UW^P0p-ajo^h-O4-O4Jl.r1 NIH MGC 5 
gb:AV657446 GLC Homo sapiens cONA clone 
Homo sapiens mRNA for K1AA1657 protein, 
ESTs 

NMJ>24967*:Homo sapiens hypotheflcat pro 

growth arrest and DNA-damage-bdudbte, 

connective tissue growth factor 

MAD (mothers against decapentaplegic, Dr 

Kruppet-fike factor 4 (gut) 

S100 cakaum-blnding protein A9 (catgran 

thyroid hormone receptor interactor 13 

ESTs 

msh (Drosophila) homeo box homotog 2 
Target Exon 
Target Exon 
Target Exon 

Homo sapiens cONA FU14242 fis, clone OV 
ESTs 

delta-like 4 homoiog (Drosophila) 
dual specificity phosphatase 1 
Target Exon 

gbrUl-HF-BROp-aip-f-OW-Uljl WH_MGC_5 
nuclear receptor sublamfly 4, group A, m 
Target Exon 

C5000561*:gi|7513700|pir|rT14151 Invpro 
Target Exon 
metallothionein 1L 

gb:UI-HF-BP0p-air-aW)-Ul.r1 N!H_MGC_5 
aldehyde dehydrogenase 3 family, member 
Target Exon 
ESTs 

jun B protc-oncogene 
Eos Control 
Target Exon 
ESTs 
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257 

257 

256 

2.56 

2.56 

2.56 

2.56 

255 

2.55 

2.54 

2.53 

2.52 

2.51 

2.50 

2.49 

2.49 

2.49 

2.48 

2.44 

2.43 

2.43 

242 

2.42 

242 

140 

137 

237 

237 

236 

236 

2.35 

2.33 

2.31 

231 

231 

2.30 

2.30 

2.28 

227 

225 

118 

218 

218 

217 

2.16 

215 

215 

212 

208 

207 

200 

1.98 

1.98 

1.98 

1.96 

1.96 

1.93 

1.92 

1.92 

151 

1.91 

1.90 

1.90 

1.90 

1.89 

1.84 

1.83 

1.82 

1.81 

1.78 

1.78 

178 

1.75 

1.73 

1.73 

1.70 

1.70 

1.70 

1.69 

1.67 

1.65 

1.65 

1.65 
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Ai /CQfl 


bt 0003 Id 




gD.bUiz/bjoor i Nin.Mbo.zu Homo sapiens C 


I .DO 


428600 


M57627 


Hs.193717 


interleukin 10 


1.63 


451676 


R84770 


Hs.33538 


ESTs, Weakfy similar lo oxygen-regulated 


1.62 


402394 






Target Exon 


1.61 


404818 






Target Exon 


1.60 


435364 


X060S6 




gb: Human macrophage alpha 1 -antitrypsin c 


1.55 


420369 


U96769 


Hs.97220 


chondroadherin 


1.54 


405590 






CX001497 # :gl)4557543lreflNP_001384.1|ex 


1.54 


402448 






Target Exon 


1.53 


433495 


AW373784 


Hs.71 


atpha-2-glycoprotem 1, zinc 


1.51 


409020 


AA062549 


Hs.21162 


relbindin 


1.51 


405443 






Target Exon 


1.12 


TABLE 37B: 











Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 



409385 
442195 



439839 
445493 
418056 
413164 



459330 
434038 
433291 
423387 



455674 
413861 
409368 
415405 
409837 
458637 
428193 



448793 
409859 
409811 
400116 



110758.1 
15007.1 



2594580.1 
423456 1 
286199J 
1492512J 



105725.1 
630986J 
73706.1 
2612.2 



1490762.1 

1561647.1 

110612.1 

1872126.1 

915621.1 

395206.1 

430.1 



3006936 1 
916430 1 
58948.2 
5269.1 



414580 
436364 

TABLE 37C 



623093.1 
1414.37 



T65940 T64515 AA071267 AA071334 

U81 984 NM.001430 BE907085 BI333232 AI0219B6 AU138476 C1 8601 U51626 AU100517 BI054387 AU076970 BE786454 BG010080 AW3771 89 

BF998769 AA36B1 39 R11396 T83613 BG006324 B1012404 BG001643 BF757957 AL549361 AL544018 BE002870 BE929314 BE090199 AL046650 

BI053717 BE929315 BI054967 BF960055 BF925432 R05421 BF922073 n0331 BI004403 

AI023587 AA889354 AA846791 

AV71 1317 A1809938 AI808768 AI240593 AI915771 

AW971347 AA524886 AA211537 BF903005 BF357120 

BE068758 BE068745 BE068689 BE068778 BE068529 BE068683 BE068445 BE068392 BE068719 BE068473 BE068521 BE068628 BE068422 
BE068618 BE068354 BE068390 BE068414 BE068433 BE068369 BE068384 BE068661 BE068324 BE068301 BE068436 BE068754 BE068329 
BE068672 BE068494 BE068596 BE068332 BE068347 BE06B588 BE068328 BE068493 BE066740 BE0686B5 BE06B759 BE068307 8E068429 
BE068303 BE068693 BE068374 BE066295 BE068625 BE068302 BE068663 BE068675 BE068579 BE068311 BE068674 BE068547 BE066602 
BE068605 BE068352 BE068306 BE068401 BE088537 BE068552 BE068450 BE068723 BE068393 BE068671 BE068748 BE068317 BE068447 
BE068568 BE068632 BE068357 BE068330 BE068498 BE068631 BE068540 BE068410 BE066626 BE068591 BE068522 BE068676 BE068499 
BE068361 BE068598 BE068350 BE068299 BE068580 BE058567 BE068692 BE068321 BE06B327 BE068739 BE068526 BE068538 BE068755 
BE068340 BE068733 8E068293 BE068565 BE068480 BE068476 BE068761 8E068712 BE068706 BE068549 BE068419 BE068383 BE068434 
6E068418 BE068525 BE068543 6E066752 BE068550 BE068623 BE068470 

BG563152BF846777BF849354BF849359BF846636BF849201 BF849356C16931 AA056717 AW864542AW882724AA056567 
A1910738 AW1 39227 AA932891 AA622104 
AFO07191 AW820706 BG978594 BF872238 

LI 3288 AA928785 A1608912 AW872978 AA565655 AI02291 5 A1304920 A1564366 A1668793 AI094557 T60038 R72302 H45409 AA5O8805 R46356 

AA418798 BM129553BM129126BM129292BM128865AI808418AI689932AI806573BF431808AW872985AW166269 H73241T^ 

R73391 R72085 R72840 T83751 X75299 BF754348 R94105 AW449839 R73300 NNL004624 AI797007 BE045543 BF1 1 0021 BF754250 T83923 

AWB84084 AA903896 AA418962 L20295 R72351 H45098 AA961010 R73210 R46451 AW884085 B1022902 BI763932 BI910138 

BE065941 BE065997 BE066003 BE066070 BE066098 

BF352282 BE175424 BE17541B BE175383 

AA071059 AA085201 AA085020 

W18191 R59141 R54142R12130F11362Z42794F08242 F07925 H21084R54090 R59142 

AW5015MAW501656AW503M8AW502449AW502098 

AV657752AV657446 

AF105036 U70663 NM 004235 AFD22184 AU141767 AU1411 10 AL040569 D44830 BI01 1351 AL575805 AI290876 AI014784 AI393429 AI26621 1 
AW074303 AA620711 BF1 97792 AW008766 D25944 AI687397 AA621 680 AV71 4408 BF446905 BM314505 BF514079 BM314197 AA845201 
AW874084 BE720622 A1127241 AA236239 AI579709 AI679135 A1572470 AA573434 A1568487 BE049325 AA687950 BG925989 AI338031 
A1365073 AI024576 AA298805 H04O01 H45668 BG682146 AL552388 BI462361 BG547513 BG896863 BI256661 
AI936948 AI864581 AI570641 
AW501926 AW502566 AW501927 
AK057581 AW500962 AW500896 AW501105 

D42041 NM_014610AJ000332BI758702BG720^AUU1129AU13M^ 

BE614151 AL601516 BM146777 AU128103 BM194094 BE937951 BE696396 AK026997 AK026567 BF969293 BE798100 BI086881 BG16624S 
BE877845 BG385414AW886747BF093789AW390159BF820311 AA421676AW880845AW404827BF726465BE161190BE254102AW406002 
BE161223 A1912055 BF930228 AW374357 AW794531 BE720524 BE933982 BE933658 BE933694 BE933978 BE933654 BE9335B3 BE166557 
BE933874 BE933641 BE933859 BE933626 BE933866 BE933633 BE933864 BE933631 BE933867 BE933634 BE933857 BE933624 BE933B83 
BE933650 BE720491 AA420426 BE720410 BE720458 BE720444 BE720411 AW368748 BF874616 BE933498 BE835979 BF926667 AW849921 
AWB50026 AW850022 AW849977 AW849900 BG250251 W87689 All 92825 AI692824 AA426263 AI09031 5 AI309537 AA877437 AA478438 
A153B868 AW2761 62 AI279916 AA600318 Al 188836 AW662284 AI26261 9 AA293457 BF347442 AA421677 AA65B063 AA565510 AA937060 
A1 142684 AA788940 AAB27426 AU1526 14 A1342784 AU148738 AA219564 M047835 H99450 AA01 8563 AI073634 BM4751 20 BG875251 
BG248778 U46372 AA383858 AU140356 BG821891 BF935049 BI760656 BI054103 BF982309 BE872215 BI257291 AU158469 AU160599 
AU152469AU152375AU152059AU148575 N32267AU149554A1627459A1719840AW779017^ 

AI31 1 387 Al 534232 All 51 241 AI288848 AW050588 AW589580 AI241353 AI880219 AA039309 AA02S517 AA016238 AA01 3444 H86822 R87530 
AA05B462 N27082 Z39679 BE544309 W52619 AA018076 AI81 3668 AW1 89907 AI41 8104 AU 159878 AU1 50087 R21754 AA015932 H67274 
AU153097 AI961344 AA018208 W32429 R45344 R77453 BM470129 AU130415 BI227374 BE298179 AW844963 AW844983 AI904066 AA379006 
BF850571 AA355641 BG747156AL547262AW367941 BE560004 BI116061 BG899031 BE560318 BF174177 B1051456 BE001967 BE386446 
BF969326 BF808765 BF684480BG421617 AI940607 AW875483 BE789632 BF808711 BI192691 AW904249 BI911430 BE265407 BE730343 
BE397808 BI226516 

BG333973 BE385437 BE408833 BE387650 

X05826 X06096 BG468890 AW951851 W23562 T28392 H56742 H58030 T69205 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (GO numbers. "Dunham, et d." refers to the publication entitled "The DNA sequence of 

human chromosome 22" Dunham, et al. (1999) Nature 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
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NlposIHon: Indicates nucleotide positions of predicted exons. 



Pkev 


Ref 




kit rv-tcilinn 

ri(_posiuon 


402608 




Plus 


j/430-o/ooy 


404518 


O IO 1300 


pine 
rius 


W494-OTDQ3 


401234 




rlUS 


UUl ( 5-MU337 


402181 


8575912 


Din* 
rlUS 


44S/4&-4 50040 


403479 




Minus 


1 48369-1 48533, 1 50678-1 50809 


40291 1 




Plus 


142689-142979 


401540 




Plus 


106838-107310 


402328 




Minus 


1 3758-13922, 1 4558-14752 




QOCCT5A 


Minus 


33547-33549 




0099714 


Minus 


4433-4582 


*»UOOfO 


Q1CQCJC 

93b9545 


Minus 


108698-108830 


AM A ?K 
*tUl 1 ^0 


QCQQ7A4 
0099/01 


Minus 


68290-68487 


401904 


00/ 1 900 


Plus 


60959-61 603,62670-62890,63778^3838 




9502466 


Plus 


67536-67666 


A(\RAA1 
4UM4J 


9280765 


Phis 


85951-67327 


lUaUl b 


8272661 


Plus 


41341-41940 


tUOSJO 


6758795 


Minus 


166671-167411 


404231 


Ot lOuJo 


Minus 


01077-61 322 


At\Ai(n 


7229900 


Pius 


976B5-98018 


yfnimi 


7768597 


Minus 


1308-1416 


4UO\J03 




Minus 


13856-14004 


AftjAfn 




Minus 


^ccto rr4i/i 

65578-66119 


Af\KAAR 
**UO*WO 


7582529 


Plus 


136347-136532 


AOiAVX 


71 TOCflfl 


Plus 


55316-55585 


404026 


7*;A9C4Q 
/0DZOS3 


Minus 


79574-79968 


400881 


2842777 


Minus 


91 446-91 603,921 23-92265 


HU./4Z.3 


7^91 one 


Minus 


51577-51723 




3300 ]Z3 


Minus 


125599-125756 


Hvtt 1 / 


y/yoym 


Minus 


21521-21757 


4UDO0/ 


K7CH70Q 
O/DD/ZiJ 


Plus 


26564-26819 


tUOOUO 


QCT7CBCO 
00/0003 


Plus 


108239-108386,112216-112378,115388-11557 


HUOOUO 


000/004 


Plus 


t\4 CAM r\4 14 n 

91614-91718 


402594 


77ns 1 7ft 


rlUS 


103082-103414 


tuzouo 


010/ 1 DO 


Minus 


55923-56033 


**UD 100 


OOCOOQ 

yyoozzo 


Plus 


146733-146860,147899-147961,153127-15325 


*tu033 1 


amnio 


Pius 


4201-4833 




/<£0333j! 


Plus 


30183-30662 




olloooy 


Plus 


63657-63857,64802-64905 


Af\AQ7Z 
*HhV3/0 


1A40QCA 


Minus 


86096-86605 


4UUOI0 


9796593 


Plus 


74613-74823 




09/0932 


Plus 


53154-53280 


ifitiCfiA 
•HJ0004 


7711604 


Minus 


52788-53013 


403581 


8101162 




0 i 3*4- / 030 


403716 


7239669 


Plus 


85899-87122 


404758 


7706327 


Minus 


130204-130806 


402051 


8082020 


Minus 


19346-19480,20041-20119 


405063 


7658414 


Minus 


111047-111666 


405163 


9966267 


Minus 


161171-161299 


402386 


9799769 


Plus 


22069-22303 


400489 


8954013 


Plus 


131475-131652 


404795 


4826439 


Plus 


147501-147780 


402394 


9929690 


Plus 


33308-33482 


404818 


2769655 


Plus 


33671-33839 


405590 


6960456 


Plus 


90492-90818 


402448 


9796640 


Plus 


112942-113069,114303-114521 


405443 


7408143 


Plus 


90716-90887,101420-101577 



TABLE 36A About 207 genes upregulated in lung fibrosis relative to normal tissues 

Pkey: Unique Eos probeset Identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigenelD: Unigene number 
Unigene Title: Unigene gene title 



Pkey 

437275 
407891 
414020 
410219 
434666 
425009 
406617 
420568 
425873 



90th percentile of lung fibrosis AIs divided by 70th percentile of normal fissue Als, where the minimum value for the numerator and denominator was set to 50. 
ExAccn UnigenelD Unigene TiOe 



AW976035 Hs.292396 

AA486620 Hs.41135 

NMJJ02984 Hs.75703 

T98226 Hs.171952 

AF151103 Hs.112259 

X58288 Hs.154151 

F09247 Hs.247735 

NM_013390 Hs.160417 



ESTs, Weakly similar to A47582 B-ce!l gr 
endomucin-2 

small inducible cytokine A4 {homologous 
ocdudin 

T cell receptor gamma locus 
protein tyrosine phosphatase, receptor t 
Target Exon 
protocadhenn alpha 10 
transmembrane prolan 2 



R1 

4.28 
4.14 
4.07 
3.96 
3.88 
3.87 
176 
3.70 
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438797 

410315 

446714 

412326 

430259 

412790 

424338 

412654 

414386 

451035 

436473 

406714 

414586 

427274 

427527 

452813 

442831 

427774 

445330 

436001 

4316B1 

432314 

435129 

407151 

422607 

421205 

428582 

423582 

424880 

421233 

429350 

428727 

434850 

414602 

446506 

416114 

435869 

444212 

422442 

442870 

424456 

429673 

445107 



Hs.283040 
Hs.1 52519 



Hs.1 10028 ESTs 
Hs.73B17 



C16161 
AI638871 
W73818 
R07566 
BE550182 

NM_014767 Hs.74583 

W78816 Hs.49943 
AI093480 

X00442 Hs.75990 

MJ076785 Hs.430 
AJ193122 
AI219304 



hypothetical protein PR02543 

Homo sapiens cDNA: FU22524 fis, clone H 



428106 
428403 
431830 
417512 
423067 
437457 
415000 
437145 
418838 
419660 
409956 
414493 
416883 
417675 
418318 
432841 
429640 
449843 
401958 
416926 
433691 
441892 
439453 
417165 
414291 
417696 
435913 
422050 
451356 
442085 
427704 
427247 
441965 
430268 
450056 
407245 
418941 
446601 
432195 



AI809057 

U54727 

AI798959 

AA278583 

R52655 



AA533447 

A1381659 

H25836 

Z45471 

AL137540 

BE336699 

BE000931 



small inducible cytokine A3 (homologous 
Hs.1 27826 RalGEF-Jike protein 3, mouse homolog 
KJAA0275 gene product 
ESTs, Weakly similar to S65657 alpha-1 C- 
hypolhebcal protein RJ 1 1 896 
haptoglobin 
plastin 1 (I isoform) 
Hs.132275 ESTs 
Hs.266959 hemoglobin, gamma G 
AA306160 Hs.16488 lymphocyte cytosolic protein 1 (L-plasti 
NM_0052 1 1 Hs.1 74142 colony stimulating factor 1 receptor, fo 
Hs. 1 53261 immunoglobulin heavy constant mu 
Hs.191445 ESTs 
Hs.131686 ESTs 

Hs.180737 Homo sapiens done 23664 and 23905 mRNA 
Hs.21691 ESTs 
AW903849 Hs.173840 HUEl(C4orf ^-interacting protein 
AK000378 Hs.267566 hypothetical protein FU20371 
Hs.312989 ESTs 
Hs.267086 ESTs 

Hs.301527 ESTs, Moderately similar b unknown [H.s 
Hs.1 16684 stromal celWerived factor 2 
Hs.102541 netrin4 
Hs.185055 BENE protein 

Hs.23837 Homo sapiens cDNA FU1 1812 fis, done HE 
NM 000328 Hs.153614 retinitis pigmentosa GTPase regulator 
AA209534 Hs.284243 tetraspan NET-6 protein 
AI754634 Hs.131987 ESTs 

AF078847 Hs.191356 general transcription factor I1H, polype 
Z43161 Hs.283714 30 kDa protein 

AW63008B Hs.76550 Homo sapiens mRNA; cDNA DKFZp564B1264 (f 
AI123118 Hs.15159 chernokine-like factor, alternatively spi 
A! 69554 9 Hs.1 83868 glucuronidase, beta 
AF255910 Hs.54650 junctional adhesion molecule 2 
AW503976 Hs.10649 baserrient membrane-induced gene 
AA324998 Hs.147066 signal transducer and activator of trans 
Hs.8769 hypothetical protein DKFZp761J17121 
Hs.25549 hypothetical protein FU20898 
Hs.21 1595 protein tyrosine phosphatase, non-recept 
Hs.147313 ESTs,WeaMysimnartol38022hypotheti 
AL134275 Hs.6434 hypotheOcal protein DKFZp761F2014 
BE620016 Hs.182470 PTD010 protein 

Hs.3261 59 leucine rich repeat (in FUl) interactin 
Hs . 27 1 387 small inducible cytokine subfamBy A (Cy 
Hs. 82226 glycoprotein (transmembrane) nmb 
AA321355 Hs.285401 colony stimulating factor 2 receptor, be 
AA757900 Hs.270823 ESTs. Weakly similar to S65657 alpha-1 O 
AW025529 Hs,239812 Homo sapiens serologically defined breas 
AF007216 Hs.5462 solute carrier family 4, sodium bicarbon 
AW385224 Hs.35198 ectonucteolidepyrophcsphatase/phosphodi ' 
BE280337 Hs.1 94693 solute carrier family 7 (cationic amino 
AW103364 Hs.727 inhibln, beta A (activin A, activin AB a 
AL133921 Hs.76272 re8noWastoma4)inang protein 2 
AW140128 Hs.184902 ESTs 

AI808607 Hs.3781 similar to murine teucine-rich repeal pr 
transmembrane 4 superfamily member 3 
protein tyrosine phosphatase, non-recept 
anglopoietin 1 

solute carrier family 31 (copper transpo 
Target Exon 
Hs.263395 HT018 protein 
ESTs 

Hs.8021 WAA1058 protein 

thyroid hormone receptor interacbr 1 3 
Hs.302738 Homo sapiens cDNA; FU21 425 fis, done C 
Hs.1 3040 G protehvcoupted receptor 86 
BE241624 Hs.82401 CD69 antigen (p60, early T-cefl acW 
W95006 Hs.269559 ESTs, Weakly similar to S65657 alpha-1 C- 
Hs.25786 ESTs, Moderately similar to JC5238 gatac 
Hs.164577 ESTs 
AA975688 Hs.159955 ESTs 
AW971063 Hs.292882 ESTs 

AW504221 Hs.174103 integrin, alpha L (antigen C011A (p180). 
AA972712 Hs.269737 ESTs 

Hs.237480 hypothetical protein FU20730 

ESTs, WeaWy similar to S71512 hypotheti 



N45018 
AA341017 
AAB84407 
AJ208121 



A1393048 

Y16645 

X76534 



U47732 
M93425 
U83508 
R85337 

H03109 

AA605012 

AB028981 



Hs.84072 
Hs.62 
Hs.2463 
Hs.24030 



BE264974 Hs.6566 
R80137 
AI289619 



AA302741 
AA748418 



AK00O737 
BE047394 Hs.8208 



X90568 Hs.172004 tifln 

AA452970 Hs.239527 E1B^5kDa«sodated protein 5 

A1312783 Hs.155772 Homo sapiens thymic stromal co-transport 

AJ243669 Hs.8127 WAA01 44 gene product 



3.68 

3.65 

3.64 

3.61 

3.58 

3.56 

3.56 

3.56 

3.54 

3.52 

3.51 

3.46 

3.45 

3.45 

3.39 

3.36 

3.35 

3.34 

3.31 

3.31 

3.29 

3.28 

3.28 

3.24 

3.21 

3.20 

3.20 

3.19 

3.17 

117 

3.16 

3.16 

3.13 

3,12 

3.11 . 

3.10 

3.09 

3.08 

3.08 

3.08 

3.07 

3.07 

3.06 

3.04 

3.04 

104 

103 

102 

101 

2.96 

2.96 

2.96 

2.96 

296 

2.95 

2.94 

Z92 

292 

2.92 

2.92 

191 

2.91 

290 

2.90 

2.88 

287 

287 

2.87 

2.87 

2.87 

286 

285 

2.85 

2.84 

2.83 

283 

282. 

282 

280 
2.80 
280 
2.80 
280 
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449088 AI65404B Hs.196556 ESTs Z80 

416511 NMJHJ6762 Hs.79356 Lysosomal-assodated muto'spannlng membr 2.80 

406648 AA563730 Hs.277477 major histocompalibilily complex, class 2.79 

412116 AW402166 Hs.7B4 Epstein-Barr virus induced gene 2 (lymph Z78 

5 433793 AW975959 Hs.107513 ESTs. Moderately similar to KIAA1 058 pro Z78 

440255 AI932285 Hs.160569 ESTs 178 

410057 R66634 Hs.268107 multimerin 2.77 

417497 AW402482 Hs.82212 C053anligen Z77 

446733 AA863360 Hs.26040 ESTs. Weakly similar to fatty acid omega Z76 

10 431884 AA521246 Hs.210792 ESTs. Weakly similar to ALU8 HUMAN ALU S Z75 

409969 AW514668 Hs.194258 ESTs, Moderately similar to ALU5_HUMAN A 2.75 

436729 BE621807 transmembrane 4 superfamily member 1 2.75 

431451 AA761378 Hs.192013 ESTs 2.74 

413517 N76712 Hs.44829 ESTs, Weakly simflar to S38Q22 hypotheti Z74 

15 447818 W79940 Hs.21906 Homo sapiens clone 24670 mRNA sequence Z74 

418818 AA228899 Hs.101307 Homo sapiens HUT1 1 protein mRNA, partial Z74 

424673 AA345051 Hs^94092 ESTs. Weakly simflar to I3B022 hypotheti Z74 

443194 AI954968 matrix Gla protein Z71 

_ 443804 AL135352 Hs.255883 ESTs, Weakly similar to I38022 hypotheti 2.71 

20 452870 AW502761 Hs.30909 KIAA0430 gene product 2.70 

430334 AI824719 Hs.143251 ESTs Z70 

437187 AL080208 Hs.306325 Homo sapiens mRNA; cDNA DKFZp586C1523 (f Z70 

432279 N95104 Hs.274260 ATP-binding cassette, sub-family C (CFTR 2.70 

413950 AA249096 Hs.32793 ESTs Z70 

25 430016 NMJJ04736 Hs.227656 xenotropic and polytropic retrovirus rec Z70 

431710 AI735482 ESTs Z70 

448749 AW859679 Hs.21902 Homo sapiens done 25237 mRNA sequence Z59 

451154 AA015879 Hs.33536 ESTs 2.69 

424541 AW392551 Hs.180559 ESTs, Weakfy similar to A561 94 thromboxa 2.69 

30 446899 NM.005397 Hs.16426 podocalyxin-like Z68 

418031 AA648744 Hs.269493 ESTs Z68 

453902 BE502341 Hs.3402 ESTs Z68 

4051 21 mitogen-acbvated protein kinase 8 inter Z68 

„ 410163 AF151977 Hs.59260 NTT5 protein Z67 

35 429632 AW195336 Hs.148910 ESTs Z67 

437191 NM 006846 Hs.331555 serine protease inhibitor, Kazal type, 5 Z67 

455004 AWB50303 gb:lL3-CIO219-191199^0-F09CT0219 Homo Z67 

444933 NM_016245 Hs.12150 retinal shonVchain dehydrogenasefreduct Z67 

401113 solute carrier family 22 (organic cation Z66 

40 419462 AF071076 Hs.112255 nucleoporin 98kD Z66 

407635 AW370213 Hs.295232 ESTs, Moderately simflar to A4601 0 X-lin Z66 

419175 AW270037 WAA0779 protein Z66 

408988 AL119844 Hs.49476 Homo sapiens clone T0A8 Crkiu-chat regi 2.66 

452721 AJ269529 Hs.301B71 solute carrier famSy 37 (glyceroW-pho Z66 

45 430592 AJ224864 Hs.9668 leukocyte membrane antigen (IRC1) Z65 

446830 BE179030 Human DNA sequence from done RP5-1 174N9 2.64 

433327 A1674779 Hs.126744 ESTs Z64 

424868 AI568170 Hs.96886 ESTs Z64 

429854 R55508 Hs.99472 ESTs Z63 

50 427080 AW068287 Hs.301175 ras-related C3 botufinum toxin substrata Z63 

455711 AA033699 Hs.83938 ESTs, Moderately similar to MAS2_HUMAN M Z63 

419777 D60134 Hs.270975 ESTs Z63 

414577 A1056548 Hs.72116 hypothetical protein FU20992 similar to Z62 

427596 AA449506 Hs.270143 extracellular glycoprotein EMILIN-2 prec Z62 

55 452445 AB002438 Hs.29596 Homo sapiens mRrMfromc*rorriosorne5q21-2 Z62 

447482 AB033059 Hs.18705 K1AA1 233 protein Z62 

419110 AA234171 Hs.187626 ESTs Z62 

450353 AI244661 Hs.103296 ESTs, Weakly similar to S65657 alpha-1 C- Z62 

419828 T81422 Hs.14922 ESTs Z62 

60 427202 BE272922 Hs. 173936 interteukin 10 receptor, beta Z62 

412491 W31589 Hs.73957 RAB5A, member RAS oncogene family Z61 

436496 AA281959 Hs.5210 gOa maturation factor, gamma Z61 

435053 AW629386 ESTs 2.61 

435029 AF167706 Hs.19280 cysteine-rich motor neuron 1 Z61 

65 425976 C75094 Hs.334514 NG22 protein 2.60 

412561 NMJW2286 Hs.74011 r/mphocyte-acfivation gene 3 260 

430539 AK001489 ADP-nbosytation factor-tiks 1 260 

419825 AI754011 Hs.7326 ESTs Z59 

412577 Z22968 Hs.74076 CD1 63 antigen Z58 

70 425894 AW954011 Hs.180711 ESTs Z58 

410883 D43767 Hs.66742 CCL17chemoklne(TARC){SCYA17) Z5B 

441028 AI333660 Hs.17558 Homo sapiens cDNAFU 14446 fis. done HE Z58 

413949 AA316077 Hs.75639 Human TB1 gene mRNA, 3* end Z58 

434943 AI929819 Hs.92909 chromosome 21 open reading frame 50 Z58 

75 443605 H06865 Hs.134131 ESTs Z57 

425017 AL1 19305 Hs.26409 ESTs Z57 

440334 BE276112 Hs.7165 zinc finger protein 259 Z56 

426075 AW513691 Hs.270149 ESTs, Weakly similar to 21 09260A B cell 2.56 

OA 425345 AU077297 Hs.155894 protein tyrosine phosphatase, noiwecept 2.56 

oO 407174 T79938 Hs.77062 leukocyte immunoglobutln-Iike receptor, 2.56 

443834 AI741510 Hs.173548 ESTs 255 

427557 NM_002659 Hs.179657 plasminogen activator, urokinase recepto Z55 

420539 AA282735 Hs.44004 AD031 protein 2.55 
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421177 


AW070211 


Hs.1 024 15 


Homo sapiens mRNA; cONA DKFZp586N0121 (f 


2.54 


437952 


D63209 


Hs.5944 


solute carrier family 1 1 (proton-coupled 


2.54 


422994 


AWB91802 


HsJ296276 


ESTs 


2.54 


411992 


AW816214 


Hs.143055 


ESTs 


2.54 


451160 


H61899 


Hs.1 71937 


steroid dehydrogenase-fike 


2.54 


415775 


H00747 


Hs.29792 


ESTs, Weakly simitar to 138022 hypotheti 


153 


429752 


H52348 


Hs.36636 


ESTs 


2.53 


414612 


BE274552 


Hs.76578 


protein inhibitor ot activated STAT3 


2,53 


453329 


T97205 


Hs. 193400 


ESTs, Weakly simitar to 210926OA B cell 


2.53 


436503 


AJ277750 


Hs. 183924 


ubiquifin associated and SH3 domain cont 


2.52 


445911 


AI985987 


Hs 145645 


ESTs, Moderately similar to ALULHUMAN A 


2.52 


433332 


A1367347 


Hs.44698 


Homo sapiens clone TCCCTA00151 mRNA sequ 


2.52 


435943 


R60194 


Hs.31141 


Homo sapiens mRNA for KIAA1 568 protein, 


2.52 


452253 






Hnmo santpne cDMA- Fl J 291 15 fte done H 


2.52 


442506 


uuguuf 1 1 


Hs.41726 


ESTs 


2.52 


419972 


AL041465 


Hs 182982 


ooIaln-67 


2.52 


431074 


OCXll ate 


Uf RQQ7 


F^Tc Mnrtprafpfv similar tn A4R010 XJin 

CO 1 o, IVJUUeJ alKl J oil (III dl UJ rtlQU IVI AHH1 


2.52 


449129 




ni». 


ESTs 


2.52 


440524 


R71264 


ro. iw ay 


ESTs 


2.51 


419203 


AA488719 


Hs.190151 


ESTs 


2.51 


404370 






Target Exon 


151 


432828 


AB042326 


Hs.287402 


chondroitin 4-sulfolransferase 


Z51 


439219 


N33883 


H&41322 


ESTs 


2.51 


428044 


AA093322 


Hs.301404 


RNA binding motif protein 3 


2.50 


433681 


AI004377 


Hs.200360 


Homo sapiens cONA FU 13027 lis, clone NT 


2.50 


437644 


AA748575 


Hs.1 36748 


lectin-likB NK eel) receptor 


2.50 


442566 


R37337 


Hs.12111 


ESTs 


Z50 


409317 


U20165 


Hs.53250 


bone rnorphogenelic protein receptor, typ 


2.50 


450506 


NM 004460 


Hs.418 


fibroblast activation protein, alpha 


2.50 


447484 


AA464839 


Hs.292566 


hypothefcal protein FU14897 


Z5Q 


415165 


AWB87604 


Hs.78065 


complement component 7 


250 


435284 


AA879470 


Hs.96849 


Homo sapiens cDNA FU 1 1492 fis, clone HE 


2.50 


TABLE 38B: 











Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 

Pkey CAT Number Accession 



412654 



433691 
436729 



1350J 



220351 1J 
6624.1 



443194 



19335.1 



BG743181 A1830050 BE695688 AA126591 A1903503 R26045 N62894 N63950AA1 31619 AI681 480 N79626 AA461603 R78979 AW608865 N66622 
BF448B38 AA779000 AA460314 AI092721 AI870182 A1436284 AI494151 A11 27704 AJ 127702 BE349350 AI0934S0 AA1 1 5264 AA1 31 567 R26840 

A1223854AI129852AA605012 

X75684 AL573167 AI445461 A1453743 A1983655 A1564644 AA977180 AI6941 1 1 A1591358 AW071625 AJ678712 AI720939 AI927769 BE439796 
AI963432 AA292956 AW192593 AI865838 AI696905 A1424384 AI161312 AI91 1921 AJ597801 BM949S9 AI24098B AM92554 AW262737 BE044033 
AW008570 AW629505 BI494958 AA088439 AA706057 BF222820 BF593608 BE501957 AA524526 BE044134 AW572531 AW015724 BE349186 
AA043217 BE219784 A1799814 AA129575 A1671727 A1470033 BE646195 AW779725 AA903050 AA147228 AA404570 A1075878 W38161 A1972739 
AW6731 52 AA723200 C061 23 BF057147 AA627686 AA1 57944 AI990245 AA662517 T32487 AI800106 AI333170 AI8591 60 W45410 A1990827 
AW275048 AA182640 AA478328 AI298935 AW085158 AW471421 AW103470 AW300456 AW191997 A1823466 AA962397 AA136658 A1251817 
AW339104 AA724739 AA41 1 100 AA191349 AA757735 AA037696 A1769516 AW772283 AA010631 AI692846 AI061 055 H80983 R79933 A1950693 
AI245632 AI349390 AA148284 AI798502 AA487893 AI621 320 AW194272 C06365 AA953883 BE858936 A1918523 A1872628 A192721 7 AM53453 
A1189366 AW338678 AI261359 AI500576 BF477735 AI032569 AI972899 AI985583 Z28771 A1363829 AI693030 AA603586 BE773488 AW339301 
BE773489 BE773462 BE773495 AI650338 BE773499 AI745717 BE81 1475 BE81 1470 BE811464 BE811418 BE811415 BE811400 BE811398 
BE81 1388 BE811352 BE773501 BE773494 BE773486 BE773474 BE773473 BE773470 BE773461 BEB1 1350 BE811337 BF593847 BG055071 
AW675302 BF003068 AA719173 BE81 1 348 AI582462 A1686240 BE773500 A1244845 AI565439 AI918453 A1472527 AI446740 AA035576 AA191414 
AW674145 C05782 A1589264 D57558 A1468237 AI432033 AA989662 R21752 BF002457 AA98B297 AL574095 AL576200 AL571074 AL574525 
AL578810 BG498381 A192B364 BE879732 AA479834 AA479712 C17732 BM091258 BF843901 AW820230 C17476 BE3271 20 AA1 29574 
AA136645 BF843900 AWB08193 AA502832 AA649494 AL568520 AL547960 BE706937 BE811360 BE77349B BE811401 BE773484 BE81 1437 
BE811380 BE811399 BF997171 BF757734 BE926037 AI377596 C06111 AW088968 BE811404 BE811472 AI865912 AI925607 AI871950 A1093510 
BE905927 BE81 1435 AA1 91387 AW772000 BE81 1453 BE61 4379 BF844522 B1044896 A1744233 AW984527 C17504 BF843883 AI248307 
BE773483 AI567995 W60075 BF941 183 AI738844 BE81 1458 BE773481 A1262930 AA948565 BE706942 BE156360 T65026 AW242958 AW197954 
BE905184 AA722206 A1344943 A1348877 A1334860 BE621857 BE156280 AA454099 AA037722 BF843897 AW806183 AA043216 BG482896 
AA182734 AA877242 AW372926 H27252 R38114 BF851858 BE156214 AA190427 T91762 AA035067 AA837326 T10930 BF906587 BI755027 
BG506731 BC008442BC010166 AL550134AL553096AL548700 AL550751 AL547978 AL545286 AL540643 AU1 18627 AL601 379 BI259821 
BG741786 BI866522AU1 35866 BI552770 Bl 259210 BI256520 BI255569 BG485098 BI258228 BG498501 BM04451 2 AU 133984 AL556586 
BE745111 BI222633 AU133917 BG288151 B1260715 B1550550 BG500773 BI551761 BG707601 BIB18593 BF691383 BG721129 BG541578 
BE906666 BG751098 B12241 35 BG4O0746 BG478065 BE790436 AW080238 AU137549 BG429896 BE3924B6 AW961 686 BG721056 BE908365 
BE546656 BG541235 AW583735 BG528290 BI260895 AW651691 BM048974 BMQ43805 BG142185 AA315188 AI446615 C06300 BG497644 
AA088544 AI815987 BG528631 BE6191B2 AW239185 AW062910 AW062902 AA347236 F11933 AA488005 AA301631 AA376B00 DS6120 
AA343532 AA308636 F00242 AA376086 AA316968 AA343799 BI870221 BE910282 BG538748 AW960564 AV732879 D16854 AA192519 BF922148 
AA216013 BG624091 BE544387 BG507008 AW176446 BF790033 BE088925 BE088854 AA921 353 R21 800 AA01 1222 T97525 
BI754027 BF696071 AI351939 BG 151 298 A191 9334 A1401620 81770165 W72057 T96158 T29478 AA181252 BG927793 AA714431 AA600749 
M181247 AA614756 AA081092 H52207 BG926934 BF222579 BG899001 N64245 AA953040 AI832406 AA102441 BG928081 AA993445 AA916041 
AA987847 AA983329 AA737219 AA916443 AW128994 A1492560 AI761847 BC005272 NMJJ00900 X53331 M58549 BI758966 AL598829 BI754530 
BG699770 BE439699 BE440148 AV704365 AV733652 BG212015 BG184149 BG200180 BG212690 BI761222 BG1B2079 AW338822 AI925631 
AJ423041 AW071 1 81 AI889836 AW1 291 12 BG925339 A1017633 AA568964 BF725590 AI004210 A1809799 BE083097 BG896220 AW997681 
BF668788 BE0831 34 AW631 281 BG193052 BG183095 BE440088 BG1 85728 AI499579 AA18B162 AAB64282 B1493352 AA155854 AA836749 
AA836844 AA985478 AW082299 A1816747 AA450221 AA971294 BE327509 AI719662 BG576669 AI479382 BF824747 AJ741800 BG982952 
AI0B8473 AA916151 AW473324 BG901177 BE439998 AW023269 BE813871 AW999947 BE839108 AV707983 AA369722 AW796627 AW890608 
AI341771 AA302459 BI493353 AA366332 AA371 104 M367277 AL547972 BG92801 1 AI678903 A1699886 AI956165 AA484893 AA643953 
AW591063 BG203275 BG21 1093 A1334791 AA916589 AW058266 A1362370 AI143352 AA508721 A1928079 D57214 BE045265 AA541785 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



431710 
455004 
419175 



1611592.1 
1089114 1 
35068.1 



446830 41421.1 



435053 
430539 



124009J 
31268J 



BG219510 BG201686 BG195572 AW0199O4 AW089242 AA953322 AI686698 F27562 AA614749 056645 F20774 F30660 F25646 AW023542 
AA827300 AA582214 AI701289 AA228293 AI906950 AA230156 AA384572 AW438988 AA742516 BI490938 AA731082 BF665869 BG190518 
AV704158 BE439643 AA910666 AA155913 AA923097 AA975721 AA985555 BG927032 AA9483B9 AA451625 AA916141 AL572719 AW07258 
AW083733 AA128053 AI953789 A1911993 M421798 BG429150 AI915306 Z30130 AA126929 BG926630 AA081013 AA553S96 M91 6TO4 
BG924321 AJ039722 AI954968 AI372839 AI401406 AI538215 "uww» iwnbUM 

A1422419 AAS14370 AI741678 AI735482 Af7350B1 AI37143B 
AW850587 AW850589 AWB50318 AW850303 

AA886998 AI570585 AI916688 A1678811 AI693109 AI308135 AA669046 AA961064 A1018062 H80618 BE221942 R52609 AI915164 M365626 
244671 BI052776 BF882485BG286184AI589558 M931663 M534979AI275392AI273455 R52^ 
AW953666AW176773H85527 M765o70^ 

BE006630 AW270037 AA234765 A1334004 BF0S7179 A1857450 AI341191 AI434143 AI9 1 7449 AW51 7207 AA255424 AW008334 AAB47572 
■ffitflffi!^ N55645AA319869 R36911 AA25655.1 AW044188 AI203159 N49403 

™» BG168023 BE179030 AW294203 BF849776 AA459064 A1917452 AW403072 W27419 BF914568 BF798468 AW370558 

A1332838 AA663215 AW629386 

^SSHSfH}!^ J ?fS£ 4 86565452 A,24532? AU116848 BF35B559 BF358554 BF358570 BG678119 AL515852 AU 1 54607 AI357567 

AW169600 031161 AA905362 C21179BE327258 D31474 AW439053 D31309 BF756901 BI838626 BF979839 AU149562 BM142 11* AU156455 
AA45M28AW473972AW468490 M410271AI475944BF821859AA658188AJ360390^ 

BF375775 AW821784 AW975085 W16475 D31031 BG696392 AW860676 AW752864 81013705 BF965715 BF326604 AW^21786 



TABLE 38C: 



refers to the publication entitled 'The DNA sequence of 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham et aL' 

human chromosome 22" Dunham, et at. (1999) Nature 402:489495. 
Strand: Indicates DNA stand from which exons were predicted. 
Ntposlfion: Indicates nucleotide posifions of predicted 

Pkey 

406617 
401958 
405121 
401113 
404370 



TABl£ 40A: 656 genes unregulated in fibrosis relative to normal body tissues 

T ^l!j? A r "5* oat 556 9 enes "Waled in fibrosis relative to normal body tissues that are likely to encode proteins amenable to modulation by small molecules oeutides or 
anbbodies. These genes were selected from 59680 probesets on the Eos/Afiymetrix HuM Genec^) array. Gene expression data Srea tSSSSSMSS^^^ 
expie^ as average^ 



Ref 


Strand 


reposition 


8439858 


Plus 


36430-35552 


3258613 


Plus 


108411-108629 


8102330 


Minus 


35816-36004,36587-36684 


9966541 


Minus 


19419-19959 


7631003 


Plus 


127866-128244 



ExAccn: 
UnlGenelD: 
Pred.Prol Domains: 

LWGeneTifle: 
R1 



Unique Eos probeset identifier number 

Exemplar accession number, GenBank accession number 

UniGene number 

Certain predicted protein domains. Abbreviations used: TM, transmembrane domain; SS, signal sequence; =Y, very likely to contain* =M. 
likely to contan; other protein domain abbreviate 
UniGene gene title 

95th Sto and t^nJ^ ***** * *" ™ ^^ nom ^ Hssue Als - where the 10th percentile of aD normal tissue Als was subtracted torn fcrth the 



numerator and denominator 
Pkey; ExAccn; UnigenelD; Unigene Title; Pred.ProtDomains; R1 

442275; AW449467; Hs.54795; Homo sapiens secretogtobln, famBy 3A, m; Uterogtobln;TM=M;SS«Y; 39.47 
428434; AW363590; Hs.65551; Homo sapiens, Similar to DNA segment Ch; LBP BPI CETP GTM=M:SS=Y- 32.35 
439335; AA742697; Hs.62492; NM_052863:Homo sapiens secretc^loWn, fa; nonel; 28749 " ' 
406964; M21305; ; FGENES predicted novel secreted protein; nonejone; 27.90 
42521 1; M1B667; Hs.1867; progastricsin (pepsinogen C); asp;TM=M;SS=M; 27.90 

fM? 4: a^anced glycosylabon end producUpect hromeoboxAtf transfer 2773 
446921;AB012113;Hs.16530;smarnidua^ *w 
428330; L22524; Hs.2256; matrix metanoproteinase 7 (matritysin, ; Peptidase M10;' 24 38 

frl 7 3 SS?? I 5£! 966: Hom0 ****** mRNA: DKFZpS64B20"62 (f; PMP22.aaudin.none; 23.35 

409153; W03754; Hs.50813; hypothetical protein FU20022; IMiogen C;; 23.29 

431089; BE041395; Hs.374629; ESTs. Weakly similar to unknown protein ; none.none; 18.23 

425371; D49441; Hs.155981; mesotherm; none;TM=M;SS=M; 18.17 

448133; AA723157; Hs.73769; folate receptor 1 (adult); Folate_rec,MIP;TM=M;SS=M; 17.64 

;22? ^U!l 5 ? : Hs/I05039 ' 501016 **** farT % 34 (sodium phospha; raboswnal.l^,Na.PLcotrans;TM-Y;SS-N; 17 33 
421798; N74880; Hs.355462; N-ar^spWngrjsir* 

419556; U29615; Hs.91093; chitinase 1 (chitotoosidase); Glyw_hydroJ8 l CBkA_14;TM=M;SS=Y; 16.24 

419092; J05581; Hs.89603; mucin 1. transmembrane; SEA;TM=Y;SS=M; 16.06 

f 28 ! 741 M 547959 ; Hs.115838; Homo sapiens similar to Echlnoidln (LOC1; none.none; 1584 

a ?Sl 1 i, Hs - 198253: major Wstocompa«bffily complex, class ; ig,MHCJLaIpha;TM=M;SS=M; 15.42 
421110; AJ250717; Hs.1355; calhepsin E; asp;; 15.08 

444342; NM.014398; Hs.10887; simflarto lysosome-associated membrane ; lamp;TM=Y;SS=M; 14.94 
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406621; X57B09; Hs.1B1 125; immunoglobulin lambda locus; lg,HSP70.Ppx-GppA;TM=M;SS=N; 14.36 
443709; A1082692; Hs.134662; ESTs; SNF,fn3,none; 14.05 

428970; BE276891; Hs.19469t; refinoic acid induced 3 (RAIG1); metabo; 7tm_3;TM=Y;SS=M; 13.88 
457200; U33749; Hs.197764; thyroid transcription factor 1; homeobcoc;TM=M;SS=N; 13.86 
5 432519; AI221311; Hs.130704; ESTs, Weakly similar to BCHUIA S-100 pro; none,none; 13.82 
422355; AW403724; Hs.300697; coagulation tactor VII (serum prothrombi; none jg; 13.62 
430280; AA361258; Hs.237868; interteukin 7 receptor, fn3,none; 13.47 

415457; AWD81710; Hs.7369; Homo sapiens testes specific A2 homolog ; MORN,sugarJr;TM=Y;SS=M; 13.35 
4311 64; M493650; Hs.94367; thyroid transcription factor 1; none,homeobox; 13.32 

1 0 414998: NMJJ02543; Hs.77729; oxWised low density lipoprotein (lectin; tectin_c;TM=Y;SS=M; 12.83 
400269; ; Hs.253495; Eos Control; lectin,c,Conagen,Xlink;; 1Z30 
424310; AA338648; Hs.50334; testes development-related NYD-SP22; none;TM=M;SS=N; 1 1.81 
451558; NMJM1089; Hs.26630; ATP-Knding cassette, sub-family A (ABC1 ; ABCjran.SRP54;TM=Y;SS=M; 1 1.79 

, _ 452304;M025386;Hs.61311;ESTs.Weaklysiniilarto^ 11.68 

1 5 445537; AJ245671; Hs.12844; EGF-fike-domain. multiple 6; EGF.MAM;; 11.56 

423778; Y09267; Hs.132821; flavin containing monooxygenase 2; FMO-like.pyr_redox;TM=Y;SS=M; 11.41 

414812; X72755; Hs.77367; monokine induced by gamma interferon; IL8;TM=M;SS=Y; 11.31 

430832; AI073913; Hs.100686; ESTs, Weakly similar to JE0350 Anterior ; nonejione; 1 1.25 

407910; AA650274; Hs.412S6; fibronecfin leucine rich transmembrane p; fa3,LRR,LRRCT,LRRNT;TM=Y;SS=M; 11.15 

20 451497; H83294; Hs.284122; Wnt inhibitory factor-1; EGF.WIF;; 1 1,07 

430250; NM.016929; Hs.283021; chloride intracellular channel 5; none;TM=M;SS=N; 11.07 

411020; NM.00677Q; Hs.67726; macrophage receptor with collagenous str, SRCR,Collagen;TM=Y;SS=M; 11.05 

446619; AU076643; Hs.313; secreted phosphoprotein 1 (osteopontin, ; Osleopontin;; 11.01 

43B091 ; AW373062; Hs.351546; nuclear receptor subfamily 1, group I, m; horrnone_rec,zf-C4,none; 10.97 

25 413048; M93221; Hs.75182; mannose receptor, C type 1; fn2,tectin c,Ricin_BJecfin^Ilnk;TM=Y;SS=M; 10.93 
432231; AA339977; Hs.274127; aST 11240 protein; none;TM=M;SS=M; 10.81 
416402; NMJXJ0715; Hs.1012; complement component 4-binding protein, ; sushl;TM=M;SS=M; 10.77 
4181 56; W17056; Hs.83623; nuclear receptor subfamily 1, group I, m; hormone_rec,zf£4.none; 10.63 

„ 436553; AW407157; Hs.181125; mimunoglobufin lambda locus; ig,HSP70,Ppx-GppA;TM=M;SS=N; 10.58 

30 421071; A1311238; Hs.104476; ESTs, Weakly similar to CGHU1E collagen ; none;TM=Y;SS=M; 10.57 

418007; M13509; Hs.B3169; matrix metaBoprotelnase 1 (interstitial: hemopexin,Peptidase_M10,Astacin.PG_binding_1;; 10.33 
419086; NM.000216; Hs.89591; Kallmann syndrome 1 sequence; fn3,wap;; 10.30 
407786; AA687538; Hs.38972; tetraspan 1; transmembrane4;TM=Y;SS=M; 10.28 

_ _ 441384; AA447849; Hs.288660; refinoic acid induced 3; 7tm_3,none; 10.26 

35 453914; NMJ)O0^7; Hs,574; fructo^ 10.22 

435523; T62849; Hs.11090; membrane-spanning 4-domains, subfamfy A; none;TM=Y;SS=M; 10.09 
423354; AB01 1130; Hs.127436; calcium channel, voltage-dependent, alph; vwa,Cache;TM=M;SS=N; 1tt03 
415323; BE269352; Hs.949; neutrophil cytosolic factor 2 (65kD, chn SH3,TPR;TM=M;SS=N; 10.02 

A rt 408562; AI436323; Hs.31 141; roundabout (axon guidance receptor, Dros; ig.fn3;TM=M;SS=N; 10.02 

40 448782; AL050295; Hs.362806; WAA0758 protein; 7tm_2,ig.GPS 1 SEA;TM=Y;SS=N; 9.86 
419235; AW470411; Hs.288433; neurotrimin; none.none; 9.79 
41599?, C05837; Hs.145807; hypothetical protein FU13593; none;TM=Y;SS=M; 9.74 
41B8B3; BE387036; Hs.1211; acid phosphatase 5, tartrate resistant; Metaibphos;TM=M;SS=M; 9.70 
439018; AW300887; Hs.26638; membrane-spanning 4-domains, subfairnly A; none;TM=Y;SS=M; 9.69 

45 442652; AI005163; Hs.201378; Homo sapiens cDNA FU40427 lis; none;TM=M;SS=N; 9.68 

446291; BE397753; Hs.14623; interferon, garnmwnducfcle protein 30; GILT;TM=M;SS=Y; 9.64 
408380; AF123050; Hs.44532; diubrquiGn; ubiquilin;TM=M;SS=N; 9.54 

438089; W05391; Hs.351546; nuclear receptor subfamily 1, group I, m; hormone_rec 1 zf-C4,ncne; 9.52 
449494; AW237014; Hs.31 5369; aquaporin 4; MlP,none; 9.51 
5 0 456062; AI866286; Hs.71952; ESTs, Weakly similar to B36298 proEne-n none.none; 9.42 

446428; AW082270; Hs.12496; ESTs, Weakly similar to ALU4_HUMAN ALU S; none,none; 9.41 
421952; AA300900; Hs.98849; dynein light chain 2B (DNLC2B); none,none; 9.19 

407949; W21874; Hs.247057; ESTs, Weakly similar to 2109260A B cell ; Ribosornal3l4 > ank,pkinase.death,none; 9.16 
_ . 456034; AW450979; ; gb:Ul-H-BI3-ata-a-12.0-Ul.s1 NCt_CGAP_Su; none.none; 9.15 
55 407788; BE514982; Hs. 38991; S1 00 calcium-binding protein A2; efhand,SJ00,S_100,emand; 9.15 

416965; N26223; Hs.160436; MDAC1; none;NA;NA; 9.03 

443324; R44013; Hs.164225; ESTs; none^ione; 9.03 

435575; AF213457; Hs.44234; triggering receptor expressed on myeloid; ig;TM=Y;SS=M; 9.00 
rr . 440273; AI805392; Hs.325335; Homo sapiens cDNA: FU23523 fc, clone L; none,none; 8.99 
60 424527; AW1 38558; Hs.334873; ESTs, Weakly similar to 154374 gene NF2 ; Zn^carbOpeptnone; a80 
409203; AA780473; Hs.687; cytochrome P450, subfamily IVB, poiypept; p450;TM=M;SS=Y; 8.76 
423387; AJ012074; Hs.348500; vasoactive intestinal pepfide receptor 1; 7tm_2.HRM,CSD;TM=Y;SS=M; a74 
443907; AU076484; Hs .9963; TYRO protein tyrosine kinase binding pro; none;TM=M;SS=Y; 8.73 
425367; BE271188; Hs.155975; protein tyrosine phosphatase, receptor q none;TW=M;SS=Y; 8.68 
65 418918; X07871; Hs.89476; C02 antigen (p50), sheep red blood cell ; ig;TM=Y;SS=M; a56 
421563; NMJXJ6433; Hs. 105806; granufysin; none;; &55 

450726; AW204600; Hs.355462; HUMPSPBA Human pulmonary surfactant-asso; SAPA.SurfactanLB.none; 8.51 
419693; AA133749; Hs.301350; FXYD domain-containing ion transport reg; ATP1G1_PLM_MAT8;TM=Y;SS=M; 151 

_ n 424450; AL137526; Hs.374425; dynehi intermediate chain 2; WD40;; 8.42 

70 402474; ; ; NMJ»4079:Homo sapiens cathepsin S (CTSS; Peptidase^ 1;; 8.41 

458079; AI796870; Hs.54277; Homo sapiens similar to RIKEN cDNA 28100; none;TM=M;SS=N; 8.40 
424779; AL046851; Hs.153053; C037 anBgen; transmembrane4;TM=Y;SS=M; 8.36 
453310; X70697; Hs.553; solute carrier family 6 (neurotransmitte; SNF,5HT_transportenTM=Y;SS=N; 8.34 
448140; AF146761; Hs.20450; BCM-iike membrane protein precursor; ig;TM=Y;SS=N: 8.33 

/ 5 404240; ; ; NM_018950:Homo sapiens major histocompat; ig,MHCJ;TM=Y;SS=M; 8.28 
459702; AI204995; ; gb:an03c03jc1 Stralagene schizo brain 81; none,none; 8.17 
449523; NM_000579; Hs.54443; chemokine {C£ moW) receptor 5; 7lmJ;TM=Y;SS=M; 8.17 
442994; AI026718; Hs.16954; ESTs; ank,pklnase,death,Ribosomal.S14; 112 

0 446998; N99013; Hs.278966; Homo sapiens mRNA; cDNA DKFZp564B2062 (f; PMP22.Oaudin.none; 8.07 

oO 420137; AA306478; Hs.95327; CD3D antigen, delta polypeptide (TTT3 co; 1TAM;TM=Y;SS=M; 8.01 
435472; AW972330; Hs.283022; triggering receptor expressed on myeloid; ig;TM=M;SS=M; 7.99 
432441; AW292425; Hs.163484; intron of hepatocyte nuclear factor-3 al; Fork_head,none; 7.99 

409208; Y00093; Hs.172631; inlegrin, alpha X (antigen CD11C (p150),; vwa,FG-GAP,bitegrin^vwa,integrin_AFG-GAP; 7.94 
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432606; NM_002104; Hs.3066; granzyme K (serine protease, granzyme 3;; liypsin;TM=Y;SS=M; 7.92 
442832; AW206560; Hs.253569; ESTs; none.none; 7.90 

41 2104; AW205197; Hs.240951; Homo sapiens, Similar to RiKEN cDNA 2210; none;TM=M;SS=N; 7.89 

427337; Z46223; Hs.176663; Fc fragment of IgG. low affinity Mb. r; ig;TM=Y;SS=M; 7.86 

443951; F13272; Hs.356835; ferrilin, light polypeptide; PMP22_Claudin,none; 7.84 

418299; AA279530; Hs.83968; iniegrin, beta 2{anfigen CD18 (p95), ry; totegrin_B,EGF;PSt;TM=Y;SS=M; 7.79 

447131; NM.004585; Hs.17466; retinoic acid receptor responder (tazaro; none;TM=Y;SS=N; 7.78 

423961; 013666; Hs.136348; periosfln (OSF-2os); Fasdclin;TM=M;SS=M; 7.73 

424917; AI636208; Hs.96901; hypothetical protein FU23049; none;TM=M;SS=N; 7.72 

438564; AA381553; Hs.198253; major histocompatibflity complex, class ; ig,MHCJI_atpha,none; 7.65 

456672; AK002016; Hs.1 14727; Homo sapiens, clone MG&16327. mRNA, com; ra>ne,PK,Pr^C,myosinJiead,RhoG^ 7.64 

427792; M63928; Hs.180841 ; tumor necrosis factor receptor superfami; SRP14,TNFR_c6;; 7.63 

436954; AA740151; Hs.130425; ESTs; none,none; 7.58 

429732; U20158; Hs.2488; lymphocyte cytosoBc protein 2 (SH2 doma; SH2;; 7.56 

407601; AC002300; Hs.37129; sodium channel, norrvoltage-gated 1, beta; ASC;TM=Y;SS=M; 7.55 

417105; X60992; Hs.81226; C06 anUgen; SRCR;TM=Y;SS=M; 7.51 

414821; M63835; Hs.77424; Fc fragment of IgG, high affinity la, re; ig;TM=Y;SS=M; 7.46 

444381; BE387335; Hs.283713; hypothetical protein BC014245; Co)lagen;TM=M;SS=M; 7.40 

432222; A1204995; ; gb:an03c03.x1 Stratagene schizo brain SI; none.none; 7.38 

422667; H25642; Hs.132821; ESTs; FMO-like,FMO-tike; 7.37 

444527; NM_005408; Hs.11383; small inducible cytokine subfamily A (Cy; IL8;; 7.36 

457411; AW085961; Hs. 130093; iroquois-ctass homeobox protein IRX2; none.none; 7.32 

439237; AW408158; Hs.318893; ESTs, Weakly similar to A47582 B-cet! gn Furin-nke,pkinase,Recep.U.domain,YLP,none; 7.32 

419231; AL046294; Hs.136245; ESTs, Weakly similar to T17227 hypotheti; none.none; 7.30 

438873; AI302471; Hs.124292; Homo sapiens cONA: FU231 23 fis. done U none.none; 7.27 

424027; AW337575; Hs.201591; ESTs; 7trn_2.HRM.none; 7.26 

428927; AA441837; Hs.90250; Homo sapiens hypothetical protein FU231; none.none; 7.24 

432435; BE218886; Hs.282070; ESTs; none.none; 7.22 

428467; AK002121; Hs.184465; hypothetical protein FU11259; none;TM=Y;SS=M; 7.21 
416030; H15261; Hs.21948; ESTs; none,none; 7.20 

433293; AF007835; Hs.32417; hypothetical protein MGC2742; none;TM=M;SS=N; 7.18 

41B741; H83265; Hs.8881; ESTs, Weakly similar to S4 1 044 chrornosom; pkinase>tefivin_req).pWnase^ctivin_recp; 7.16 
420656; AA27909B; Hs.187636; ESTs; none.none; 7.14 
427698; AW972594; Hs.335499; ESTs; none.none; 7.1 1 

432268; BE311856; Hs.274230; 3 , -phosphoadenosine S'-phosphosulfatesy; APS_kinase^TP-suIfurylase;TM=M;SS=N; 7.06 

413859; AW992356; Hs.8364; Homo sapiens pyruvate dehydrogenase kina; SAM_PNT,none; 7.04 

430413; AW842182; Hs.241392; small Inducible cytokine A5 (RANTES); IL8;TM=M;SS=Y; 7.04 

452363; AI582743; Hs.94953; Homo sapiens, Similar to complement comp; C1q. Collagen;; 7.03 

421481; AW391972; Hs.104696; WAA1324 protein; none;TM=M;SS=M; 7.01 

418945; BE246762; Hs.89499; arachidonate SBpoxygenase; lipoxygenase.PUT;TM=M;SS=N; 6.97 

452281; T93500; Hs.28792; Homo sapiens cDNA FU1 1041 fis, done PL; TGFb_propeptide.TGF-beta.none; 6.96 

458124; AW005548; Hs.124590; ESTs; nontyione; 6.94 

422846; BE513934; Hs.1583; neutrophil cytosonc factor 1 (47kD. chr, SH3,PX;TM=M;SS=N; 6.93 

411027; AF072099; Hs.67846; leukocyte Irnmunoglobulin-like receptor, ; lnositol_P^g;TM=M;SS=N; 6.92 

428820, AA436187; Hs.172631; integrin, alpha M (complement component ; vwa,integriruA.FG-GAP;TM=Y;SS=M; 6.90 

423575; C18863; Hs.1 63443; intron of periosfin (OSF-2os); FasdcBn,none; 6.89 

419490; NMJJ06144; Hs.90708; granzyme A (granzyme 1, cytotoxic T-lymp; tiypsln;TM=M;SS=M; 6.89 

450954; AI9O4740; Hs.25691 ; receptor (calcitonin) acfivfty modifying; none;TM=Y;SS=M; 6.87 

425976; C75094; Hs.334514; NG22 protein; voltage_CLC;TWNY;SS=M; 6.84 

425555; AA359291; Hs.130767; Homo sapiens cONA: FU23553fis. done U LRR;TM=M;SS=N; 6.81 

414991; C17898; ; Homo sapiens up-regulated by BCG-CWS (LO; 2p,none; 6.80 

410342; R31350; Hs.743; Fc fragment of IgE, high affinity i, rec; ITAM;TM=Y;SS=M; 6.80 

422163; AF027208; Hs.1 12360; prominin (mouseHike 1; none;TM=Y;SS=M; 6.79 

445885; AI734009; Hs.127699; KIAA1603 protein; none,none; 6.77 

436576; AI458213; Hs.77542; ESTs; 7tm 1,DnaJ; 6.77 

417079; U65590; Hs.81134; Inteneukin 1 receptor antagonist; LI; 6.76 

424711; NM.005795; Hs.152175; calcitonin receptor-like; 7tm_2,HRM;TM=Y;SS=M; 6.75 

416847; L43821; Hs.80261 ; enhancer of flamentation 1 (cas-fte do; SH3;TM=M;SS=N; 6.73 

426251; M24283; Hs.168383; interoeilular adhesion molecule 1 (CD54); ig,lCA&Ltt.TM=M;SS=M; 6.71 

417929; R27219; Hs.74647; Human T-cell receptor active alpha-chain; lg,abhydrdase; 6.70 

4125B4; X54870; Hs.74085; DNA segment on cnromosome 12 (unique) 24; none,tectin_c; 6.70 

428227; AA321649; Hs.2248; small inducible cytokine subfamily B (Cy; IL8;TM=M;SS=Y; 6.68 

421445; AA913059; Hs.104433; Homo sapiens, done IMAG&4054863, mRNA; ionJrans.KJetra.asp; 6.65 

439750; AL359053; Hs.57664; Homo sapiens mRNA full length insert cON; IMPDH aiMPOH_N.CBS,integrin_B.Ridn_B_lectin; 6.62 

428582; BE336S99; Hs.185055; BENE protein; none;TM=Y;SS=M; 6.60 

453142; AA033648; Hs.7473; Homo sapiens gap junction protein, alpha; connextn;TM=Y;SS=M; 6.60 

432374; W68815; Hs.301885; Homo sapiens cONA FU11346 fis, done PL; none,none; 6.56 

448569; BE382657; Hs.21486; signal transducer and activator of trans; SH2,STAT,STAT_bind,STAT _prot;TM=M;SS=N; 6.54 
424321; W74048; Hs.1765; lymphocyte-spedfc protein tyrosine kin; SH2.SH3.pkinase;TM=M;SS=N; B.51 
446932; AA961459; Hs.125644; ESTs; none,LRR,LRRNT; 6.50 

427247; AW504221; Hs.174103; integrin. alpha L (antigen CD11A (p180).; vwa.integrin_A,F&GAP;TM=Y;SS=M; 6.48 

425998; AU076629; Hs.165950; fibroblast growth factor receptor 4; ig.pkinase;TM=M;SS=M; 6.47 

447232; AW499834; Hs.327; interieukin 10 receptor, alpha; none;TM=M;SS=M; 6.46 

431745; AW972448; Hs.163425; Novel FGENESH predicted cadherin repeat ; none.none; 6.43 

417370; T28651; Hs.374466; uyptophanyHRNA synthetase; WHEP-TRS,tRNA-synUbr, 6.41 

422241; Y00062; Hs.170121; protein tyrosine phosphatase, receptor t; k5nesin,fn3,Yj)hosphatasB;TM=M;SS=N; 6.40 

429610, AB024937; Hs.211092; LUNX protein; PLUNC (palate lung and nas; none;; 6.39 

409340; BE174629; Hs.321130; bypothefcal protein MGC2771; 

aajHjrmeases,pyridoxaLdeC,bromodomri^^^ 
413385; M34455; Hs.840; tndoleamine-pyrrole 2,3 dioxygenase; IDO;TM=M;SS=N; 6.36 
451820; AW058357; Hs.199248; ESTs; 7lrn_1;TM=Y;SS=M; 6.34 

408369; R38438; Hs.118747; SLC15A2 Solute carrier family 15 (HWpep: PTR2;TM=Y;SS=N; 6.32 
424247; X14008; Hs.234734; lysozyme (renal amyloidosis); lysjg,FAD_Synth,ldh,tdh_C 1 pkinase;; 6.32 
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444090: S691 15; Hs.1 0305; natural killer cell group 7 sequence; PMP22_Claudin;TM=Y;SS=M; &31 

416819; U77735; Hs.80205; pim-2 oncogene; pklnase;; 6.30 

421659; NMJH4459; Hs.106511; protocadherin 17; cadherin;TM=M;SS=M; 6.27 

415198; AW009480; Hs.943; natural kBler cell transcript 4; none;TM=M;SS=N; 6.26 

424273; W40460; Hs.1 44442; phosphoGpase A2, group X; phoslip;TM=M;SS=Y; 6.24 

429083; Y09397; Hs.227817; BCL2-re!ated protein A1; Bd-2;TM=M;SS=N; 6.23 

452194; AI694413; Hs.373599; olfactory receptor, family 2, subfamily ; none,none; 6.22 

424144; AA454033; Hs.41644; AKAP-associated sperm protein; Rlla;; 6.21 

414142; AW368397; Hs.334485; hernicentin (fibulin 6): EGF.ig 1 tspJ 1 hormone4 l squash t TtUAdeno_E3 CR1;TM=M;SS=M; 6.21 

442006; AW975183; Hs.372210; ESTs, Weakly similar to S72482 hypotheti; ncne,none; 6.20 

420256;lW4722;HsJ6206;cadherin5,type2,VE-c^ C term;TM=Y;SS=M;6.19 

421379; Y15221; Hs.1 03982; small inducible cytokine subfamily B (Cy; IL8;TM=M;SS=Y; 6.17 

440452; AI925136; Hs.55150; ESTs, Weakly similar to CAYP.HUMAN CALCY; none;NA;NA; 6.17 

421462; AF016495; Hs.104624; aquaporin 9; MIP;TM=Y;SS=M; 6.16 

452960; AK0O1335; Hs.31137; protein tyrosine phosphatase, receptor t YjJhosphatase.none; 6.15 

410361; BE391804; Hs.62661; guanylate binding protein 1, interferon-; GBP,GBP_C;TM=Y;SS=M; 6.13 

415765; NMJJ05424; Hs.78824; tyrosine kinase with immunoglobulin and ; EGF,fn3,ig,pkinase.laminin EGF;TM=M;SS=Y; 6 12 

430478; NM_014349; Hs.241535; apoOpoproteln U 3; MotA_ExbB;TM=Y;SS=M; 6.12 

413869; NM_000878; Hs.75596; InterleuWn 2 receptor, beta; none;TM=Y;SS=M; 6.09 

446608; N75217; Hs.175622; ESTs; Armadillo_seg.HEAT PBS;TM=M;SS=M; 6.08 

430378; Z29572; Hs.2556; tumor necrosis factor receptor superfamr; IL2;; 6.08 

426116; AA86B729; Hs.144694; ESTs; none,none; 6.06 

445033; AV652402; Hs.72901; cyclin-dependent kinase inhibitor 2B (p1; anfc 6.05 

426721; AA383588; Hs.288545; ESTs, Weakly similar to T29012 hypotheti; zl-C2H2;TM=M;SS=N; 6.05 

429228; AI553633; Hs.356828; ESTs; none.none; 6.05 

421757; Z20897; Hs.296259; paraoxonase 3; Arytesterase;; 6.04 

437669; AI358105; Hs.123164; ESTs. Weakly similar to match to ESTs AA; none,pkinase.pkinase C; 6.03 

419508; AW997938; Hs.907B6; ATP-Wnding cassette, sub-family C (CFTR; ABC_tran,ABC membrane;TM=Y;SS=M; 6.02 

428667; AI375550; Hs.346868; nucleolar protein p40; homotog of yeast ; none,none; 6.01 

432731; R31 178; Hs.287820; fibronecBn 1; fn1,fn2,fn3,none; 5.95 

446566; H95741; Hs.17914; membrane-spanning 4-domains, subfamily A; none;TM=Y;SS=M; 5.95 

450656; AA010539; Hs. 18912; unnamed protein product; zf-C2H2;; 5.94 

418460; M26315; Hs.85258; CD8 anfigen, alpha polypeptide (p32); ig;TM=Y;SS=M; 5.94 

424054; AA33451 1; Hs.26638; membrane-spanning 4-domains, subfam3y A; none;TM=Y;SS=M; 5.94 

408048; NMJJ07203; Hs.42322; A kinase (PRKA) anchor protein 2; Paratemmin;TM=M;SS=N; 5.94 

438670; AI275803; Hs.123428; ESTs; none;NA;NA; 5.91 

424238; AA337401; Hs.137635; ESTs; none;TM=M;SS=M; 5.90 

444143; AW747996; Hs.160999; ESTs, Moderately similar to A56194 throm; Bd-2,none; 5.89 

423690; AA329648; Hs.23804; ESTs, Weakly similar to PN0099 son3 prat; ionJrans,IQ,none; 5.88 

409799; D11928; Hs.76845; phosphoserine phosphaiase-fike; Hydrolase;TM=M;SS=N; 5.81 

407239; AA076350; Hs.67846; leukocyte immunogtobufin-like receptor, ; lg;TM=Y;SS=M; 5.81 

411125; AA151647; Hs.68877; cytochrome b-245, alpha polypeptide; none;TM=Y;SS=M; 5.80 

420340; NM.0Q0734; Hs.97087; C03Z antigen, zeta polypeptide (TiT3 com; fTAM;TM=M;SS=M; 5.79 

431681; AK000378; Hs.267566; hypothetical protein FU20371; sugar tnTM=Y;SS=N; 5J9 

413441; A1929374; Hs.75367; Src-like-adapter; SH2,SH3;TM=M;SS=lt 5.79 

443257; A133404O; Hs.11614; HSPC065 protein; trypsin;TM=M:SS=N; 5.76 

415801; R24219; Hs.278443; Fc fragment of IgG, low affinity lib, re; ig;TM=Y;SS=N; 5.70 

435299; AI745458; Hs.343026; ESTs. Weakly simitar to T20593 hypotheti; none;NA;NA; 5.69 

415995; NMJKM573; Hs.35588B; phosphonpase C, beta % C2,R^LC-Y,PI-PLC-X;TM=M;SS=N; 5.67 

436772; AW975688; Hs.348918; melaflothioneln 1E (functional); 7tm_2.HRM.none; 5.67 

431385; BE178536; Hs.11090; membrane-spanning 4-domains, subfamily A; none,none; 5.66 

419833; AA251131; Hs.220697; Homo sapiens tryptophanyMRNAsynthetas; WHEP-TRS,tRNA-synL1 b,none; 5.66 

421859; AA356620; Hs.1 08947; WAA0050 gene product ank,PH,ArfGap;; 5.64 

407756; AA1 16021; Hs.38260; ubkpfin specific protease 18; UCH-1.UCH-2;; 5.63 

425354; U62027; Hs.1 55935; complement component 3a receptor 1; 7tmJ;TM=Y;SS=M; 5.63 

423533; NM-014339; Hs.1 29751; inteiteukin 17 receptor none;TM=Y;SS=M; 5.63 

419577; L36531; Hs.91296; integrin. alpha 8; integrin_AFG-GAP;TM=Y;SS=N; 5.61 

452561; AI692181; Hs.49169; KIAA1634 protein; TPR.POZ,WW.GuanylateJdn;TM=M;SS=N; 5.61 

428677; AI657119; Hs.351582; troponin I, cardiac; none;TM=M;SS=N; 5.60 

425509; AF079363; Hs.158213; sperm associated antigen 6; Armadillo seg,HEAT PBS;TM=M;SS=N; 5.58 

453852; AW961818; Hs.211592; MUM2 protein; pWnase.DAG PE-bind,C2,pWnase C,none;5.57 

421924; BE514514; Hs.109606; coronin. actin4>inding protein, 1A; WD40,Wh_C;TM=M;SS=N; 5.57 

448030; N30714; Hs.325960; membrane-spanning 4-domains, subfamily A; none;TM=Y;SS=M; 5.55 

431630; NMJJ02204; Hs.265829; integrin, alpha 3 (antigen C049C, alpha ; FG^AP.Rhabd jlycop,integrin^A;TM=Y;SS=M; 5.53 

410257; BE244044; Hs.61469; hypothetical protein; none.none; 5.53 

441965; AA972712; Hs.269737; ESTs; pWnase^cfivtn_recp,TSPN,CoIlagen; 5.52 

413934; U03056; Hs.75619; hyaluronoglucosaminWase 1;mtegrin_B.Glyco_hydro_56;; 5^2 

424517; AI539443; Hs.137447; Homo sapiens cDNA FU12169 Us. clone MA; SH2,STAT,STAT - blnd f STATj)rot l none; &50 
447357; AI375922; Hs.1 32821; ESTs; FMO-tike,FM04ike; 5.46 

422109; S73265; Hs.1473; gasuin-releasing peptide; Bombesin,Defensinjropep;TM=M;SS=M; 5.46 

447033; AI357412; Hs.157601; Predicted gene: Eos cloned; secreted w/V; none,none; 5.45 

417412; X16896; Hs.82112; inteiteukin 1 receptor, type I; rg,TlR;TM=M;SS=M; 5.45 

436057; AJ004832; Hs.5038; neuropathy target esterase; cNMP_binding.k»n - trans.Patatin;TM=Y;SS=M; 5.41 

417497; AW402482; Hs.82212; CD53 antigen; traiismembrane4;TM=Y;SS=M; 5.41 

439285; AL133916; Hs.47860; hypothetical protein FU20093; lg,pkinase.LRR t LRRNT,LRRCT,none; 5.40 

452698; NMJXH295; Hs.301921; chemokine (C-C motif) receptor 1; 7tmJ;TM=Y;SS=M; 5.40 

443623; AA345519; Hs.9641; complement component 1, q subcomponent ; Clq.Collagen;; 5.40 

446272; BE268912; Hs.14601; hematopoielic cell-specific Lyn substrat; SH3.HS1 rep;TM=M;SS=N; 5.38 

437275; AW976035; Hs.292396; ESTs, Weakly similar to A47582 &cell gr, none,Frizzted.Fz; &37 

419660; BE280337; Hs.194693; solute carrier famay 7 (cafionic ammo ; aa_permeases;TM=Y;SS=M; 5.37 

449853; AF006823; Hs.24040; potassium channel, subfamily K, member 3; ion_trans;TM=Y;SS=M; 5.36 

442434; AA995787; Hs.129583; ESTs; lRK.none; 5.36 

428065; A1634046; Hs.157313; ESTs; !CEj)20,DED.ICE_p10.tCEj>20,DEO; 5.36 
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445333; BE537641; Hs.44278; hypothetical protein FU12538 similar to; ras.arfJK;; 5.33 

425638; NM.012337; Hs.158450; nasopharyngeal epithelium specific prate; none;TM=M;SS=N; 5.32 

419034; NMJJ02110; Hs.89555; hemopoietic cell kinase; SH2,SH3,pkmase;TM=M;SS=N; 5.32 

452416; AA026115; Hs.114777; ESTs: none.PorphobiLdeam; 5.29 

425205; NMJM5854; Hs.155106; receptor (calcitonin) activity modifying; none;TM=Y;SS=N; 5.29 

440475; AIB07671; Hs.24040; potassium channel, subfamily K. member 3; Ion Irans.none; 5.28 

417355; 013168; Hs.82002; endothetin receptor type B; 7tm_1.2f-C3HC4.fn3,SPRY,KRAB^-C2H2,rve,2f-B box;TM=Y;SS=M; 5.28 
436120;AI248193;Hs.119860;ESTs;hemeJ.none;5.27 

41 8307; U70857; Hs.83974; solute carrier family 21 (prostaglandin ; OATP_N,GATPj;TM=Y;S$=M; 5.27 

409745; AA077391; ; gb:7B14E12 Chromosome 7 Fetal Brain cDNA; 7tm_1^-C3HC4 l m3,SPRY,KRA8 < 2f-C2H2,rve^B box;TM=Y;SS=M; 5.26 
421554; AW1 37676; Hs.97775; ESTs; none.none; 5.23 

408308; AL033377; Hs.44197; hypothetical protein DKFZp564D0452; none^one; 5.22 

410434; AF051 152; Hs.63668; toll-like receptor 2; IRRLRRCT,TIR;TM=M;SS=M; 5.21 

421585; U95626; Hs.302043; chemokine (C-C motif) receptor-like 2 C 7tm 1;TM=Y;SS=M; 5.19 

400261; ; Hs.1802; Eos Control; ig,MHCJI_beta;TM=Y;SS=M; 5.19 

436856; AI469355; Hs.127310; ESTs; pkinase,rrm;TM=M;SS=N; 5.18 

408761; AA057264; Hs.238936; ESTs, Weakly similar to (defline not ava; 7tm_1,none; 5.17 

425023; AW956889; Hs.154210; EOG-1 (endothelial differentiation, sph; 7tmJ;TM=Y;SS=M; 5.16 

452203; X57522; Hs.352018; transporter 1, ATP-binding cassette, sub; ABC_tran^Cjnernbrane,SRP54,Thymldylate kin;TM=Y;SS=M; 5.16 

451220: AF124251; Hs.26054; novel SH2-containing protein 3; SH2;TM=M;SS=N; 5.15 

417771; AA804698; Hs.82547; reh'noic acid receptor responder(tazaro; none.none; 5.14 

424925; NM_002432; Hs.153837; myeloid cell nuclear differentiation ant; PAAD DAPIN.HIN;; 5.14 

451099; R52795; Hs.25954; interieukin 13 receptor, alpha 2; fn3;TM=Y;SS=M; s!l3 

427509; M62505; Hs.2161; complement component 5 receptor 1 (CSa I; 7tm 1;TM=Y;SS=M; 5.12 

423196; AK001866; Hs.125139; hypothetical protein FU11004; none;TM=M;SS=N; 5.12 

433671; AW138797; Hs.132906; 19A24 protein; tg;TM=M;SS=M; 5.11 

426457; AW894667; Hs.380138; chimerin (chtmaerin) 1; DAG_PE-bind,RhoGAP,SH2;TM=M;SS=N; 5.06 

431890; X17033; Hs.271986; integrfn, alpha 2 (CD49B. alpha 2subuni; \wa,integnXA,FG-GAI*TM=Y;SS=M; 5.05 

41 81 85; AW958272; Hs.347326; interceflular adhesion molecule 2 (1CAM; none;TM=Y;SS=M; 5.05 

437352; AL353957; Hs.284181; hypothetical protein DKFZp434P0531; DUF221;TM=Y;SS=M; 5.03 

457918; AL359590; Hs.1 62604; hypothetical protein OKFZp762M186; PLDc;TM=M;SS=N; 5.02 

452924; AW580939; Hs.97199; complement component C1q receptor EGF,lectb_c.Tissue fac,Xnnk,TlL;TM=Y;SS=fvt 5.02 

426535; AU077012; HS.2885B2; ESTs, Weakly similar to ubiquitous TPR m; Kunit^BPTI.Kunit^BPTI.7lm 2.HRM; 4.99 

432805; X94630; Hs.3107; CD97 antigen; 7tm.2,EGF,GPS,FecCD;TM=Y;SS=M; 4.95 

434883; AW381538; Hs.19807; hypothetical protein MGC12959; SH3,PH,WW,RhoGAP;; 4.95 

414291; AI289619; Hs.1304O; G protein-coupled receptor 86; 7tm_1;TM=Y;SS=M; 4.94 

428981; BE313077; Hs.93135; ESTs. Weakly similar to ALU2 HUMAN ALU S; none,nm; 4.92 

451154; AA015879; Hs.33536; ESTs;TIMP,none; 4.92 

435730; AB020635; Hs.4984; WAA0828 protein; AdoHcyase,TrkA-N,2-Hacid DH_C;TM=M;SS=N; 4.90 

41301 1; AW0681 15; Hs.821; brglycan; LRR,LRRNT~ 4.90 

422732; AA577455; Hs.24937; transformer^ alpha (htra-2 alpha); rrm.ig; 4.89 

417015; MB3772; Hs.80876; flavin containing monooxygenase 3; FMCMike l pyr_redox;TM=Y;SS=M; 4.88 

412773; H15785; Hs.74573; similar to vaccinia virus Hindlll K4L OR; PLDc;TM=M;SS=N; 4.88 

439659; AW970780; Hs.59483; leucine-rich repeal-containing G protein; 7tm 1,LRR;TM=Y;SS=N; 4.87 

405102; ; ; C15001220*;gil4469558|gb|AAO21311.1| (AF; DAGJ^bmd,PH,RhoGEF,DC1;; 4.86 

422795; AB033109; Hs.375610; KIAA1283 protein; 7tmJ,kazalA2M^2M.N;TM=Y;SS=M; 4.84 

432581; AU076465; Hs.278441; WAA0015 gene product PP2C;TM=M;SS=N; 4.83 

414936; C14774; ; gb:C14774 Oontech human aorta polyA mRN; ank.pkmasa.death.none; 4.82 

430152; AB001325; Hs.234642; aquaporin 3; MIP;TM=Y;SS=M; 4.82 

444838; AV651680; Hs.208558; ESTs; integnn_A.FG-GAP.none; 4.81 

410423; AW402432; Hs.63489; protein tyrosine phosphatase, norwecept; SH2,Yj)nosphatase,DSPc;TM=M;SS=r4; 4.81 

453107; NM.016113; Hs.Z79746; vanilloti receptor-like protein 1; ankjonJrans;TM=Y;SS=N; 4.80 

433376; AI249361; Hs.741 22; caspase 4, apoptosis-related cysteine pn CARD,ICEj>10,lCE_p20;; 4.80 

422010; AA302049; Hs.31 181; Homo sapiens cDNA: FU23230 fls. clone C; nona,SDF,sugar_tr, 4.78 

419542; AA366037; Hs.90911; solute carrier family 16 (monocarboxylic; none,none; 4.76 

438899; AF085833; Hs.135624; ESTs; ncfle,Pl3 - PI4Jdnase,R3Ka,PI3rLC2,PI3Kji)d.PI3K_p85B; 4.75 

427418; AA402587; Hs.356667; LAT1-3TM protein; none,none; 4.75 

431924; AK000850; Hs.272203; Homo sapiens cONA FU20843 fis, clone AD; SH3.none; 4.73 

424218; AF031824; Hs.14321 2; cystafin F (teukocystatln); cystafinn 4.72 

414888; AL039185; Hs.77558; thyroid hormone receptor tateractor 7; HMG14 17,none; 4.72 

41 6178; AI808527; Hs.1 92822; serologically defined breast cancer anti; none;TM=M;SS=N; 4.71 

430037; BE409649; Hs.227789; mitogeri-activated protein ktoase-adhrat; pkinase;TM=M;SS=N; 4.71 

451527; AF02281 3; Hs.2651 8; transmembrane 4 superfamily member 7; none,none; 4.71 

453870; AW385001; Hs.8042; Homo sapiens cDNA: FU23173 fis, clone L; FG-GAP,lntegrin_ANIF; 4.71 

408113; T82427; Hs.194101; Homo sapiens cDNA: FU20869fis, clone A; 7trrL3.none; 4.70 

438543; AA810141; Hs.192182; ESTs; SH2.pkinase.none; 4.70 

i?2?f? ^?U^\ I* 5 ' 15392 * death-associated protein kinase 1; ank.pWnassrfeaih.SPW.SAP.Ra^ 470 
438113; AI467908; Hs.8882; ESTs; 7tm_1 .none; 4.70 

422164; NM_014312; Hs.1 12377; corfc al thymocyte receptor (X. laevis ; lg,Geriiini_mov;TM-Y;SS=M; 4.69 
414482; S57498; Hs.76252; endotheiin receptor type A; 7tm_1;TM=Y;SS=M; 4.69 
425069; AA687465; Hs.298184; potassium voitage^ated channel, shaker-; aldo.ketred.none; 4.67 
432314; AA533447; Hs.285173; ESTs; XHnk.none; 4.66 

453518; AW503205; Hs.27268; gb:UWF-BNI)*g4)3^Ul.r1 NIH.MGQ.50; SH3.PH,RhoGEF;TM=M;SS=N; 4.66 

418613; AA744529; Hs.86575; mitogervactivaled protein kinase kinase ; pkinase.CNH;TM=M;SS=N; 4.66 

446063; A1720140; Hs.151079; ESTs; ISK_Channel,none; 4.65 

454034; NM_000691; Hs.575; aldehyde dehydrogenase 3 family, member ; aldedh;; 4.65 

431441; U81961; HsJ?794; sodium channel, nonvoltage^ated 1 alpha; ASC;TM-Y;SS=N; 4.65 

443402; U77846; Hs.9295; dasUn (supravalvular aortic stenosis. ; none,PDZ,UM,pkinase; 4.65 

414809; AI434699; Hs.77356; transferrin receptor (p90, C071); PA;TM=Y;SS=N; 4.64 

427535; R29543; Hs.2164; pro-platelet basic protein (includes pla; IL8;TM=M;SS=M; 4.64 

4371 19; AI379921; Hs.1 77043; XPJ71387 slmBar to rhoteHn; none.none; 4.63 

41 1779; AA29281 1; Hs.72050; non-metastatic cells 5, protein expresse; NDK;; 4.63 

429784; M89796; Hs.30; membrane^spanning 4-domains. subfamily A; none;TM=Y;SS=N; 4.62 
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415934; NMJ00928; Hs.992; phospholipase A2, group IB (pancreas); phostip;; 4.61 

408873; ALO46017; Hs.356216; calmodulin 2 (phosptiorytase kinase, dell; none.none; 4.61 

426432; Af 001601; Hs.169857; paraoxonase 2; Arylestera$e;TM=M;S$=N; 4.59 

444805; AB007899; Hs.12017; homolog of yeast ubiquilin-protein ligas; WW.HECT.RNA jwLA.none; 4.59 

408000; 111690; Hs. 198689; bullous pemphigoid antigen 1 (230/240kD); e!hand t specirin,GAS2,SH3,Plectin,RA,Xyte^^ 

LZ,M.ldh_C 1 CH,A!P3;TM=M;SS=N; 4.59 
431087; H12723; Hs.290791; ESTs; tanjrans.none; 4.58 ' 

425465; L18964; Hs.1904; protein kinase C. lota; pklnase,DAG_PE-Hnd,pWnase_C,OPR;TM=M;SS=N; 4.58 

422427; AA310514; Hs.96692; ESTs; PREts,CHspectrin,Caj;hanneLB.none; 4.57 

441527; W19504; Hs.7884; sotule carrier family 21 {organic anion ; OATP_N,OATP_C;TM=Y;SS=N; 4.56 

416464; NM.000132; Hs.79345; coagulation factor VIII. procoagulantco; Cu-oxrdase.F5_F8jype_C;; 4.56 

421233; AA209534; Hs.284243; tetraspan NET-6 protein; trans membrane4;TM=Y;SS=M; 4.56 

42231 1; AF073515; Hs.1 14948; cytokine receptor-tike factor 1; fn3;TM=M;SS=N; 4.55 

444895; AI674383; Hs.22891; solute carrier family 7 (calionfc amino ; ASC,death.TNFR_c6; 4.55 

428141; D50402; Hs.1B2611; solute carrier family 11 {proton-coupled; Nramp;TM=Y;SS=N; 4.55 

410290; AA402307; Hs.322844; hypothetical protein DKFZp564A176; Sema,PSIJIG,lntegrin_B;TM=Y;SS=M; 4.54 

426437; BE076537; Hs.1 69895; ubiquitin-conjugating enzyme E2L 6; Arniadfllojseg.UQ_con.none; 4.54 

450086; AW016343; Hs.233301; ESTs; ank.dealh7U5,NMU,none; 4.54 

438209; AL120659; Hs.6111; aryWiydrocarbon receptor nuclear transt; HLH,PAS,IL8;TM*M;SS=N; 4.54 
414788; X78342; Hs.77313; cyclin-dependent kinase (CDC2-Dke) 10; pkinase;TM=M;SS=N; 4.53 
429109; AL008637; Hs.196352; neutrophil cytosdic factor 4 (40kD); SH3,OPR.PX;TM=M;SS=N; 4.53 
427557; NMJM2659; Hs.179657; plasminogen activator, urokinase recepto; UPAH.LY6,ET,PLA^inh;; 4.53 
411213;AA676939;Hs.69285;neuropain1;MAM l F5 F8 ty pe.QCUB.CUB, MAM, F5_F8Jype_C; 4.53 
434158; T86534; Hs.1 4372; ESTs; adenylatekinase.none; 4.52 

431941; AK000106; Hs.272227; Homo sapiens cDNA FU20099 fts. clone CO; pkjiiase.FurirwRke.RecepJ^domain.none; 4.52 

447341; AF106941; Hs.18142; arrestin, beta 2; arreslin,arrestin_C 1 PX,PH,PLDc; 4.52 

447656; NMJJ03726; Hs.19126; src kinase-associated phosphoprotein of ; SH3,PH;TM=M;SS=N; 4.51 

417018; M16G38; Hs.60887; v-yes-1 Yamaguchi sarcoma viral related ; SH2,SH3.pJdnase;TM=M;SS=N; 4.51 

422893; X98411; Hs.380077; myosin IF; SH3,myosiiLhe3d.lQ;TM=M;SS=N; 4.51 

407202; N58172; Hs.109370; ESTs; F5_F8_type_C 1 pkinase 1 Ets f none; 4.51 

447079; AA280057; Hs.105280; ESTs, Weakly similar to dJ963K23.2 [rUa; zf-C2H2^f-C3HC4,UIM;TM=M;SS=N; 4.51 
450747; AI064821; Hs.129953; ESTs, Highly slmBar to 1818357A EWS gen; rrm.zf-RanBP,GAS2; 4.50 
419452; U33635; Hs.90572; PTK7 protein tyrosine kinase 7; lg,pkinase;TM=Y;SS=M; 4.50 
453856: AA804789; Hs.379109; PDZ-UM protein mystique; UM,PD2;TM=M;SS=N; 4.49 
432744; AA988835; Hs.38664; ESTs; none.none; 4.49 

41 9032; YV81330; Hs.99877; ESTs, Highly similar to JAK3B tH.sapiens; pkinase,SH2,lnsutin,pkinase,SH2; 4.48 
444009; AI380792; Hs.135104; ESTs; TNFRjc6,TIL,none; 4.48 

42641 6; AW612744; Hs.169824; kfller cell lecfin-like receptor subfami; lectlruc;TM=Y;SS=M; 4.48 

412802; U41518; Hs.74602; aquaporin 1 (charmeMbrrning Integra) pn MlP;TM=Y;SS=M; 4.48 

447217; BE465754; Hs.17778; neuropilin % CUB,MAM,F5j^8jype._C;TM=M;SS=M; 4.47 

408771; AW732573; Hs.47584; potassium voltage-gated channel, delayed; emand,jonjrans.K_tetra,none; 4.47 

435049; AL122067; Hs.4746; hypothetical protein FU21324; none;TM=M;SS=N; 4.46 

413278; BE563085; Hs.833; interferon-stimulated protein. 15 kDa; ubiquitin;; 4.45 

423804; AW4Q3448; Hs.1706; interferrjrwflmutated transcripfion fact 1RF^f-C3HC4,IBI^zf-RanBP;TM=M;SS=N; 4.45 
434308; N51517; Hs.47282; ESTs; pWnase.pklnase.CXnone; 4.45 

434448; W26667; Hs.184581; Homo sapiens cDNA FU14821 fts, done OV; pWnase.pldnase.C;; 4.45 

417426; NMJD02291; Hs.82124; lamWn, beta 1; larrfnin_EGFJamintn_Ntemi,integrin_Bn 4.44 

417389; BE260964; Hs.82045; midkine (neurite growm-promoting factor; PTN jMK;TM=M;SS=Y; 4.44 

430259; BE550182; Hs.375142; RalGEF-like protein 3, mouse homolog; fn3,RA,RasGEF;TM=M;SS=M; 4.44 

436001; AW903849; Hs.173840; HUEL (C4orf1Hnteracting protein; ig;TM=M;SS=M; 4.44 

452355; N54925; Hs.29202; G proterrwoupted receptor 34; 7tmJ,OATP._C;TM=Y;SS=N; 4.43 

418751; BE389014; Hs.372548; pnospholnosItide-3-Wnase, regulatory su; SH2,none; 4.43 

410068; AI633888; Hs.5B435; r^N-binding protein (FYB- 120/1 30); SH3;TM=M;SS=N; 4.43 

449961; AW265634; Hs.133100; ESTs; rtfnase.Furin-like.Recep U.domain,none; 4.42 

451734; NMJJ06176; Hs.26944; neurogranin {protein kinase C substrate,; IQ,7tmJ;TM=M;SS=N; 4.42 

410598; A1817130; Hs.9195; Homo sapiens cDNA FU1369B lis, done PL; RasGEF.PRK; 4.42 

43941 1; AA044876; Hs.58043; ESTs, Weakly similar to CYA2JHUMAN ADENY; guanytate_cyc;TM=Y;SS=M; 4.42 

433179; AW362945; Hs.162459; ESTs; Armadflk)_seg,none; 4.42 

414849; AW372721; Hs.291623; ESTs, Weakly similar to unnamed protein ; pkinase.norte; 4.42 

409512; AW979187; Hs.293591; melanoma differentiation associated prot; DEAD,rrefcasejC,CARO;TM=M;SS=N; 4.41 

445903; AI347487; Hs.132781; class I cytokine receptor, fn3;TM=Y;SS=N; 4.41 

438507; AA809052; Hs.356627; ESTs; none,none; 4.41 

409524; AW402151; Hs.54673; tumor necrosis factor (ligand) superfami; TNF;TM=Y;SS=M; 4.40 
453037; AA045175; Hs.17914; ESTs; none;TM=Y;SS=M; 4.40 

412228; AW503785; Hs.73792; complement component {3d/Epstein Barrvi; susN;TM=Y;SS=M; 4.40 
451035; AU076785; Hs.430; ptesfin 1 (I isoform); efoand.CH AJaptinJt 4.40 
415149; X12451; Hs.78056; cathepsin L; Peptidase_C1r. 4.39 

4081 05; AW152207; Hs.270977; ESTs, WeaWy similar to 138022 hypothefi; Y_phosphatase,carb_anhydrase l DSPc,none; 4.39 

423099; NM.002837; Hs.123641; protein tyrosine phosphatase, receptor t to3,Yj>hosphatase 1 DSPc,COX6C;TM=M;SS=M; 4.39 

438330; AW450572; Hs.257316; ESTs; pkaiase^f-C4,ERM,CNH,none; 4.39 

433437; U20536; Hs.3280; caspase 6, apoptosis-related cysteine pn ICEj)10,ICE_p20;; 4.39 

429747; M87507; Hs.2490; caspase 1, apoptosis-retated cysteine pn CARD,ICEj>10,ICEj>20;; 4.39 

426410; BE298446; Hs.305890; Ba2-like 1; Bd-2.BH4.none; 4.38 

434511; R28982; Hs.18106; ESTs; pWnase,GlycoJiydro_39; 4.38 

448888; AW196663; Hs.200242; caspase recruitment domain protein 6; CARD;TM=M;SS=N; 4.37 

447827; U73727; Hs.19718; protein tyrosine phosphatase, receptor ( fh3,ig,Yj)hosphatase,MAM;Tr^=Y;SS=M; 4.36 

432583; AW023624; Hs.162282; potassium channel TASK-4; potassium chan; ion Jrans,X;TM=Y;SS=M; 4.36 

413472; BE242870; Hs.75379; solute carrier family 1 (glial high affi; SOF;TM=Y;SS=M; 4.36 

426828; NMJXJ0020; Hs.1 72670; actfvin A receptor type (Hike 1; pldnaseA:trvin_recp;TM=MjSS=M; 4.36 

449444; AW818436; Hs.351306; solute canter family 16 (monccarboxyfic; none;TM=Y;SS=M; 4.36 

437145; AF007216; Hs.5462; solute carrier family 4, sodium bicarbon; HC03.co!ransp;TM=Y;SS=N; 436 

429670; L01087; Hs.211593; protein kinase C. theta; DAG_PE^rrf,pldnase,pkinase_C.DNAj)ol_viral_N,PHD.OC1;TM=M;SS=N; 4.35 

421195; BE464560; Hs.133017; ESTs; none.none; 4.35 
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415758; BE270465; Hs.78793; prolan kinase C, zeta; pktoase,DAG_PE-brnd,pkinase_C,OPR;; 4.35 

457001; J0325B; Hs.2062; vitamin D (1,25- daiydroxyvilamin D3) re; hormone_rec,zW>4,MetaIlolhio _5;TM=M;SS=N; 4.34 

419150; T29618; Hs.89640; TEK tyrosine kinase, endothelial (venous; EGF,fn3,pkinase;igJarninin_EGF,DSL;TM=Y;SS=M; 4.34 

440675; AW005054; Hs.279788; ESTs, WeaMy similar to KCC1.HUMAN CALO; pkinase,none; 4.34 

429657; 013626; Hs.2465; K1AA0001 gene product; putative G-protel; 7tm_1;TM=Y;SS=M; 4.34 

414509; AW161311; Hs.76294; CD63 antigen (melanoma 1 antigen); transmembrane4;TM=Y;SS=M; 4.34 

425771; BE561776; Hs.159494; Bruton agammagloburmemia tyrosine Wnas; SH2,SH3.pkinase,PH,BTK;TM=M;SS=N; 4.34 

452124; AA454220; Hs.61170; ESTs; pkinase.none; 4.33 

407775; NWL004914; Hs.38772; RAB36, member RAS oncogene famfly; ras,arf;TM=M;SS=N; 4.33 
452688; M721140; Hs.49930; ESTs, Weakly similar to putative p150 [H; SH3.none; 4.33 
434164; AW207O19; Hs.148135; serine/threonine kinase 33; pkinase;TM=M;SS=N; 4.32 
445330; R52656; Hs.21691; ESTs; 7tm 1 jione; 4.32 
437527; AI241019; Hs.145644; ESTs; PIP5K.none; 4.32 

437763; M469369; Hs.5831; tissue inhibitor of metalloproteinase 1 ; TIMP,pkinase,DAG_PE-bind l RBD; 4.31 
416714; AF283770; Hs.79630; CD79A antigen (irnmunoglobulin-assodated^ 
416269; AA177138; Hs.161671; ESTs; pkinase,DAG_PE-brnd,RBD,none; 4.30 
425458; H89317; Hs.182889; ESTs; ionjrans.none; 4.30 

424206; NM_003734; Hs. 198241; amine oxidase, copper containing 3 (vase; Cu_arriine_oxid,Cu_arnine_oxidN2,Cu3mine_oxldN3;TM=M;SS=M; 4.29 

451876; T63141 ; ; gb:yb99a12.s1 Stratagene lung (937210) H; SH3.none; 4.29 

417B01; AA417383; Hs.82582; mlegrin. beta-like 1 (with EGF-like rep; EGF;; 4.29 

435240; A1025435; Hs.1 17532; ESTs; GHMP_kinases,none; 4.27 

444051; N48373; Hs.10247; activated leucocyte cell adhesion molecu; none,none; 4.26 

423523; AW299828; Hs.193580; ESTs; none,none; 4.26 

426274; 038122; Hs.2007; tumor necrosis factor (ligand) superfaml; TNF;TM=Y;SS=N; 4.26 

425356; BE244879; Hs.155939; inositol poryphosphate-5-phosphatase. 14; Exoj3mto_prws.SH2;TM=M;S$=N; 4.26 

448386; AB03775O; Hs.21061; KIAA1329 protein; PKO,BNR;TM=Y;SS=M; 4.26 

418318; U47732; Hs.84072; transmembrane 4 superfamiry member 3; transmembrane4;TM=Y;SS=M; 4.26 

427274; NM_00521 1; Hs.174142; colony stimulating factor 1 receptor, fo; fg,pWnase;TM=Y;SS=M; 4.26 

416602; NM_006159; Hs.367895; Protein kinase C-binding protein NELL2; EGF.vwc.TSPN;; 4.25 

436729; BE621807; Hs.351316; transmembrane 4 superfemily member 1; none;TM=Y;SS=M; 4.25 

436494; AA720997; Hs.128295; ESTs; none.CAP - aY.HC03_cotransp,Glyco_hydro_63 1 PH; 4.24 

439668; A1091277; Hs.302634; frizzled (Drosophila) homolog 8; Frizzled,Fz,7tm_2,toxin_2;TM=Y;SS=M; 4.24 

418255; AW135405; Hs.37251; ESTs; pkinase.none; 4.24 

400328; X87344; ; transporter 2. ATP-binding cassette, sub; none;TM=Y;SS=N; 4.24 

405121; ; ; mitogen-activated protein kinase 8 inter, CysJmot l TGF4>et5,vwa,vwc,vwdJlUDUF139;; 4.24 

425795; AJ000479; Hs.159543; EOG-6 (endothelial differenfiation, &p; 7tm_1;TM=Y;SS=M; 4.23 

406786; AW161678; Hs.111334; ferritin, light polypeptide; ferri£in;TM=M;SS=N; 4.23 

449843; R85337; Hs.24030; solute carrier family 31 (copper transpo; none;TM=Y;SS=M; 4.23 

445657; AW612141; Hs.279575; Homo sapiens G^rotein coupled receptor ;7lm_1;TM=Y;SS=M; 4.23 

413795; AL040178; Hs.142003; ESTs; rtone.pkinase.LRR.LRRCT; 4.22 

409142; AL1 36877; Hs.50758; SMC4 (structural maintenance of chromoso; ABC_tran,M,SMC_N.SMC_C,DUF164 1 none; 4.22 

447887; AA114050; Hs.211610; caspase 8, apoptosts-related cysteine pr, ICE_p10,ICEj)20 l DED;TM=M;SS=N; 4.22 

417318; AW953937; Hs.240845: ESTs; SH3,PH,RhoGEF;; 4.21 

424291; AL120051; Hs.144700; ephrin-B1; Ephrin;TM=Y;SS=M; 4.21 

408279; AF2 16965; Hs.44095; Homo sapiens, clone MGC:12617, mRNA, com; none.none; 4.20 

432636; AA340864; Hs.278562; daudin 7; PlvP22_aau<fin;TM=Y;SS=M; 4.20 

424618; 159472; Hs.1802; major Mstocornpatiblffly complex, class ; ig.MHCJLbeta;TM=Y;SS=M; 4.19 

445633; A1453386; Hs.17287; ESTs, Weakly simBar to S26689 hypoUietn IRK,none; 4.19 

432882; NM-013257; Hs.279696; serum/glucocorticoid regulated kinase^; pkinase,PX.pkinase_C;; 4.19 

4254B1; AW978162; Hs.37281 1; ESTs; none,OxysteroLBP; 4.19 

429061; Y14039; Hs.195175; CASP8 and FADMce apoptosb regulator; ICEj)20,DED;TM=M;SS=N; 4.18 

401083; ; ; Nf016582*:Homa sapiens peptide transpor; PTR2;TM=Y;SS=M; 4.18 

420676; AI434780; Hs.4248; vav 2 oncogene; RtoGEF,PH,CH,SH2 l SH3,DAG_PE-blnd 1 none; 4.18 

424377; AF081675; Hs.14S322; kfller cell lecfin-like receptor subfami; techn_c;TM=Y;SS=M; 4.17 

424148; BE242274; Hs.1741; integrin, beta 7; integnrL.B,EGF^netaIthio 1 PSI;Tr^=Y;SS=M; 4.17 

421391; AW304350; Hs.191958; Immunoglobulin superfamity receptor tran; Ig.none; 4.17 

452100; AI668668; Hs.379032; inositol rjolypriosphate-5-phosphatase, 75; Exo_endo_phos.RhoGAP.none; 4.17 

413969; X14034; Hs.7564B; phosphollpase C, gamma 2 (phosphatidyfin; SH2,SH3,C2,PHP^C-Y,P!-F1C-X.PDGF;; 4.17 

422310; AA316622; Hs.98370; cytochrome P450. subfamily IIS, polypept none,pkinase,fh3,ig; 4.17 

444034; AL161957; Hs.10177; pleckstrin homology domain interacting p; E1- 

E2_ATPase.Cat»n_ATPase_C,Cation_AT^ 4.16 
450056; BE047394; Hs.502; ESTs, Weakly similar to S71512 hypolheti; ABCJran/BC^memrjranejg,^^ tran; 4.16 

407245; X90568; Hs.172004; Bfjn; fn3,ig 1 SGXXSG.pldnase;Tt^M;SS=N; 4.16 
418962; AA714835; Hs.271863; ESTs; RhoGAP.SH2,ptdnase,POLO box,none; 4.15 
410590; BE615216; Hs.64746; chloride intracellular channel 3; none;TM=M;SS=N; 4.15 
425743; BE398495; Hs.159428; BCL2-associated X protein; Bd-2;TM=Y;SS=N; 4.15 
446967; AI699629; rte.156781; ESTs; none,none; 4.14 
432176; AW090386; Hs.1 12278; arrestin. beta 1; arresUn.arrestin Cnone; 4.14 
452571; W31518; Hs.34665; ESTs; none;TM=M;SS=N; 4.14 

425421; L11669; Hs.157145; tetracycline transporter-like protein; sugar tr;TM=Y;SS=M; 4.14 

410687; U24389; Hs.65436; rysyl oxkJase-Jfte 1; LysyLoxidase;; 4.14 

417871; AA521368; Hs.24252; ESTs; IBB.Armadnio_seg.none; 4.13 

429819; AL13301 1; Hs.253920; Homo sapiens mRNA; cDNA DKFZp434P201 (fr; none,ncne; 4.12 

424522; AL134847; Hs.149957; ribosomal protein S6 kinase. 90kD, polyp; pWnase,pkinase_C;; 4.12 

429623; NNL005308; Hs.21 1569; G protein-coupled receptor kinase 5; pkinase,RGS;TM=M;SS=N; 4.12 

413019; BE281604; Hs.75140; tow density rrpoproteirwelated protein-; none;TM=M;SS=Y; 4.12 

434071; AF1 16653; Hs.34192; Homo sapiens PRO0823 mRNA, complete ais; none;TM=M;SS=N; 4.11 

434779; AF153815; Hs.50151 ; potassium inwardly-redify'tng channel s; IRK;TM=Y;SS=N; 4.11 

449656; AA002008; Hs.188833; ESTs; PIP5K,none; 4.11 

406403; ; ; NM_002162*:Homo sapiens intercellular ad; ig;TM=Y;SS=M; 4.10 

427732; NM.002980; Hs.2199; secretin receptor; 7tm_2.HRM;TM=M;SS=M; 4.10 

437608; AA761605; Hs.292308; ESTs. WeaMy similar to ALU1 JHUMAN ALU S; pkfoase.RI01.none; 4.10 

432885; AA595607; Hs.368129; ESTs. Weakly similar to ALU1.HUMAN ALU S; pkinase,pkinase_C,none; 4.10 
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41 1190; AA306342; Hs.69171; protein kinase Olike Z pkmase,pkinase_C,HR1 ;TM=M;SS=N; 4.10 
418342; BE002723; Hs.334330; tepUn receptor; 1CEj)2O,DED,ICEj>10 l ICEj)2O l DED; 4.10 
424909; S78187; Hs.1 53752; cell division cycle 25B; Rhodanese;; 4,10 
435905; AW997484; Hs.5001. KIAA0456 protein; SH3,RhoGAP,FCH;TM=M;SS=N; 4.10 
422278; AF072873; Hs.1 14218; frizzled (Drosophila) homotog 6; Fz,Fnzzted,7tm_2;TM=Y;SS=M; 4.10 
437952; D63209; Hs.5944; solute carrier family 1 1 (proton-coupled; none;TM=Y;SS=M; 4.10 
432827; 268128; Hs.3109; Rho GTPase activating protein 4; FCRRhoGAP,SH3;TM=M;SS=N; 4.09 
435140; AA668123; Hs.134170; ESTs; none.none; 4.09 

422627; BE336857; Hs.118787; transforming growth factor, beta-induced; Fasddin^BC_tran,ABC.membrane,GTP^ERU;TM=M;SS=M; 4.08 
428483; AI908539; Hs.184592; KIAA0344 gene product; none.none; 4.08 
446232; AI281848; Hs.194691; retinoic acid induced 3; 7tm_3,none; 4.07 
431674; AA098901; Hs.301642; G-protein coupled receptor, none,GCV.H; 4.07 

409686; AKOOO0O2; Hs.55879; Homo sapiens mRNA; cDNA DKFZp434L0827 (f; ABCJran,ABC membrane;TM=M;SS=M; 4.07 

441518; AW161697; Hs.294150; ESTs; Yjtaphalase.DSPc.none; 4.07 

442599; AF078037; Hs.324051; RelA^sociated inhibitor SHlank;TM=M;SS=N; 4.06 

4369B2; AB018305; Hs.5378; spondin 1, (f-spondin) extracellular mat tspJ.Reeler;: 4.05 

420361; N92054; Hs.194718; zinc finger protein 265; zMtenBP,7tmJ; 4.05 

439549; AW937885; Hs.137314; ESTs; SH2.none; 4.04 

419981; AA8975B1; Hs.128773; ESTs; ptdnase,DAG PE-Mnd,pkinase C,OPR.none; 4.04 
418836; AI655499; Hs.161712; ESTs; pkinase,ActMn_recp,PDZ^U5,death; 4.04 

408806; AW847814; Hs.75608; Homo sapiens cONA: FU21532 fis, ctane C; SH3,PDZ,GuanylateJdn,none; 4.04 
432106; N58323; Hs.26909B; ESTs, Weakly similar to RETROV1RUS-RELAT; SH3.P0Z.Guanylate_kin.none: 4.03 
426086; T94907; Hs.188572; ESTs; PHEts,CH,spectrin,Caj:hanneLB 1 none; 4.03 
418203; X54942; Hs.83758; COC28 protein kinase 2; CKS;; 4.03 

412270; AC005262; Hs.73797; guan'me nucleotide binding protein (G pn G-alpha,arf;TM=M;SS=N; 4.03 
416350; AF188625; Hs.189507; phosphdlpase A2, group HD; phoslip;TM=M;SS=Y; 4.02 
434457; AF141332; Hs.200333; apolipoprotein B48 receptor, none;TM=M;SS=N; 4.02 

414271; AK000275; Hs.75871 ; protein kinase C binding protein 1; bron^()main.PHD,PVvW^4miD;TM=M;SS=N; 4.02 

425694; U51331, Hs.159237; hexokinase 3 (white cell); hexokinase,hexokinase2;TM=M;SS=N; 4.02 

449943; AF104266; Hs.24212; ratropWIin; 7tm - 2,GPS,Gal Jectin,OLF,Latrophilin,HRM;TM-Y;SS=M; 4.01 

408938; AA059013; Hs.22607; ESTs; tn3,Yj)hosphaiase^arb_anhydrase,none; 4.01 

426839; M74782;Hs.1 72689; interleukin 3 receptor, alpha (low affin; none;TM=M;SS=M. 4.00 

422282; AF019225; Hs.1 14309; apolipoprotein L; MotA_ExbB;TM=Y;SS=M; 4.00 

410726; AI623859; Ks.15936; ESTs; pldnase,pro_isomerase.none; 4.00 

428318; BE300110; Hs.183842; ubiquittn B; lipoca)in,aWeaTi,ubiquitin,1RK;; 4.00 

440188; AK00181 2; Hs.7036; N-Acetylglucosamine kinase; ROK;TM=M;SS=N; 3.99 

429952; AF080158; Hs.226573; Inhibitor of kappa light polypeptide gen; pWnase,ubiquitin,&iteroM 3.99 
414700; H63202; Hs.38163; ESTs; 7tmJ;TM=Y;SS=M; 3.99 

432269; NMJ)02447; Hs.2942; macrophage stimulating 1 receptor (c-met pkinase,Sema.PSI.TlGM.EXTRA;TM=M;SS=M; 3.99 
456362; AW973003; Hs.179909; hypothetical protein FU22995; none;TM=M;SS=N; 3.98 
427541; AI798983; Hs.375835; solute carrier family 35 (CMP-siaKc aci; ncne,none; 3.98 
440248; AA876138; Hs.369458; ESTs; SH2,none; 358 

437400; AB01 1542; Hs.5599; EGF^keKtomain, multiple 5; TNFI^c6,larninin_EGF;TM-Y;SS=N; 3.98 
425262; D8711 9; Hs.155418; GS3955 protein; pWnase;; 3.98 

420166; AW732276; Hs,95583; transmembrane 4 superfamBy member (tetr; transmembrane4;TM=Y;SS=M; 3.98 

437151; AA745618; Hs.380121; BANP homolog, SMAR1 homotog; none,none; 3.98 

443574; U83993; Hs.32 1709; purinergic receptor P2X. ligand-gated to; P2Xjeceptor;TM=Y;SS=M; 3.97 

449027; AJ271216; Hs.22880; dipepftlylpeptidase III; Pepfidase_M49,EGF,ig,Neuregunn;TM=M;SS=N; 3.97 

41 1574; BE242842; Hs.6780; protein tyrosine kinase 9-ltke (A6-relat; LRR,LRRCT,TIR,cofilin_ADF;TM=M;SS=N; 197 

432639; AW973785; ; gb:EST385886 MAGE resequences, MAGM Homo; none, IRK; 197 

457675; AF1 19917; Hs.306574; Homo sapiens PRO3098 mRNA. complete cds; none; 3.97 

445701; AF055581; Hs.13131; lymphocyte adaptor protein; SH2,PH;TM=M;SS=N; 3.96 

437157; BE048880; Hs.17287; ESTs; IRK.none; 3.96 

453641; AA444140; Hs.90960; ESTs; Cb}_N.CbLN2.Cbl_N3,UBA 1 zf-C3HC4 1 none; 3.96 
446714; W73818; Hs.110028; ESTs; TtmJ.TtmJ; 356 

427648; AI376722; Hs.180062; proteasome (prosome, macropain) subunit,; proteasome;; 3.96 

453686; AL1 10326; Hs.304679; ESTs, Moderately similar to Z195_HUMAN Z; none,tec_n_c,ng_chan; 3.96 

457718; F18572; Hs_>2978; ESTs, WeaHy similar to ALU4 HUMAN ALU S; pWnase.pkinase; 3.95 

428727; AF078847; Hs.78452; general transcription factor IIH, polype; PH04.LIM;TM=M;SS=N; 195 

435411; AW444619; Hs.138211; ESTs; ncne.pWnase; 194 

440209; H05049; Hs.247837; neurexin 3; laminin_.G,EGF,none; 3.94 

416636; N32536; Hs.42645; solute carrier family 16 (monccarboxyDc; none.none; 194 

435272; AA906415; Hs.110041; ESTs; none,pkinase; 193 

402550; ; ; Target Exon; none,none; 193 

425233; Z17861; Hs.155218; E1^55kDa-associated protein 5; SPRY,SAP,pWnase,fnlig; 193 
410073; AW408163; Hs.58488; catenin (cadherin-associated protein), a; Stathm!n,VincuIin; 192 
453548; AL079983; Hs.1 16774; integrfn. alpha 1; none,vwa,F&GAP4ntegrfrLA; 192 
417226; AW505054; Hs.4283; ESTs; pWnase,RGS,PH,myosirLhead t Myosin tail; 192 
446755; AW451473; Hs.16134; serineAhreontne kinase 10; pWnase,TYA;TM=M;SS=N; 3.92 
452344; AI264357; Hs.55405; hypothetical protein MGC16212; SuIrate_transp,STAS;; 3.92 

418516; NMJJ0621B; Hs.85701; phosphoinositide-lkinase, catalytic, al; PI3_PI4_ldnase,PI3Ka,PI3KJ*R3r^ 3.91 

423069; W15613; Hs.1613; adenosine A2a receptor, 7tmJ;TM=Y;SS=M; 3.91 

414443; AU077268; Hs.76144; platelet-derived growth factor receptor,; lg,pkinase;TM=Y;SS=N; 191 

434392; AW983709; Hs.250824; Homo sapiens cDNA: FU23435 fis, done H; pkinase.none; 3.91 

429615; AF258627; Hs.211 562; ATP-Knding cassette. sur>family A (ABC1; ABC_tran;TM=Y;SS=M; 3.91 

414774; X02419; Hs.77274; plasminogen activator, urokinase; kringle,trypsin.planLthtonins;; 191 

442831; AI798959; Hs.1 31 686; ESTs; ABC_tran,PRrsABC tran; 3.91 

441657; BE314696; Hs J936; BAI1-associated protein 2; SH3;TM=M;SS=N; 3.91 

438698; AW297855; Hs.361 171; ESTs, Weakly similar to I38022 hypotheti; fipoxygenase.PLAT.none; 3.90 

447560; AF085214; Hs,18858; phospholipase A2. group IVC {cytosolic, ; PIA2_B;TM=M;SS*N; 3.90 

437897; AA770561; Hs.146170; hypothetical protein FU22959; zf-DHHC.none; 169 

429379; NM_014840; Hs.200598; WAA0537 gene product; pkinase,RI01;TM=M;SS=M; 189 

410179; W27723; Hs.59498; ceO division cycle 2-like 5 (cholineste; pldnase; 3.89 
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428713; AA432087; Hs.268551; ESTs. Moderately similar to CYA4 RAT ADE; pkinase;; 3.89 

456629; AW891965; Hs.357942; hlslone deacetylase 3; HSP90,HATPase c.zf-C2HZPHD,none; 3.89 

425190; AW028302; Hs.155079; protein phosphatase 2. regulatory subunr, B56;TM=M;SS=N; 3.89 

426752; X69490; Hs.172004; titin; m3.ig.pkinase,SGXXSG;TM=M;$S=N; 3.89 

417767; BE242241; Hs.82542; acytoxyacyt hydrolase (neutrophil); Upase_GDSl;TM=M;SS=M; 3.88 

414029; BE297731; Hs.75709; mannose-6-phosphate receptor (cation dep; Man-6-Pjecep;TM=M;SS=M; 3.88 

416140; AI91 8035; Hs.301 198; roundabout (axon guidance receptor, Dros; none,none; 3.88 

434224; AA380731; Hs.84; inlerteukin 2 receptor, gamma (severe co; fn3;TM=Y;SS=M; 3.88 

410011; AB020641; Hs.57856; PFTAIRE protein kinase 1; pkinase;TM=M;SS=N; 3.87 

406908; Z25437; ; gb:Ksapiens proleirvtyrosine kinase gen; none.none; 3.87 

425289; AW139342; Hs.155530; interferon, gamma-induciWe protein 16; PAAD.DAPIN.HIN;; 3.87 

441B59; AW1 94364; Hs.9877; lnterteukin-4 induced gene-1 protein (Fl; Amino oxidase.FAD binding 3,TBC;TM=M;SS=N; 3.87 

439975; AW328081; Hs.6817; inosine triphosphatase (nudeoslde triph; Hamlp like;TM=M;SS=N; 3.87 

415392; Z44067; Hs.10957; ESTs; PlP5K.rtone; 186 

416033; NMJJ12201; Hs.78979; Golgi apparatus protein 1; cys rich FGFR;TM=Y;SS=M; 3.86 
414649; AI672727; Hs.76753; endogiin (CO105 antigen) (ENG); none;TM=Y;SS=M; 3.85 
425729; L22647; Hs. 159360; prostaglandin E receptor 1 (subtype EP1); 7tmJ;TM=Y;SS=M; 3.85 
414496; W73853; Hs.355424; ESTs; pkinase, F5 F8jype_C,8dh shortnone; 3.84 
412204; AI125507; Hs.24937; ESTs; lg,rrm,none; 3.84 

434375; BE277910; Hs.3833; 3 , -phosphoadenosfne S'-phosphosuifate sy; APS_kinase^TP-sulnjrytase ( PRK,Thymidytate kin;; 3.84 

444981; AW855398; Hs.12210; hypothetical protein FU13732 simitar to; SH2;TM=M;SS=N; 3.84 

412309; M23892; Hs.73809; arachidonate 15-lipoxygenase; lipoxygenase.PLAT;; 3.84 

405545; ; ; Target Exon; ABC_tran,SRP54^BC_membrane;TM=Y;SS=M; 3.84 

407143; C14076; Hs.332329; EST; none;TM=Y;SS=M; 3.84 

420593; AA280356; Hs.187634; ESTs; B56,none; 3.84 

413420; AW410235; Hs.75348; proteasome (prosome, macropain) activato; PA28_a!pha,PA28J>eta,biopterin H;; 3.83 
448253; H25899; Hs.201591; ESTs; 7tm_2.HRM.none; 3.83 

444042; NMJJ04915; Hs.10237; ATP-binding cassette, sub-family G (WHIT; ABC tran,PRK t GBP;TM=Y;SS=N; 3.83 

430397; AI924533; Hs.105607; bicarbonate transporter retated protein ; HC03 cotransp;TM=Y;SS=N; 3.83 

423067; AA321355; Hs.285401; cotony stimulating fxtor 2 receptor, be; fn3;TM=Y;SS=M; 3.83 

458188; AW297226; Hs.137840; ESTs, Moderately similar to SIX4_HUMAN H; pkinase,WD40; 182 

426486; BE178285; Hs.170056; Homo sapiens mRNA; cDNA DKFZp586B0220 (f; pkInase,none; 3.82 

428791; AA435661; Hs.264750; ESTs; rf.C3HC4.none; 3.82 

438068; AI927209; Hs.306210; Homo sapiens cDNA: FU23133 lis, done L; NusG;; 3.82 

453370; AI470523; Hs.139336; ATP-binding cassette, sub-family C (CFTR; ABC_tran^BC_membrane;TM=Y;SS=N; 3.82 

419250; AW770185; Hs.356066; U5 snRNP-specIOc protein, 1 16 kD; 7biu1.BAH^-CXXC,DrMjnethyiase; 3.82 

410017; AW952426; Hs.1 09438; Homo sapiens done 24775 mRNA sequence; none.none; 3.82 

420679; X57152; Hs.165843; Rbrillarin; CK_II beta,RbriUarin,VVD40;TM=M;SS=N; 182 

417916; NM.006416; Hs.82921 ; solute carrier family 35 (CMP-siaiic ad; DUF6;TM=Y;SS=M; 3.81 

425923; KM.005026; Hs.162808; phosphomositide-3-kinase, catalytic, de; none.none; 3.81 

417365; D50683; Hs.82028; transforming growth factor, beta recepto; pHnase,WD40;TM=Y;SS=H; 3.64 

414521; D28124; Hs.76307; neuroblastoma, suppression of tumorigent; DAN;TM=M;SS=M; 3.52 

422398; AI476149; Hs.334489; hypothetical protein FU21992; SH2.SH3;; 3.51 

418432; M14156; Hs.85112; insulin* growth factor 1 (somatomedi; Insulin;; 3.50 

459705; BE082764; Hs.270252; ESTs, Weakly similar to androgen recepto; none,C2,WW.HECT; 3.48 

425009; X58288; Hs.154151; protein tyrosine phosphatase, receptor t m3^g,Yj)hosphatase,MAM;TM=Y;SS=M; 3.38 

415817; U88967; Hs.78867; protein tyrosine phosphatase, receptor-t m3 1 Yj)hosphatase 1 carb_anhydrase;TM=Y;SS=M; 3.37 

433336; AF017986; Hs.31386; secreted tnzzted-related protein 2 (str, Fz,NTR;; 124 

426125; X87241; Hs.166994; FAT tumor suppressor (Drosophila) homokr, EGF.C3dherin,laminln_G;TM=Y;SS=M; 3.1 1 

419721; NM_001650; Hs.315369; aquaporin 4; MiP^one; Z99 

433147; AF091434; Hs.43080; platelet derived growth factor C; PDGF.CUB;; 2.91 

417976; BE565892; Hs.83077; InterteuWn 18 ftnterferon-gamnia-indudn; none;TM=M;SS=N; 2.89 

439180; AI393742; Hs.199067; v-erb-b2 avian erythroblastic leukemia v; ftrMke,pltae,Recep_LJoma^ M24; Z59 

426158; NNL001982; rte.1 99067; v^b2 avian erytrrobfasticteukemiav; F U.domain,Pepfidase M24; 2.23 

41 1089; AA456454; Hs.355702; cell division cycle 2-like 1 (PITSLRE pr, none,none; £07 
428800; M57627; Hs.193717; Interteukm 10; 1L10; 1.10 

TABLE 40B 



Pkey: Unique Eos pro beset identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 



456034 
459702 
432222 
414991 
409745 



414936 
451876 
432639 



685586J 

539529.1 

539529J 

17B5136J 

MH1944.5 



1782849J 
2328579J 
1237887J 



AA136653 AA1 36656 AW450979 AA984356 AA809054 AW238038 AA492073 BE168945 
BG207209 BE1 66299 AJ204995 BG199355 AW969908 AA528756 AW440776 BI044354 
BG207209 BE1 66299 A1204995 BG1 99355 AW969908 AA528756 AW440776 B1044354 
D78831 C17898 D78883 

BI030997 AA921874 AW188822 BI027862 AI347618 AI361453 A1088754 AW207491 AA077391 BG01 2775 BG997382 AA286833 AA1 50722 BI007625 
BJ027664 BI009100 B1006275 BI006270 BI031000 BI029864 BI006277 BI007627 BI006266 BJ006991 BI006990 BI007763 B1007762 BG997377 
AA150780 BI033518 B1027818 BG015789 B1033807 AA341445 
C14774C17911D79033 

T63141 AI821021 BF370092BF370127BF370060 T62998 
AW973785 H60163AA557608 



TABLE 40C 



Pkey: Unique number corresponding to an Eos probes et 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. Dunham L et aL" refers to the publication entitled The DNA 

sequence of human chromosome 22.' Dunham I. et al. Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposiGon: indicates nucleotide positions of predicted exons. 
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Pkey 


Ref 


Strand 


NLposWon 


402474 


7547175 


Minus 


53526-53628.55755-55920,57530-57757 


404240 


5002624 


Minus 


116132-116407,116653-116922 


405102 


8076881 


Minus 


120922-121296 


405121 


8102330 


Minus 


35816-36004,36587-36684 


401083 


3242744 


Phis 


33192-33360 


405403 


9255305 


Minus 


151426-151680 


402550 


7652009 


Minus 


80413-80673 


405545 


1054740 


Plus 


118677-118B07,119091-119296,121626-12182 



TABLE 41* 556 GENES UP-REGULATED IN PANCREATIC TUMORS OR PANCREATITIS RELATIVE TO NORMAL TISSUES 

Table 41 A fists about 556 genes up-regulated in pancreatic tumors or pancreatitis relative to normal tissues. These genes were selected from 59660 pro besets on the Eos/Affymetrix 
Hu03 Genechlp array. 



Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigeneiO: Unigene number 



R1: 


90th percentile of pancreatic cancer/median of normal pancreas 


Pkey 


ExAccn 


UnigeneiO 


Unigene Title 


412228 


AW503785 


Hs.73792 


complement component (3d/Epstein Ban* vi 


431462 


AW583672 


Hs.256311 


granto-fike neuroendocrine peptide precu 


444995 


AJ272265 


Hs,12230 


secreted phosphoprotein 2, 24kO 


453863 


X02544 


Hs.572 


crosomucoid 1 


441031 


AI110684 


Hs.7645 


fibrinogen, B beta polypeptide 


421344 


AW631030 


Hs.1 03665 


viiiin-iike 


416018 


AW1 38239 


Hs.78977 


prcprotein convertase subtifisfn/kexin t 


438091 


AW373062 


Hs.83623 


nuclear receptor subfamily 1, group 1, m 


418868 


AU076801 


Hs.89436 


cadherin 17, U cadherin (Dver-intestin 


418969 


W33191 ■ 


Hs.28907 


hypothetical protein FU20258 


443162 


T49951 


Hs.9029 


DKFZP434G032 protein 


423096 


AA732684 


Hs.278428 


progestin induced protein 


413719 


BE439580 


Hs.75498 


small inducible cytokine subfamily A (Cy 


448243 


AW369771 


Hs.52620 


mtegrin, beta 8 


421044 


AF061871 


Hs.311736 


Human DNA sequence from done RP1-238D1 5 


407788 


BE514962 


Hs.38991 


SlOOcatctum-binding protein A2 


422867 


L32137 


Hs.1584 


cartilage digomeric matrix protein (COM 


432467 


T03667 


Hs.239388 


Human DNA sequence from clone RP1-304B14 


457059 


BE561665 


Hs.177677 


exosome component Rrp40 


451945 


BE504055 


Hs.211420 


ESTs 


453354 


W55946 


Hs^34863 


Homo sapiens cONA FU 12032 fis, done HE 


443247 


BE614387 


Hs.333893 


c-Myc target JP01 


410132 


NM.003480 


Hs.300946 


Microfibnlassodated giycoprotein-2 


416984 


K38765 


Hs.80705 


diaphorase (NADH/NADPH) {cytochrome b-5 


413835 


AI272727 


Ks.249163 


fatty add hydroxylase 


433790 


BE298215 


Ks.288968 


RAB22A, member RAS oncogene family 


414774 


X02419 


Hs.77274 


plasminogen activator, urokinase 


410639 


BE269047 


Hs.65234 


hypothetical protein FU20596 


410541 


AA065003 


Hs.64179 


syntenln-2 protein 


427722 


AK000123 


Hs.180479 


hypothetical protein FU 20116 


429612 


AF062649 


Hs.252587 


pituitary tumor-transforming 1 


407604 


AW191962 


Hs.249239 


collagen, typoVlii, alpha 2 


431193 


AW749505 


Hs.296770 


KJAA1719 protein 


442080 


AW444761 


Hs.44565 


ESTs 


427670 


BE612888 


Hs.180224 


myosin regulatory light chain 


446921 


AB012113 


Ks.16530 


small indudble cytokine subfamily A (Cy 


419551 


AW582256 


Hs.91011 


anterior gradient 2 (Xenepus laevfs) horn 


441633 


AW958544 


Hs.1 12242 


normal mucosa of esophagus specific 1 


407792 


AI077715 


Hs.39384 


putative secreted Qgand homologous to f 


419216 


AU076718 


Hs.164021 


small Indudble cytokine subfamily B (Cy 


416913 


AW934714 




gb:RC1-DT0001-03129W)11-a11 OT0001 Homo 


416384 


AW149266 


Hs.25130 


Homo sapiens cDNA FU 14923 fis, done PL 


452355 


N54926 


Hs.29202 


G protein-coupled receptor 34 


419481 


AI879195 


Hs.90606 


15 kDa selenoprotein 


407230 


AA157857 


Hs.1 82265 


keratin 19 


418526 


BE019020 


Hs.85838 


solute carrier family 16 (rronccarboxylic 


427585 


031152 


Hs.179729 


collagen, type X, alpha 1 (Schmid melaph 


411498 


NMJJ14210 


Hs.70499 


ecotropic viral integration site 2A 


445517 


AF208855 


Hs.12830 


hypothetical protein 


446619 


AU076643 


Hs.313 


secreted phosphoprotein 1 (osteopontin, 


428385 


AF112213 


Hs.184062 


putative RabS-interacting protein 


448663 


BE614599 


Hs.106823 


hypothetical protein MGC14797 


406867 


AA157857 


Hs.182265 


keratin 19 


417426 


NMJJ02291 


Hs.82124 


teminin, beta 1 



IB 

7.25 

I. 64 
3.58 
114.18 
922.40 
Z19 
61.10 
607.40 
226.20 
4.97 
38.01 
189.60 

II. 06 

116.90 
2152 

8.74 

3.11 

307.70 

33.60 

7.31 

133.70 

349.10 

330.00 

3.78 

3.53 

73.90 

3.39 

1.72 

10.29 

6.79 

4.62 

366.30 

6.99 

118.00 

2.73 

647.30 

738.90 

68.43 

3.03 

7.73 

227.30 

115.60 

19220 

119.90 

12.11 

6.63 

591 10 

120.40 

117.40 

4.25 

312 

135.20 

11.32 

406.20 
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10 

15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



406366 


AF026692 


Hs.105700 


401201 


W)CAT) 




420767 


AF072711 


Hs.99918 


405556 


Y09306 


Hs.30148 


442776 


AW959498 


Hs.8709 


405555 


Y09306 


Hs.30148 


403207 


#(N0CAT) 




427858 


NM 001971 


Hs.21 


426004 


AW600300 


Hs.124123 


401541 


NA 




429793 


AI41763B 


Hs. 11 4648 


423068 


M25629 


Hs.123107 


433110 


D56494 


Hs.3191 


425988 


BE045897 


Hs,274454 


416768 


AA363733 


Hs.1032 


412470 


M93283 


Hs.73923 


431969 


AA366217 


Hs.2879 


419219 


AW583139 


Hs.89717 


412686 


AW583062 


Hs.74502 


427811 


M81057 


Hs. 180884 


420937 


AW966719 


Hs.1340 


418068 


AW971155 


Hs.293902 


410839 


NM_006849 


Hs.66581 


437986 


AA774575 


Hs.1 21776 


415934 


NM_000928 


Hs.992 


427965 


D00306 


Hs.181289 


406399 


#{NOCAT) 




426230 


AA367019 


Hs.241395 


414061 


NMJJ00699 


Hs.300280 


421243 


AW873803 


Hs.1 02876 


419263 


AW583874 


Hs.89832 


424208 


AW583123 


Hs.143113 


409983 


NM.000492 


Hs.663 


436217 


T53925 


Hs.107 


435975 


AL118990 


Hs.41997 


431330 


X69532 


Hs.2777 


414463 


T69078 


HsJ6177 


415003 


M11437 


Hs.77741 


422281 


M36603 


Hs.1504 


414910 


X12662 


Hs.289057 


417296 


L36196 


Hs.81884 


400836 


#{NOCAT) 




452983 


L32140 


Hs.531 


419768 


T72104 


Hs.93194 


413841 


M34276 


Hs.75576 


400560 


#{NOCAT) 




419502 


AU076704 


Hs.90765 


425746 


NM 001701 


Hs.1 59440 


426205 


D63521 


Hs.1 67877 


414590 


NM.000506 


Hs.76530 


443614 


AV655386 


Hs.7645 


429023 


NM_000312 


Hs.2351 


428311 


NVL005651 


Hs.183671 


425260 


L47726 


Hs.1870 


443316 


AI478463 


Hs.18443 


413318 


AU076607 


Hs.75285 


413829 


N^.001872 


Hs.75572 


421126 


M74587 


Hs.102122 


407731 


NMJJ00Q66 


Hs.38069 


413585 


AI133452 


Hs.75431 


452624 


AU076606 


Hs.30054 


416402 


NM.000715 


Hs.1012 


425573 


AB006423 


Hs.158308 


421905 


A1660247 


Hs.32699 


406672 


M26041 


Hs.198253 


431369 


BE184455 


Hs^51754 


421712 


AK000140 


Hs.107139 


417233 


W25005 


Hs^4395 


442896 


R37725 


Hs.261108 


410566 


AA373210 


Hs.43047 


426486 


AW583497 


Hs.164604 


457489 


AI693815 


Hs.127179 


404866 


NA 




432874 


W94322 


Hs.279651 


445891 


AW391342 


Hs.199460 


404682 


NA 




429547 


AW009166 


Hs.99376 


441085 


AW136551 


Hs.181245 


422397 


AJ223366 


Hs.116051 


446868 


AV660737 


Hs.135100 


404287 


NA 




443267 


AW450630 


Hs.133851 


451635 


AA018899 


Hs.127179 



secreted frizzled related protein 4 


0.62 


Target Exon 


0.75 


carboxyl ester lipase (bile salt-stlmula 


0.63 


homeodomaijvinlef acting protein kinase 3 


0.75 


chymotrypsrn C (caldecrin) 


0.67 


IwmeodomairHnteracting protein kinase 3 


0.83 


C2000960:gi|131432|sp|P23132lUTH_BOVlN 


0.80 


elastase 1, pancreatic 


0.98 


ESTs, Moderately similar to SYNL RAT SYN 


0.88 


Target Exon 


0.91 


estrogen regulated gene 1 


0.85 


kalGkreln 1, renal/pancreas/salivary 


0.61 


rat regenerating islet-derived-like, hum 


0.72 


ESTs, Weakly similar to 138022 hypothefi 


0.95 


regenerating islet-derived 1 alpha (pane 


0.87 


pancreatic lipase-related protein 1 


0.89 


carboxypeptidase A1 (pancreatic) 


n Q7 


carboxypeptidase A2 (pancreatic) 


v.iJO 


chyme-try psiriogen B1 


U.3D 


carboxypeptidase B1 (tissue) 


1 rt7 


colipase, pancreatic 




ESTs Weaklv similar to 1SHU<& nmtain d 


1 no 

l.UZ 


protein disulfide isomerase 


I.UU 


testis expressed sequence 1 1 


1 no 


phospholipase A2, group IB (pancreas) 


1.06 


elastase 3, pancreatic (protease E) 


1.22 


NM_003122\Homo sapiens serine protease 


1.08 


protease, serine, 1 (trypsin 1) 


1.11 


amylase, alpha 2A; pancreatic 


1.22 


pancreatic lipase 


1.13 


insulin 


1.12 


pancreatic lipase-related protein 2 


1.13 


cystic fibrosis transmembrane conductanc 


1.32 


fibrinogen-fike 1 


1.72 


alpha-1-B glycoprotein 


1.60 


inter-alpha (globulin) inhibitor, HI pol 


2.02 


alpha-1-mtfroglobulin/bikunin precursor 


1.82 


kininogen 


3.83 


hemopexin 


2.14 


arginase, liver 


97,90 


sulfotransferase family, cytosoCc 2A, 


236.70 


Target Exon 


2.47 


afamin 


117.10 


apolipopfotein A*l 


4.87 


plasminogen 


374 00 


NM_030878*:Homo sapiens cytochrome P450, 


AAA 


fibrinogen, A alpha polypeptide 


ZOO.ChJ 


bile acid Coenzyme A: amino acid N-acytt 


77.80 


leukocyte cell-derived chemotaxin 2 


irq fin 


coagulafjon factor 11 (thrombin) 


J.DU 


fibrinogen, B beta polypeptide 


400.40 


protein C (inactivate* of coagulation fa 


A 70 


trvotoohan 2.3-djoxvaenasp 


c oft 


phenylalanine hydroxylase 


7? 7ft 


aldehyde dehvdroaenase B family member 


1RO on 


inter-alpha (globulin) inhibitor, H2 pol 


nn 

ooo.uu 


carboxypeptidase B2 (plasma) 


17? Af\ 
l/O.W 


insulin-fiko growth factor binding prote 


565 30 


complement component 8, beta polypeptide 


86 20 


fibrinogen, gamma polypeptide 


477.20 


coagulation factor V (proaccelerin, labi 


201 50 


complement component 4-bindlng protein, 


426.10 


serine (or cysteine) proteinase inhiblto 


1.10 


ESTs, Weakly similar to UV-1 protein [H 


0.62 


major hrstocorrrpatibity complex, crass 


4^02 


secretory leukocyte protease inhibitor ( 


5.34 


hypothetical protein 


5.62 


small inducible cytokine subfamily B (Cy 


8.85 


ESTs 


157.70 


Homo sapiens cDNA FU 13585 fis, done PL 


137.70 


pancreatic polypeptide 


4.XS 


cryptic gene 


3.23 


ENSP00000251112*:SodiurWr^tassiur^lransp 


2.B4 


melanoma Inhibitory activity 


248 


ESTs 


70.38 


C900118^|12738842|ref|NP_073725.1| p 
ESTs 

Homo sapiens cDNA FU 12532 fis, done NT 


1.38 


6.85 
5.21 


Homo sapiens cDNA: FU22495 fis, clone H 


1.74 


ESTs 


102.10 


C6001909:giI704441ldbj|BAA18909.1| (D298 


242.70 


ESTs 


98.90 


cryptic gene 


Z16 
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417801 AA417383 Hs.82582 integrhi, bela-!ike 1 (wilh EGF-lflre rep 131.70 

414142 AW368397 Hs.150O42 Homo sapiens cDNA FU 14438 fis, clone HE 128.70 

425921 NM.007231 Hs.1 62211 solute carrier family 6 (neurotransmilte 92.90 

410309 BE043077 Hs.278153 ESTs 10a80 

5 425842 AI587490 Hs.1 59623 NK-2 (DrosopWIa) homolog B 170.10 

431938 M938471 Hs.54431 specific granule protein (28 kDa); cyste 75.70 

449592 AI655494 Hs.19571B ESTs 4.58 

414259 W44633 Hs.301296 Homo sapiens cDNA: FU23131 fis, done L 188.50 

406685 M18728 gb;Human nonspecific crossreacting anlig 1123.60 

10 411573 AB029000 Hs.70B23 KIAA1 077 protein 995.60 

429201 X03178 Hs.1 98246 group-specific component (vitamin D bind 11.32 

418318 U47732 Hs.84072 transmembrane 4 superfamfly member 3 8.38 

428698 AA852773 Hs.334838 WAA1 866 protein 66Z00 

444754 T83911 Hs.1 1881 transmembrane 4 superfamlly member 4 4.00 

15 432596 AJ224741 Hs.278461 matrirm3 283.50 

42B824 W23624 Hs.173059 ESTs 4.55 

444006 BE395085 Hs.1 0086 type I transmembrane protein Fn1 4 3.01 

424971 AA479005 Hs.1 54036 tumor suppressing subtransferaWe candid 4.21 

418394 AF132818 Hs.84728 KruppeWite factor 5 (Mesfinal) 4.80 

20 448844 AI581519 Hs.177164 ESTs 36Z80 

420908 AL049974 Hs.1 00261 Homo sapiens mRNA; cDNA DKF2p564B222 (fr 133.90 

423685 BE350494 Hs.49753 uveal autoanli gen with coiled coil doma 128.20 

428392 H10233 Hs.2265 secretory granule, neuroendocrine protei 13.83 

429597 NM-003816 Hs.2442 a dlstntagrin and metalloproteinase doma 316.00 

25 452571 W31518 Hs34665 ESTs 245.50 

443646 AI085198 Hs.164226 ESTs 189.40 

436032 AA150797 Hs.109276 latexin protein 291.10 

44B030 N30714 Hs.325960 membrane-spanning 4-domains, subfamily A 252.20 

422109 S73265 Hs.1473 gastrin-releasing peptide 278.20 

30 430407 H23551 Hs.30974 ESTs 6.20 

419235 AW470411 Hs.288433 neurotrimin 423.50 

449048 Z45051 Hs.22920 similar to S68401 (cattle) glucose indue 4.01 

444301 AK000136 Hs.10760 asporin (LRR class 1) 499.90 

427333 AF067797 Hs.176658 aquaporinB 1.05 

35 417931 W95642 Hs.82951 trefofl factor 3 (intesUnal) 4.33 

407777 AA161071 Hs.71465 squalene epoxidase 3.64 

435652 N32388 Hs.334370 uncharacterized hypothalamus protein HBE 1.47 

421341 AJ243212 Hs.279611 deleted In malignant brain tumors 1 3.98 

453935 A1633770 Hs.42572 ESTs 2.08 

40 431629 AUO77025 Hs.265827 Interferon, alphannducibte protein (do 3.84 

439737 AI751438 Hs.41271 Homo sapiens mRNA full length insert cDN 14.21 

426227 U67058 Hs.168102 Human proteinase activated receptor-2mR 315.70 

413554 AA319146 Hs.75426 secretogranin II (coromogranln C) 8.53 

412104 AW205197 Hs.240951 Homo sapiens, Simflar to RiKEN cDNA 2210 &13 

45 410310 J02931 Hs.62192 coagulaJion factor 111 (thromboplastin, 9.33 

440484 BE328156 Hs.150356 ESTs 1.03 

447395 AI418412 Hs.184793 Homo sapiens cDNA: FU21 880 fis, done H 1.09 

440099 AU080058 Hs.6909 DKFZP564G202 protein 14.74 

434665 AA642125 gb:nr60cOU1 NC1_CGAP_Lym3 Homo sapiens 0.98 

50 452194 AI694413 Hs.332649 olfactory receptor, family 2, subfamily 2.23 

408915 NM 016651 Hs.48950 heptaceflularcarcnoma novel gene-3 pro 329.40 

424411 NML005209 Hs.146549 crystaHIn,betaA2 1.71 

426575 M74826 Hs.170808 glutamate decarboxylase 2 (pancreafic is 2.69 

445417 AK001058 Hs.1 2680 Homo sapiens cDNA FU 10196 fis, clone HE 1.70 

55 426322 JO5058 Hs^012 transcobalamin I (vitamin B12 binding pr 3.19 

429010 Y18198 Hs.1 94725 one cut domain, family member 2 1.96 

414420 AA043424 Hs.76095 Immediate early response 3 2.54 

422565 BE259035 Hs.1 18400 singed (DrosophflaHike (sea urchin fas 3.30 

414004 AA737033 Hs.7155 ESTs, Moderately similar to 21 15357A TYK 312.80 

60 441350 AB020690 Hs.7782 paraneoplastic antigen MA2 177.80 

406173 #(NOCAT) ENSP00000250148*:Growlh hormone variant 1.46 

403776 #(NOCAT) ENSP00000226542*:Small Inducible cytokin 121.80 

403574 NA Target Exon 16.12 

428832 AA578229 Hs.324239 ESTs, Moderately simHar to ZN91_HUMAN Z 3.94 

65 458449 H04482 Hs.29019 ESTs 71.60 

409958 NM_001523 Hs.57697 rryahironan synthase 1 1.77 

437100 AI761073 Hs.14535 Homo sapiens cDNA: FU22314 fis, clone H 3.13 

451 181 AI796330 Hs.207461 ESTs 68.00 

440508 BE267911 Hs.196970 ESTs 38.00 

70 429636 AA455692 Hs.163232 ESTs 30.70 

419570 W6873B gb2d37g06.s1 Soares_fetal_hearLNbHH19W 1.02 

431779 AW971178 Hs.268571 apdipoprotein Ol 3.36 

431723 AW058350 Hs.16762 Homo sapiens mRNA; cDNA DKFZp564B2062 (f 10.20 

428330 L22524 Hs.2256 matrix metalloproteinase 7 (MMP7;uterin 3.94 

75 423961 D13666 Hs.136348 osteoblast specific factor 2 (fasddin 1171.10 

414359 M62194 Hs.75929 cadherin 1 1, type 2, OB^adherin (osteob 809.50 

440482 AA885658 Hs.50873 ESTs 9.95 

414602 AW630088 Hs.76550 Homo sapiens mRNA; cDNA DKFZp564B1 264 (f 30.70 

423401 NMJW1992 Hs.128087 coagulation factor II (thrombin) recepto 82.90 

80 452239 AW379378 Hs.170121 protein tyrosine phosphatase, receptor i 26.01 

433364 A1075407 Hs.296083 ESTs, Moderately similar to 154374 gene 5.38 

409335 NMJJ01502 Hs.53985 glycoprotein 2 (zymogen granule membrane 0.54 

420876 AA918425 Hs.177744 ESTs 0.89 
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430154 AW583058 Hs.234726 serine (or cysteine) proteinase Inhibito 0.94 

401732 #(NOCAT) NM_001 176*:Homo sapiens Rho GOP dissccia 1.13 

404142 NA Target Exon 1.33 

424165 AW5B2904 Hs.142255 islet amyloid polypeptide 2.95 

5 413880 AI660842 Hs.1 10915 interteukin 22 receptor 1.34 

407007 U22961 gb:HumanmRr^ctonewithsimilarirytoL 1.57 

426300 U15979 Hs.169228 delta-like homolog (Drosophila) 1.48 

432855 AF017988 Hs.279565 secreted frizzled-related protein 5 1.28 

424503 NM 002205 Hs.149609 integrin, alpha 5 (fibronectin receptor, 1.31 

10 445730 AI624342 Hs.170042 ESTs 2.14 

408666 V00495 Hs.184411 albumin 2.95 

435849 BE305242 Hs.16098 claudin2 1.96 

426784 U03749 Hs.172216 chromogranin A (parathyroid secretory pr Z49 

430272 X04898 Hs.237658 apolipoprotein A-ll 129 

15 412374 X01388 Hs.73849 apolipoprotein C-lll 2.42 

419276 BE165909 Hs.306881 MSTP043 protein 83.40 

415448 T68645 Hs.952 solute carrier family 10 (sodium/bile ac 152 

423541 AA296922 Hs.129778 gastrorntestinal peptide 3.16 

428355 BE256452 Hs.2257 vitronectin (serum spreading factor, som 6.24 

20 425551 AA359252 Hs.126485 hypothetical protein FU 12604; KIAA1 692 14.67 

455630 AV655701 Hs.75183 cytochrome P450, subfamily HE (ethanol- 4.30 

428786 Y16577 Hs.2314 mannose-blnding lectin (protein C) 2, so 92.10 

420726 K02402 Hs.1 330 coagulation factor IX (ptasma thrombopla 203.30 

451253 H48299 Hs.26126 daudinIO 1.37 

25 420923 AF097021 Hs.273321 differentially expressed in hematopoietl 3.38 

413881 L001 SO Hs.75599 serine (or cysteine) proteinase inhlbito 7.04 

431930 AB035301 Hs.272211 cadherin 7, type 2 5.84 

421379 Y15221 Hs.103982 small inducible cytokine subfamily B (Cy 2.65 

419354 M62839 Hs.1252 apolipoprotein H (beta-2-glycoprotein I) 9.28 

30 422237 M13149 Hs.1498 histidine-rich glycoprotein 34.26 

437145 AF007216 Hs.5462 solute carrier family 4, sodium bicarbon 1.92 

414386 X00442 Hs.75990 haptoglobin 8.32 

425247 NNL005940 Hs.1 55324 matrix metalloprateinase 11 (MMP11;stro 1.74 

452689 F33868 Hs.284176 transferrin 6.51 

35 436624 T64297 Hs.5241 fatty acid binding protein 1, fiver 35.08 

409187 AF154830 Hs.50966 carbamoyl-phosphate synthetase 1, mitoch 170.30 

428874 YV32133 Hs.1 94366 trajistrryretin (prealbumin, amyloidosis t 2.34 

405849 #{NOCAT) Target Exon 103.10 

405281 #{NOCAT) NM_002864:Homo sapiens pregnancy-zone pr 31.20 

40 419078 M93119 Hs.89584 tosuRnoma-associated 1 6.28 

422095 AI868872 Hs.282804 hypothetical protein FU22704 2.89 

425834 NML001639 Hs.1957 amyloid P component serum 3.80 

452304 AA025386 Hs.61311 ESTs. Weakfy similar to S1 0590 cysteine 1.82 

407244 M10014 Hs.75431 fibrinogen, gamma polypeptide 13.15 

45 450400 A1694722 Hs.279744 ESTs 5.22 

413916 N49813 Hs.75615 apofipoprotBln OH 8.60 

444632 A1184027 Hs.146986 ESTs, WeaWy similar to FATHJHJMAN CADHE 71.30 

415906 AI751357 Hs.288741 Homo sapiens cDNA: FU22256 lis, done H 1.70 

410197 NMJHJ5518 Hs.59889 34iydroxy-3^thylglularYl-Coen2yme A sy 4.65 

50 417366 BE185289 Hs.1076 small proline-rich protein 1B(comifin) 101 

436961 AW375974 Hs.156704 ESTs 164.60 

446319 AW207590 Hs.160711 ESTs 1.88 

427899 AA829286 Hs.332053 serum amyloid A1 6.98 

419092 J05581 Hs.89603 mucin 1, transmembrane 2.12 

55 421515 Y11339 Hs.105352 GalNAc atpha-2, 6-siaryttransferase I, I 132^0 

452340 NVL002202 Hs.505 ISL1 transcription factor, U^cmeodoma 6.23 

406319 NA OT00780:gI|6679197|reflNP^032800.1|pol 5150 

404286 NA C6001909:gI|704441|dbi|BAA18909.1|(D298 1.75 

419183 U60669 Hs.B9663 cytochrome P450, subfamily XXIV (vitamin 52.90 

60 406293 NA Target Exon 68.30 

431912 AI660552 Hs.154903 ESTs, WeaWy similar to A56154 Abl subst 102.43 

409327 L41162 Hs.53563 collagen, type IX, alpha 3 206.30 

425200 BE255203 Hs.155101 ATP synthase, H transporting, mitochondr 5.76 

418738 AW3B8633 Hs.6682 white carrier family 7, (cafionfc amino 200.10 

65 416661 AA634543 Hs.79440 IGF-II mRNA-bindrng protein 3 97.70 

434699 AA6436B7 Hs.149425 Homo sapiens cDNA FU119B0 fis, done HE 3.96 

429921 AA526911 Hs.82772 collagen, type XI. alpha 1 30.00 

428758 AA433988 Hs.98502 hypothetical protein FU 14303 4.66 

446998 N99013 Hs.16762 Homo sapiens mRNA; cDNA DKFZp56482062 (f 193.80 

70 418478 U38945 Hs.1 174 cycfin-dependentldnaseHihibitor2A(me 3.05 

420001 J05064 Hs.1 282 complement component 6 159.00 

449038 AL133084 Hs.22908 Homo sapiens mRNA; cDNA DKFZp434J1027 (f 39.10 

423184 NM.004428 Hs.1624 ephrin-A1 2.39 

428505 AL035461 Hs.2281 chromogranin B (secretogranin 1) 327.90 

75 444783 AK001468 Hs.62180 aniHin (Drosophila Scraps fwrnolog), act 90.50 

445593 AW203963 Hs.150896 ESTs , 49.20 

450701 H39960 Hs.288467 Homo sapiens cDNA FU 12280 fis, done MA 3.12 

424420 BE614743 Hs.146688 prostaglandin E synthase 1.93 

ort 408660 AA525775 Hs.292523 ESTs, Moderately similar to PC4259 ferri 39.90 

80 417940 R28205 Hs.24230 ESTs 57.20 

434206 AW136973 Hs.288516 ESTs, Weakly similar to S69890 mitogen i 2.51 

439920 H05430 Hs.288433 neurotrimln 1.91 

432542 AW083920 Hs.16098 daudin2 3.47 
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410418 

415989 

414987 

400024 

418067 

424587 

405909 

44B811 

430044 

406690 

418245 

423733 

450154 

422487 

424902 

422330 

436749 

423634 

430691 

401682 

422440 

431441 

442560 

414812 

425211 

421430 

419693 

409420 

448437 

406671 



Hs.63325 
Hs.317584 
Hs.294022 

Hs.83393 
Hs.151738 

Hs.1 74759 
Hs.152812 
Hs.220529 
HS.B3883 

Hs.281587 
Hs.198267 
NM 003866 Hs.153687 
D30783 Hs.1 15263 



D31382 

A1267700 

AA524394 

AI127958 

J05070 

KA 

AI590371 

AA464510 

M29540 

AA088767 

AA330281 

R15891 

AJ010901 



AA584890 
AW959908 
C14187 
NA 

NM_004812 Hs.1 16724 

U81961 Hs.2794 



Hs.5302 
Hs.1690 
Hs.103538 



AA365042 

X72755 

M18667 

AW207555 

AA133749 

Z15008 

AW470125 

AA129547 



411558 AA102670 



Hs.228598 

Hs.77367 

Hs.1867 

Hs.97093 

Hs.301350 

Hs.54451 

Hs.285754 
Hs.70725 



428227 
438746 
456032 
43180B 
423472 
439759 
442295 



NMJJ03401 Hs.150930 
AA321649 Hs.2248 



437157 

404285 

424036 

422026 

428664 

437935 

423575 

422956 

406722 

413278 

439750 

434377 

425428 

421298 

422424 

421582 

401480 

409269 

409757 

449722 

452240 

415165 

423673 

428450 

409041 

453331 



Hs.184727 
Hs.301711 
Hs.270833 
Hs.129057 
Hs.67709 
Hs.224398 
Hs.194657 
Hs.120655 

Hs.28777 
Hs.110826 
Hs.189095 
Hs.5940 
Hs.163443 
Hs.122579 
Hs.293441 
Hs.833 
Hs.57664 
Hs.306593 
Hs.157211 
Hs.13012 
Hs.296638 
Ks.1406 

Hs 22972 

NMJJ01898 Hs*123114 

BE280074 Hs.23960 

A1591147 Hs.61232 

AW887604 Hs.78065 

BE0O3054 Hs.1695 

NM.014791 Hs.184339 

AB033025 Hs.50081 



AI885815 

AW957446 

M30703 

AF041260 

AL359055 

A1827248 

BE409838 

BE048860 

NA 

AA7706B8 

U80736 

AK001666 

AW939591 

C18863 

BE545072 

H27498 

BE563085 

AL359053 

AW137148 

AL110261 

AW172431 

A1186431 

AI910275 

NA 

AA576953 



453160 
444015 
421308 
448045 
422426 
450737 
429504 
456553 
413281 
417866 
431630 
400298 
431753 
428651 
424905 
433132 



AI240665 

XC6256 

AI263307 

AI472865 

AA687322 

AJ297436 

W79117 

AW007152 

X99133 

AA721325 

AA861271 



Hs.8895 

Ks.149609 

Hs.239884 

Hs.135534 

Hs.192843 

Hs.20166 

Hs.58559 

Hs.203330 

Hs.204238 

Hs.189058 

Hs.222024 



AW067903 Hs.82772 

NM_002204 Hs.265829 

AA032279 Hs.61635 

X76029 Hs.2841 

AF196478 Hs.188401 

NIYLQ02497 Hs.153704 

AB026264 Hs.284245 



transmembrane protease, serine 4 
ESTs 

hypothetical protein FU 14950 
AFFX control - HUMRGE/M10098_5 
cystatin E/M 

matrix metalioproteinase 9 (gelatinase B 

Target Exon 

ESTs 

ESTs 

carcinoembryonic antigen-related cell ad 

transmembrane, prostate androgen Induced 

gb:EST33985 Embryo, 12 week II Homo sapi 

Human (clone CTG-A4) mRNA sequence 

mucin 4, tracheobronchial 

inositol polyphosphate-4-phosphatase, ty 

epiregulin 

lectin, galactoside-binding, soluble, 4 
heparin-binding growth factor binding pr 
ESTs 

Target Exon 

aWo-keto reductase family 1, member B10 
sodium channel nonvoitage-gated 1 alpha 
ESTs. Weakly similar to 2004399A chromos 
monokine Induced by gamma interferon 
progastricsin (pepsinogen C) 
Homo sapiens cDNA: FU23004 fis, done L 
FXYD domain-containing ion transport reg 
laminin, gamma 2 (nicein (100kD), kalini 
gb:xw60c04.x1 NC1_CGAP_Pan1 Homo sapiens 
met proto-oncogene (hepatocyte growth fa 
gamma-aminobutyric acid (GABA) A recepto 
X-ray repair complementing defective rep 
small inducible cytokine subfemay B (CX 
ESTs 
ESTs 

amphiregufin (schv/annorna-derived growth 
breast carcinoma amplified sequence 1 
Homo sapiens mRNA fuR length Insert cDN 
Homo sapiens cDNA FtJ 1 1 469 fis, clone HE 
cadherin 1, type 1, E-cadherin (epitheii 
ESTs 

C8001 909:gil704441 IdbRBAAl 8909.1J (D298 

H2A histone family, member L 

trinucleotide repeat containing 9 

similar to SALL1 (sal (DrosophilaHikB 

mucin 13, epithelial transmembrane 

Homo sapiens cDNA FU 1 1 576 fis, clone HE 

hypothetical protein FU 10461 

Homo sapiens SNC73 protein (SNC73) mRNA, 

hterreron-sfimulated protein, 15 kOa 

Homo sapiens mRNA full length insert cDN 

Homo sapiens cDNA FU 11382 fis, done HE 

DKFZP586B0621 protein 

ESTs 

prostate differentiation factor 
trefoil factor 1{pS2) 
Target Exon 

hypothetical protein FU 13352 

cystatin SN 

cydinBI 

ESTs 

complement component 7 

matrix metalioproteinase 12 (macrophage 

WAA0175 gene produd 

KIAA1 199 protein 

ESTs 

integrin, alpha 5 (fibronectin receptor, 
H2B histone family, member L 
ESTs 

leucine zipper protein FKSG14 
prostate stem ceil antigen 
ESTs 
ESTs 

tlpocailn 2 (oncogene 24p3) 

ESTs, Highly similar to Similar to a C.e 

transcription factor BMAL2 

collagen, type XI, alpha 1 

integrin. alpha 3 (antigen CD49C. alpha 

six transmembrane epithelial antigen of 

neuromedin U 

annexin A10 

NIMA (never in mitosis gene appelated k 
hypothetical protein IMPACT 
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3.82 

182.50 

2.84 

4.82 

4.19 

2.92 

71.80 

6.74 

14.91 

757.80 

1,65 

104.70 

143.00 

311.80 

63.00 

141.70 

Z59 

181.90 

95.80 

6.17 

318.60 

Z51 

3.90 

434.60 

6.58 

35.10 

2.45 

8.56 

79.80 

147.30 

30.07 

55.10 

405.20 

3.57 

136.80 

36.10 

9.93 

146.40 

20.60 

1.58 

91.80 

123.80 

5.26 

130.40 

48.B0 

3.15 

253.20 

80.00 

3.05 

1.66 

23.02 

78.10 

1.74 

133.10 

2.65 

5.17 

73.70 

137.70 

9.36 

162J0 

151.90 

185 

290.30 

6.89 

334.10 

12.85 

12.42 

156.40 

14.60 

8720 

526.20 

58.30 

281.00 

31.25 

78.00 

21Z10 

3.40 

3.48 

281.50 

60.50 

50830 

85.80 
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435039 


AW043921 


Hs.130526 


447033 


AI357412 


Hs.157601 


433578 


BE336886 


Hs.3416 


422511 


AU076442 


Hs.1 17938 


411274 


NMJW2776 


Hs.69423 


452705 


H49805 


Hs.246005 


428479 


Y00272 


Hs.184572 


425397 


J04O88 


Hs.156346 


422562 


AI962060 


Hs.1 18397 


428579 


NM_005756 


Hs.184942 


428242 


H55709 


Hs.2250 


440868 


R79707 


Hs.263339 


421493 


BE300341 


Hs.104925 


410199 


AW377424 


Hs.205126 


428320 


W47595 


Hs.169300 


419290 


AI12B114 


Hs.1 12885 


459309 


AAO4062O 


Hs.5672 


415138 


C18356 


Hs.295944 


422553 


AI697720 


Hs.171455 


432375 


BE536069 


Hs.2962 


400534 


#(N0CAT) 




428970 


BE276891 


Hs.194891 


423739 


AA398155 


Hs.97600 


450375 


M009647 


Hs.8850 


423554 


M90516 


Hs.1674 


407001 


U12471 


Hs.247954 


419261 


X07876 


Hs.89791 


419948 


AB041035 


Hs.93847 


428471 


X57348 


Hs.184510 


427051 


BE178110 


Hs.173374 


425234 


AW152225 


Hs.165909 


419842 


AA765489 


Hs.104350 


418007 


M13509 


Hs.83169 


444207 


AI565004 


Hs.79572 


442432 


BE093589 


Hs.38178 


413753 


U17760 


Hs75517 


441384 


AA447849 


Hs.288660 


418327 


U70370 


Hs.84136 


452401 


NM_007115 


Hs.29352 


438199 


AW016531 


Hs.122147 


422420 


U03398 


Hs.1524 



431183 
417389 

421937 AI878857 



427961 
422043 
426711 



AW293165 
AL133649 
AA383471 



450983 AA305384 

410268 AA316181 

433001 AF217513 

424086 AI351010 



432731 
416209 
414085 
417308 
438146 
424800 
416143 
408380 
412140 
422963 



409632 
406837 



NW_006855 Hs.250696 
BE260964 Hs.82045 
Hs.109706 
Hs.143134 
Hs.1 10953 
Hs.180669 
Hs.25740 
Hs.61635 
HSJ279905 
Hs.102267 
Hs.287820 
HS.7907B 
Hs.75746 
Hs.81892 
Hs.57548 
Hs.153203 
Hs.79033 
Hs.44532 
Hs.73625 
Hs.13234 
Hs.727 
Hs.38260 
Hs.153684 
Hs.1355 
Hs.72157 
Hs.104800 
Hs,55279 
Hs.156110 
Hs.169902 
Hs.1378 



R31178 

AA236776 

AA114016 

H60720 

Z36842 

AL035588 

AI955650 

AF123050 

AA219691 

M79141 



409956 AW103364 

407756 AA116021 

424897 D83216 

421110 AJ250717 

411789 AF245505 

421485 AA243499 



W74001 
R70292 



426440 BE382756 
421470 R27496 



407242 M18728 
432101 A1918950 
406687 M31126 
429170 NMJJ01394 Hs.2359 
408308 AL033377 Hs.44197 
435202 AI971313 
407216 N91773 
AA446644 
AW072003 
AW190902 
420899 NM_001629 Hs.100194 
441020 W79283 Hs.35962 



409231 
407881 
407811 



Hs.123642 
Hs.272620 



Hs.170204 

Hs.102267 

Hs.692 

Hs.40968 

Hs.40098 



ESTs 64.00 

ESTs 123.20 

adipose differentiation-related protein 9.22 

collagen, type XVII. alpha 1 525.70 

kalBkrein 10 (KLK10) (PRSSL1) (nes1) 44.36 

ESTs 120.10 

cell division cycle 2, G1 to S and G2 to 92.30 

topoisomerase (DNA) ll alpha (170kD) 29.37 

AE-binding protein 1 3.84 

G protein-coupled receptor 64 27.80 

leukemia inhibitory factor (cholinergic 4.09 

ESTs, Moderately similar to I38022 hypot 76.30 

ectodermai-neurai cortex (with BTB-like 2.37 

Homo sapiens cDNA: FU22667 fis, clone H 3.44 

transforming growth factor, beta 2 138.10 

spinal cord-derived growth factor-B 3.45 

hypothetical protein AF140225 127.80 

tissue factor pathway Inhibitor 2 361 .20 

ESTs, Weakly similar to T31613 hypotheli 136.60 

S100 calcium-binding protein P 6.87 

C22000015:gi|12741327jreflXP_00883l2| z 89.00 

retinolc acid induced 3 4.78 

ESTs 135.60 

a disintegrin and metalloprotelnase doma 148.50 

glutamlne-fnictose-6-phosphate transamirt 87.70 

Human thrombospondin-1 gene, partial cds 76.80 

wingless-type MMTV integration site fami 110.60 

NM_01 6931 :Homo sapiens NADPH oxidase 4 ( 234.60 

stratifin 3.72 

Homo sapiens cDNA FU10500 fis, clone NT 437.90 

ESTs, Weakly similar to I38022 hypotheti 219.20 

ESTs 3.80 

matrix metalloproteinase 1 (MMP1; inters 606.80 

cathepsin D (lysosomal aspartyi protease 2.62 

hypothetical protein FU23468 258.70 

lamWn, beta 3 (ntcein (125kD), kalinin 304.80 

Homo sapiens cDNA: FU22182 fis, clone H 178 

paired-like nomeodomain transcription fa 10.95 

tumor necrosis factor, alpha-induced pro 199.70 

ESTs 67.70 

tumor necrosis factor (Ugand) superfami 107.20 

KDEL (Lys^Asp-Glu-Uu) endoplasmic retic 3.59 

midkine (neurite growth-promoting factor 3.45 

hematological and neurological expressed 3.17 

ESTs 109.30 

refinoicackJ Induced 1 2.98 

conserved gene amplified In osteosarcoma 276.50 

ER01 (S. cerevisiaeHike 5.28 

six transmembrane epithelial antigen of 27.85 

clone HQ0310PRO0310p1 342.30 

rysyt oxidase 213.50 

ebronectin 1 185.10 

MAD2 (mitotic arrest deficient, yeast h 10ai0 

aldehyde dehydrogenase 1 family, member 2.27 

WAA0101 gene product 405.30 

ESTs 8.38 

MyoD family inhibitor 172.10 

glulaminyl-peptids cyciotransferase (ghj 45.70 

diubiquifin 11.18 

RAB6 interacting, kinesin-fike (rabkines 149.10 

ESTs 33.60 

inhibin, beta A (activin A. actrvin AB a 6.73 

ubiquitin specific protease 1 8 8.96 

frizzled-related protein 31140 

cathepsin E 790.80 

DKFZP564I1922 protein 3.17 

hypothetical protein RJ10134 152 

serine (or cysteine) proteinase inhibito 558.00 

irnmunoglobutin kappa constant 4.36 

solute carrier family 2 (facilitated gtu 2.83 

annexinA3 24Z90 

gb:Human nonspecific crossreacting antig 36.91 

EphA3 221.60 

matrix metalloproteinase 1 1 (MMP1 1; stro 5.34 

dual specificity phosphatase 4 292.00 

hypothefical protein DKFZp564D0462 184.90 

K1AA0551 protein 64.80 

lysyl oxidase 73.70 

GA733-2 anfigen; epilheBal glycoprotein 3.20 

heparan sulfate (glucosamine) 3-O-stilfot 288.70 

cysteine knot stiperfamily 1, BMP antagon 50i60 

arachtdonale 5-lipoxygenase-activating p 6.13 

ESTs 178.90 
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4S3857 AL080235 Hs.35861 DKFZP586E1621 protein 504.30 

428955 AF059214 Hs.194687 cholesterol 2£hydroxy1ase 242.10 

413435 X51405 Hs.75360 carboxypeplidase E 7.30 

436476 AA326103 Hs.33829 bHLH protein DEC2 247.20 

5 406747 AI925153 Hs.217493 annexinA2 110.00 

455800 R22479 Hs.167073 Homo sapiens cDNA FU 13047 lis, clone NT 112.10 

431211 M86849 Hs.323733 gap junction protein, beta 2, 26kD {conn 583.90 

431890 X17033 Hs.271986 fategnUatoha2(C049B,alpha2subuni 6.56 

431958 X63629 Hs.2877 cadherin 3, type 1,P-cadherin (placenta 460.90 

10 444665 BE613126 Hs.47783 B aggressive p/mphoma gene 204.40 

437763 AA469369 Hs.5831 tissue inhibitor of metalloproteinase 1 7.75 

418870 AF147204 Hs.89414 chemoWne (C-X-C motif), receptor 4 (fus 14.61 

424560 AA158727 Hs.1 50555 protein predicted by done 23733 99.80 

436396 AI683487 Hs. 15221 3 wingless-type MMTV Integration site fami 242.20 

15 407137 T97307 gb:ye53h05.s1 Soares fetal Dver spleen 17.88 

410668 BE379794 Hs.65403 hypothetical protein 4.18 

427660 AI741320 Hs.114121 Homo sapiens cDNA: FU23228 lis, clone C 116.40 

408826 AF216077 Hs.48376 Homo sapiens done HB-2 mRNA sequence 60.30 

442577 AA29299B Hs.1 63900 ESTs 4.18 

20 416498 U33632 Hs.79351 potassium channel, subfamily K, member 1 334.20 

447343 AA256641 Hs.236894 ESTs, Highly similar to S02392 alpha-2-m 8.16 

451277 AK001123 Hs.26176 hypothetical protein FU 10261 375.30 

445133 AW157646 Hs.153506 ESTs 292.40 

414799 AI752416 Hs.77326 insulin-like growth factor binding prote 4.38 

25 431806 AF186114 Hs.270737 tumor necrosis factor (ligand) superfami 89.00 

437330 AL353944 Hs.50115 HomosapiensmRNA;cONADKFZp761J1112(f 322.10 

410687 U24389 Hs.65436 r/syt coudase-like 1 9.10 

417409 BE272506 Hs.82109 syndecanl 4.05 

426471 M22440 Hs.170009 transforming growth factor, alpha 138.60 

30 458809 AW972512 Hs.20985 sin3-assodated polypeptide. 30kD 250.50 

448625 AW970786 Hs.178470 hypotheUcal protein FU22662 4.89 

450506 NNL.004460 Hs.418 fibroblast activation protein, alpha 11.76 

433336 AF017986 Hs.31386 secreted frizzted-related protein 2 4.79 

408491 AI088063 Hs.7882 ESTs 8.25 

35 437802 AI475995 Hs.122910 ESTs 4.54 

408296 AL117452 Hs.44155 OKFZP586G1 517 protein 175.10 

421155 H87879 Hs.102267 tysyl oxidase 170.10 

451310 AW250651 Hs.26213 Human DNA sequence from done RP3-447F3 2.91 

439867 AA847510 Hs.161292 ESTs 261.60 

40 417771 AA804698 Hs.82547 retinotc acid receptor responder (tazaro 723.00 

410763 AF279145 Hs.B966 hypotheUcat protein FU21776 251.70 

431385 BE178536 Hs.1 1090 membrane-spanning 4-domalns, subfamily A 155.50 

457180 R26022 Hs.194652 calponin 3, addic 68.00 

424408 AI754813 Hs.146428 collagen, type V, alpha 1 17.19 

45 452679 Z423B7 Hs.83883 transmembrane, prostate androgen induced 5.32 

425139 AW630488 Hs.325820 protease, serine, 23 371.90 

432978 AF126743 Hs.279884 DNAJ domain-containing 7.27 

406850 AI624300 Hs.172928 collagen, type I, alpha 1 19.30 

421991 NM_014918 Hs.110488 WAA0990 protein , 190.50 

50 421814 L12350 Hs.108623 thrombospondln 2 15.02 

409703 NM.0061 87 Hs.56009 Z-5'-oligoadenylate synthetase 3 (100 k 28.57 

452281 T93500 Hs.28792 Homo sapiens cDN A FU 11 04 1 hs, done PL 519.20 

413048 M93221 Hs.75182 mannose receptor, C type 1 240.60 

404210 #{NOCAT) NKL005936:Homosaplerairiyetoid/lymphoid 404.60 

55 452862 AW378065 Hs.8687 ESTs 364.20 

447072 D61594 Hs.17279 tyrosylprotein sirffbtransferase 1 226.20 

426935 NM_000088 Hs.172928 collagen, type I. alpha 1 4.31 

427390 AI432163 Hs.268231 Homo sapiens cDNA: FU23111 fis, done L 10.41 

417259 AW903838 Hs.81800 chondroitin sulfate rprcieogtycan 2 (vers 22.46 

60 451295 AI557212 Hs.17132 ESTs, Moderately similar to I54374 gene 23.74 

448569 BE382657 Hs.21486 signal transducer and acSvator of trans 5.68 

417148 AA359895 Hs.293885 hypothetical protein FU 14902 190.80 

432359 AA076049 Hs.274415 Homo sapiens cDNA FU 10229 fis, clone HE 230.50 

422278 AF072873 Hs.114218 frizzled (Drosophila) hornolog6 361.90 

65 422545 X02761 Hs.287820 fibronecfinl &81 

442379 NMJHJ4613 Hs.8265 transglutaminase 2 (Cpolypepflde, prote 7.30 

417412 X16896 Hs.82112 Interteukin 1 receptor, type I 267.20 

422110 AI376736 Hs.1 11779 secreted protein, acidic, cysteine-nch 5.07 

'431512 BEZ70734 Hs.2795 lat»o^ydrogenaseA 270.10 

70 417433 BE270266 Hs.82128 5T4 oncofetal trophobtast glycoprotein 504.60 

426369 AF134157 Hs.169487 Kreister (mouse) matelated teudne zip 10.62 

437470 AL390147 Hs.134742 hypothetical protein DKFZp547D065 2.80 

417944 AU077196 Hs.82985 cotlagen, type V, alpha 2 14.01 

428797 AA496205 Hs.193700 Homo sapiens mRNA; cDNA DKFZp586l0324 (f 9.15 

75 434423 NM 006769 Hs.3844 UM domain only 4 297.30 

426125 X87241 Hs.166994 FAT tumor suppressor (Drosophila) homolo 488.20 

422573 AW297985 Hs.295726 integna alpha Vitronectin receptor 9.73 

421552 AF026692 Hs.105700 secreted frizzteoVelated protein 4 762,90 

424730 NM_003358 Hs.23703 ESTs, Moderately similar to CEGTJWMAN C 7.81 

80 400133 NA Eos Control 357.00 

444381 BE387335 Hs,283713 ESTs. Weakly similar to S64054 hypothec 1150.30 

422048 NM_012445 Hs.288126 spondin 2, extracellular matrix protein 4.50 

446019 A1362520 Hs.279789 histone deacetylase 3 11-26 
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426490 NM JO 1621 Hs.1 70087 

422687 AW068823 Hs.1 19206 

432401 NMJ)13330 Hs.274479 

437223 C15105 Hs.330716 

Table 41 B 



aryl hydrocarbon receptor 459.50 

insulin-like growth factor binding prate 2.68 

NME7 4,99 

Homo sapiens cDNA FU14368 (is. clone HE 7.65 



Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Ftey 

416913 
419570 
423733 
434665 
448437 

Table 41C 



CAT Number Accessions 

163001 1 AW934714 BE161007 BE1 62500 AW749902 AW749864 BE162498 BE161005 AA1 90449 AW51 3465 BE161006 BE152499 

1860604 1 W68738 W68831 

231476 T AA330281 OAA330232 AW962521 

390530 1 AA642125AA654516 

763310 J AW470125 AI734872 AI749559 AW856504 AI583942 AW779036 AW843429 AW844B76 AI520713 AW847236 



Pkey. Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (G!) numbers. "Dunham I. el al." refers to the publication entitled The DNA sequence of 

human chromosome 22" Dunham I. et at, Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from whfch exons were predicted. 
NLposifon: Indicates nucleotide positions of predicted exons. 

Fkey 

400534 
400560 
400836 
401201 
401480 
401541 
401682 
401732 
403207 
403574 
403776 
404142 
404210 
404285 
404286 
404287 
404682 
404866 
405261 
405849 



406173 
406293 
406319 



fief 


Strand 


NLposition 


6981826 


Minus 


278637-279292 


9843598 


Rus 


94182-94323,97056-97243.101095-101236,102824-103005 


8954179 


Ptus 


677-1188 


9743387 


Minus 


138534-138629,139234-139294,140121-140335.142033-142479 


7321503 


Plus 


166120-166347,166451-166557,169651-169832 


8072607 


Minus 


50018-50158 


4755167 


Pros 


13022-13473 


1200312 


Plus 


19345.19525,19625-19708,19897-19973,20067-20130,20215-20414 


7630829 


Plus 


89914-90033,90729-90855,91131-91198 


8101156 


Plus 


5542-6176 


7770611 


Minus 


1414-1513,1624-1755 


9856692 


Minus 


80316-80459 


5006246 


Ptus 


169926-170121 


2326514 


PKjs 


32282-32416 


2326514 


Rus 


51086-51301 


2326514 


Plus 


53134-53281 


9797231 
9366919 
6139075 


Minus 
Minus 
Minus 


40977-41150 
11743-11929 

34202-34351,35194-35336,45412-45475,45731-45958,4729^7457,^^ 


7651817 


Minus 


17705-18287 


7705180 


Minus 


8698547233 


7230224 


Rus 


12925-13213 


56B6274 


Minus 


17646-17953 


9211730 


Minus 


8232042561 


9256288 


Minus 


63448-63554 



TABLE 42A: 574 genes upregulated in pancreatic cancer relative to normal body Ossues 

Table 42A fists about 574 genes upregulated In pancreatic cancer relative to normal body tissues that are likety to encode proteins amenable to modulation by small molecules, 
peptides, or antibodies. These genes were selected from 59680 probesets cn the Eos/Affymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this 
analysis was expressed as average intensity (Al), a normalized value reflecting the relative level of mRNA expression. The protein products of these genes often contain one or more 
domains indicative of have oncogenic function or of transducing intracellular signals, or of being modulatabte by small molecules, peptides, or antibodies (e.g. pkinase. death-domain, 
7tm, phosphatase, or ton ..transporter). Certain predicted protein domains are noted. 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar accession number, GenBank accession number 

UniGenelD: UniGene number .,««■.• . «. 

PredProLOomains: Certain predicted protein domains. Abbreviations used: TM. transmembrane domain: SS. signal sequence; =Y, very likely to contain; =M, likely to contain; other 

protein domain abbreviations are from PFAM (Nucleic Acids Research, 2002, 30276-280). 
UniGene Title: UniGene gene G0e 

R1 90th percentile of pancreatic cancer Als divided by the 50th percentile of normal tissue Als 

R2 90th percentile of pancreatic cancer Als divided by the 90th percentile of normal pancreas Als, where the 15th percentfle of all normal tissue Als was subtracted 

from both the numerator and denominator 

Pkey; ExAccn; UnigenelD; Unigene Title; Pred.ProtDomains; R1; R2 

426230. AA367019; Hs.241395; protease, serine. 1 (trypsin 1); trypsin.toxin_4;SS=M; 10729; 1.07 

415934; NMJM0928; Hs.992; phospholipase A2, group IB (pancreas); phosRp;SS=M; 83.67; 1.06 

421996; AW5B3807; Hs.1460; glucagon; hormone2;SS=M; 59.35; 1.61 

406399; ; ; NM.0031 22*:Homo sapiens serine protease ; kazal;SS=M; 55.49; 1.08 

444381; BE387335; Hs.283713; hypothetical protein BC014245; CoUagen;TM=M;SS=M; 53.65; 43.61 
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406685; M18728; ; gb:Human nonspecific crossreacting antig; lg;TM=M;SS=M; 52.73; 22.83 

428698: AA852773; Hs.334838; KIM1B66 protein: none;NA;NA; 32.44; 13.11 

437145; AF007216; Hs.5462; solute earner family 4, sodium bicarbon; HC03_cotransp;TM=Y;; 29.80; 1.46 

428874; W32133; Hs.1 94366; transthyretin (prealbumin, amytotdosis t;Translhyretin;SS=M; 29.42; 1.94 

444754; T83911; Hs.374341; transmembrane 4 superfamily member 4; none;TM=Y;SS=M; 28.78; 3.13 

41 8068; AW971 155; Hs.293902; ESTs. Weakly similar to ISHUSS protein d; none;TM=M;SS=M; 28.61 ; 0.98 

438091; AW373052; Hs.351546; nuclear receptor subfamity 1, group I, m; homwne_rec,zf-C4,none; 25.38; 3.63 

413719; BE439580; Hs.75498; smafl inducfole cytokine subfamily A (Cy, IL8;SS=M; 24.64; 7.21 

417771; AA804698; Hs.82547; retinoic acid receptor responder (tazaro; none,none; 23.77; 6.74 

414998; NMJJ02543; Hs.77729; oxidised low density lipoprotein {lectin; tectin_c;TM=Y;SS=M; 22.96; 4.57 

418318; U47732; Hs.84072; Iransmembrane 4 superfamily member 3; trarismernbrane4;TM=Y;SS=M; 2Z31; 5.42 

425573; AB006423; Hs.158308; serine (or cysteine) proteinase inhibito; serpin,GCV_H;TM=M;SS=M; 21.91; 1.03 

4331 10; D56494; Hs.3191; rat regenerating isleWerived-like, hum; lectin^c;TM=M;SS=M: 21.90; 0.60 

426490; NMJJ01621; Hs.170087; aryl hydrocarbon receptor, PAC,PAS;TM=M;; 21.41; 19.89 

453863; X02544; Hs.572; orosomucoid 1; lipocalin,aWedh l ubiquitin 1 IRK:SS=M; 20.80; 8.12 

421126; M745B7; Hs.102122; insulin-tike growth factor binding prote; thyroglobuiinJ,IGFBP;SS=Y; 20.60; 8.48 

451035; AU076785; Hs.430; plasUn 1 (I isoform); efhand l CH,Adaptin.N;SS=M; 19,25; 3.53 

413859; AW992356; Hs.8364; Homo sapiens pyruvate dehydrogenase Wna; SAM_PNT,none; 18.38; 2.53 

420332; NM_001756; Hs.1305; serine (or cysteine) proteinase inhibito; serpin;TM=M;SS=M; 18.19; 2.29 

438089; W05391; Hs.351546; nuclear receptor subfamily 1, group I, m; hormone_rec,zf-C4,none; 17.67; 4.80 

417426; Nfo_002291; Hs.82124; lamtnln, beta 1; tarninin^EGF,laminfn_Nterm,integrin„B;SS=M; 17.08; 6.37 

427509; M62505; Hs.2161; complement component 5 receptor 1 (C5a I; 7tmJ;TM=Y;SS=M; 16.89; 7.15 

441031; All 10684; Hs.7645; fibrinogen, B beta polypeptide; fibrinogen_C.G-alpha,arf;TM=M;SS=M; 16.59; 7.74 

445033; AV652402; Hs.72901; cydiivdependent kinase inhibitor 2B (pi; ankn 16.28; 9.22 

431183; NM_006655; Hs.250696; KDEL (Lys-Asp-Glu-Leu) endoplasmic retic; EFUumen_recept;TM=M;SS=M; 15.96; Z38 

444784; D12485; Hs.11951; ectonudeotkJe pyrophosphatase/phosphodi; Somatomedin _B,Endonudease,Phosphoc1est;TM=Y;SS=M; 15.65; 1.33 

408243; Y00787; Hs.624; interteukin 8; HLH,PAS,IL8;TM=Mn 15.53; 4.34 

419355; AA428520; Hs.90061; progesterone binding protein; heme_1;TM=Y;SS=M; 15.45; 10.50 

426006; R49031; Hs.22627; ESTs; pkmase.TBC; 15.17; 0.58 

433376; AI249361; Hs.74122; caspase 4, apoptosis-related cysteine pr, CARD,ICEj)10,ICE_p20;SS=M; 14.84; 3.04 
422260; AA315993; Hs.105484; regenerating gene type IV; lectinjr,SS=M; 14.71; 2.89 
430280; AA351258; Hs.237868; interteukin 7 receptor; fn3,none; 14.28; 11.47 

408983; NMJW0492; Hs.663; cystic fibrosis transmembrane conductanc; ABC_tran^BC_membrane,PRK.Bac - exporL3;TM=Y;; 13.98; 1.18 
414812; X72755; Hs.77367; monokine induced by gamma Interferon; ILB;TM=M;SS=Y; 13.81; 7.69 

429170; NM 001394; Hs.2359; dual specificity phosphatase 4; |^danese,DSPc,Yj)hosphatase,Ribosoma!„S3 - N;TM=M;; 13.59; 2.24 

425988; BE045897; Hs.53985; ESTs, Weakly similar to 138022 hypothec'; none,none; 13.54; 0.95 

409512; AW979187; Hs.293591; melanoma differentiation associated prot; DEAD,heDcase_C,CARD;TM=M;; 13.48; 3.59 

429556; AW139399; Hs.98988; ESTs; none;TM=M;; 13.20; 1.16 

417079; U65590; Hs.81134; interteukin 1 receptor antagonist; IL1;SS=M; 12.83; 7.72 

427286; AW73280Z Hs.2132; epidermal growth factor receptor pathway; SH3,TonB_boxC;TM=M;; 12.72; 9.01 

431912; AI660552; Hs.356183; ESTs, Weakly similar to A561 54 AW subst rwreA*i^c*,Acyl^dh^^ 12.72; 6.72 

4121 16; AW402166; Hs.784; Epstein-Barr virus Induced gene 2 (lymph; 7tmJ;TM=Y;SS=M; 12.71; 1156 

425397; J04088; Hs.156346; topoiscmerase (DNA) II alpha (170kD); DNAjyraseB,Dl^tor J ()isolV 1 HATPase_c;SS=M; 1Z52; 4.92 

409142; AL136877; Hs.50758; SMC4 (structural maintenance of chromoso; ABC_tran,M,SMC_N ( SMC_C,DUF164 1 none; 1Z38; 7.59 

428157; AI738719; Hs.198427; hexokinase 2; hexokinase,hexoldnase2jione; 1Z34; 11.53 

424273; W40460; Hs.144442; phosphdipase A2, group X; phosnp;TM=M;SS=Y; 12.32; 3.02 

41 4821; M63835; Hs.77424; Fc fragment of IgG, high affinity la, re; ig;TM=Y;SS=M; 1Z29; Z21 

415323; BE269352; Hs.949; neutrophil cytosolic factor 2 (65kO, chn SH3,TfR;TM=M;; 12.16; 4.14 

427283; AL119796; Hs.174185; ectonucleotide pyrophosphatase/phosphodi; Sulfatase,Sc^atorr^nJ,PhosrJhodiestEndonucle3se;T^M;SS=Y; 11.97; 5.93 
434779; AF153815; Hs.50151; potassium irwardly-rectifying channel, s; IRK;TM=Y;; 1 1.76; 1 .5B 
4262Z7; U67058; Hs.154299; Human proteinase activated receptor-2 mR; 7tmJ;TM=Y;SS=M; 1 1.75; 3.56 
412228; AW503785; Hs.73792; complement component (3d/Epstein Barr vl; sushi;TM=Y;SS=M; 1 1 .67; 177 
450737; AW007152; Hs.63325; transmembrane protease, serine 4; tfypsln,toT_recepLa,none; 1 1.65; 4.52 

439750; AL359053; Hs.57664; Homo sapiens mRNA full length insert cDN; I^DH^C,IMPDrLN,<»S,integrin^B,R^_B_tectin; 1 1.56; 5.46 
431512; BE270734; Hs.2795; lactate dehydrogenase A; ldhjdh_C l SH3,pktnase,UBA;TM=M;; 11.55; 5.11 

429638; AI916662; Hs.211577; kinectln 1 (kinesin receptor); baP,Troporr^tn,spectrin 1 LBP3PLCETP,B56,M;TM=Y;SS=M; 11.47; 4.65 

445133; AW157646; Hs.198689; ESTs; e mand,BpecmXGAS2,SH3,Rectin 1 RA^ylose_isom,ffl 11.41; 12.62 

41 1352; NM.002890; Hs.758; RAS p21 protein activator (GTPase activac SH2,SH3,C2,PH.RasGAP;TM=M;SS=M; 11.24; 9.95 

447343; AA256641; Hs.236894; ESTs, Highly similar to S02392 alpha-2-m; none,none; 11.19; 4.16 

422616; BE300330; Hs.1 18725; selenophosphate synthetase 2*AIRS,AIRS_C;TM=M;; 11.17; 5.98 

422241; Y00062; Hs.170121; protein tyrosine phosphatase, receptor t; Wnesm,fn3 ( Yj>hosphatase;TM=M;; 11.14; 9.09 

440594; AW445167; Hs.126036; ESTs; none,none; 11.05; 16.45 

425289; AW1 39342; Hs.155530; mterferon, g^mma^nducible protein 16; PAAD_DAPIN,HIN;SS=M; 11.05; 10.38 
427700; AA262294; Hs.180383; dual specificity phosphatase 6; Rhodanese,DSPc;TM=M;; 11.05; 4.70 
448811; AI590371; Hs.199460; ESTs; none;TM=Yn 10.85; 9.69 

424321; W74048; Hs.1765; rynTphocyte-specifu: protein tyrosine kin; SH2,SH3,pkinase;TM=M;; 10.72; &65 
429083; Y09397; Hs.227817; BCL2-reIated protein A1; Bd-2;TM=M;; 10.51; 12.97 

424247; X14008; Hs.234734; lysoiyme (renal amyloidosis); rys,lg,FAD_Syrrth^h,klh„C,pkinase;SS=M; 10.37; 6.35 

436856; AI469355; Hs.127310; ESTs; pkin3se,rnn;TM=M;; 10.36; 2.74 

427337; Z46223; Hs.176663; Fc fragment of IgG, tow affinity lllb, r; ig;TM=Y;SS=M; 10.34; 3.14 

417018; M16038; Hs.80887; v-yes-1 Yamaguchi sarcoma viral related ; SH2,SH3,pkTnase;TM=M;; 10.34; 4.47 

418299; AA279530; Hs.83968; mtegrin, beta 2 (antigen CD18 (p95), ry. integrin_B.EGF,PSI;TM=Y;SS=M; 10.21; 4.58 

451820; AW058357; Hs.199248; ESTs; 7tm_1;TM=Y;SS=M; 10.18; 2.67 

413048; M93221; Hs.75182; mannose receptor. C type 1; m2,tectin_c,Ridn_B_lectin,Xfink4TM=Y;SS=M; 10.17; 8.35 
429752; H52348; Hs.36636; ESTs; pkinase,pkinase; 10.13; 12.35 

452721; AJ269529; Hs.301871; solute carrier family 37 (glyceroW-pho; MORN^arJr,TM=Y;SS=M; 10.08; 8.74 
421462; AF016495; Hs. 104624; aquaporin 9; MIP;TM=Y;SS=M; 10.05; 6.06 
452698; NMJJ01295; Hs.301921; chemokine (C-C motif) receptor 1; 7tm_1;TM=Y;SS=M; 9.98; 3.16 
416389; AA180072; Hs. 149846; integrin. beta 5; lnlegrin_B,none; 9.85; 9.59 

421044; AF061871; Hs. 101302; Human DNA sequence from clone RP1-238D15; fti3,vwa.Cottagen,TSPN;iTyt=M;SS=M; 9.78; 5.96 

446620; AA128808; Hs. 179902; transporter-like protein; none;TM=Y;SS=M; 9.75; 2.64 

405102; ; ; C15001220*:gi|4469558lgbJAAD21311.1| (AF; DAG_PE-bind l PH l RhoGEF l DC1;SS=M; 9.74; 1.88 

418693; At750878; Hs.87409; thrombospondin 1; EGF.tsp_1,vwcJSPN,tsp_3;SS=M; a72; 6.94 
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426535; AU077012; Hs.288582; ESTs, Weakly similar to ubiquitous TPR m; Kuril tzJ3PTI,Kunitz_BPTI,7tm_2,HRM; 9.68; 10.58 

448105; AW591433; Hs.298241 ; Transmembrane protease, serine 3; tdl_recept_a.trypsin;TM=Y;SS=M; 9.67; 4.06 

45626B; L29073; Hs.198726; cold shock domain protein A; 7tm_2,HRM,CSD;TM=Y;SS=M; 9.62; 2.36 

410240; AL157424; Hs.61289; synaptojanln 2; Exo.endojjrK)S l Syia - N,rmi,6rairKvej)orins;TM=M;; 9.62; 3.77 

457001; JQ3258; Hs.2062; vitamin D (1,25- dihydroxyvitamln D3) re; hormone_rec^f-C4.Metal!othio_5;TM=M;; 9.60; 8.05 

456373; BE247706: Hs.89751; membrane-spanning 4-domain$, suMamfly A; none;TM=Y;; 9.57; 3.77 

416847; L43821; Hs.80261; enhancer of fiiamentalion 1 (cas-likedo; SH3;TM=M;; 9.56; 10.50 

437158; AW090198; Hs.348709; KIAA1150 protein; none;NA;NA; 9.55; 8.87 

426108; AA622037; Hs.16646B; programmed cell death 5; DUF122;TM=M;; 9-47; 5.67 

403344; ; ; NM_0Q0341:Homo sapiens solute carrier fa; alpha-amylase;TM=Y;; 9.47; 1.42 

449543; AF070632; Hs.23729; Homo sapiens clone 24405 mRNA sequence; K_tetra.lon_trans.none; 9.46; 3.12 

433233; AB040927; Hs.301804; K1AA1494 protein; SH3,zf-C3HC4;TM=M;; 9.4£ 4.01 

444838; AV651680; Hs.208558; ESTs; Wegrin.A.F&GAP.none; 9.42; 1.87 

439803; AA001021; Hs.6685; thyroid hormone receptor interactor 8; none.none; 9.41; 5.55 

428505; AL035461; Hs.2281; chromogranln B (secretogranin 1); Granin;SS=M; 9.40; 3.46 

41 1213; AA676939; Hs.69285; neuropHin 1; MAM,F5_F8_type - C.CUB,CUB 1 MAM t F5_F8_lype.C; 9.38; 6.32 

432810; AA663400; Hs.374489; ESTs; none.Skp1.AAA; 9.38; 4.36 

427581; NM.014788; Hs.179703; K1AA0129 gene product; SPRY,zf-BJ)ox;TM=M;; 9.34; 8.26 

413109; AW389845; Hs.1 10855; ESTs, similar to leukemia virus receptor; PH04,none; 9.34; 4.67 

428450; NM_014791; Hs.184339; KIAA0175 gene product; KA1,pHnase;TM=M;; 9.31; 4.24 

408113; T82427; Hs.194101; Homo sapiens cDNA: FU2Q869fe. clone A; 7lm_3.none: 9.24; 7.12 

448030; N30714; Hs.325960; membrane-spanning 4-dornains, subfamily A; none;TM=Y;SS=M; 9.23; 6.03 

437672; AW748265; Hs.5741; flavohemoprotein b57; heme_1,NADJinding,npoxygenase,FAD_blnding_6;TM=M;; 9.22; 10.72 

416498; U33632; Hs.79351; potassium channel, subfamily K, member 1; ionJrans;TM=Y;SS=M; 9.20; 4.46 

409956; AW103364; Hs.727; inhibin, beta A (activin A, activin AB a; TGF.betaTGFb_propeptide.Tub;SS=M; 9.19; 16.46 

413095; AA494359; Hs.30715; potassium voltage-gated channel Isk-ret; none,START; 9.15; 2.18 

418838; AW385224; Hs.35198; ectonucteotide pyrophosphatase/phosphodi; Phosphodiest;TM=Y;SS=M; 9.14; 3.03 

452960; AK001335; Hs.31 137; protein tyrosine phosphatase, receptor t; Y_phosphatase,none; 9.14; 1 1.75 

417821; BE245149; Hs.82643; protein tyrosine kinase 9; connn_ADF;SS=M; 9.1 1; 4.29 

427157; U51166; Hs.173824; thymhe-DNA grycosylase; UDG;TM=M;; 9.06; 9.68 

431341; AA307211; Hs.251531; proteasome (prosome, macropaln) subunil,; proteasome;TM=M;; 9.05; 5.61 

413367; NM 006517; Hs.75317; solute carrier family 16 (monccarboxylic; sugar Jr,TM=Y;; 9.04; 5.79 

437296; AA350994; Hs.20281; WAA1700; Rhodanese,DSPc;TM=M;; 9.02; 5.75 

418888; AU076B01; Hs.89436; cadherin 17, U cadherin (Bver-intestim cadherin;TM-Y;SS=M; 8.94; 5.01 

446406; A1553681 ; Hs.348490; Arg/AbWnteracfing protein ArgBP2; Sorb,none; 8.91; 1 .77 

428820; AA436187; Hs.172631; integrin, alpha M (complement component ; vwa,integrin_A,FG-GAP;TM-Y;SS=M; 8.85; 4.74 
434398; AA121098; Hs.3838; serum-inducible kinase (SNK); pktoase,POLOJ>ox;TM=M;; 8,78; 4.54 
45390?, BE502341; Hs.3402; ESTs; none.none; 8.72; 3.71 

433334; AI927208; Hs.23195B; maWxmetaitoprotelnase 28; Peptidase_M10,none; 8.71; 4.28 

4464B8; AB037782; Hs.15119; K1AA1361 protein; pWnase;SS=M; 8.70; 171 

450247; AF123303; Hs.24713; hypothetical protein; emand l mito_carr;TM=Y;SS=M; 8.68; 3.40 

432101; A1918950; Hs.123642; EphA3; fn3,pWnase,SAM.EPH_lbd;TM=Y;SS=M; 8.62; 5.62 

410763; AF279145; Hs.8966; hypothetical protein FU21776; none^one; 8.61; 13.53 

422278; AF072873; Hs.1 14218; frizzled (Drosophila) hcmolog 6; Fz,Frizzled,7tm_2;TM-Y;SS=M; 8.55; 4.82 

425465; L18964; Hs.1904; protein kinase C, iota; pkinase,DAG_PE-bind,pkinase_C,OPR;TM=M;; 8.50; 3.18 

41911 1; AA234172; Hs.137418; ESTs; none.IRK; 8.47; 7.51 

430024; AI808780; Hs.227730; Integrin, alpha 6; integrin_A,FG43AP;TM=Y;SS=M; 8.45; 3.46 

447574; AF162666; Hs.18895; toustecHike kinase 1; pWnase;TM=M;; 8.45; 5.30 

447217; BE465754; Hs.17778; neuropilin 2; CUB,MAM,F5_F8_type_C;TM-M;SS=M; 8.44; &30 

419034; NMJJ02110; Hs.89555; hemopoietic cefl kinase; SH2,SH3,pkinase;TM=M;; 8.43; 4.87 

405555; ; ; homeodomain-inleracling protein kinase 3; trypsin;TM=Mr. 8.39; 0.68 

417412; X16896; Hs.821 12; interteukin 1 receptor, type I; tg,TlR;TM=M;SS=M; 8.35; 4.74 

405556; ; ; horneodomain-interacting protem Mnase 3; trypsin;TM=&fe 8.31; 0.87 , 

4076B7; AK002011; Hs.37558; hypothetical protein FU11149; rys,ig,FAD.Synfl\,ldh ( ldh_C,pkinase;SS=M; &28; 3.12 
408051; A1623351; Hs.172148; ESTs; PH ( RhoGAP,none; a27; 5.65 

449523; NNUW0579; Hs.54443; chemoldne (C-C motif) receptor 5; 7tm_1;TM-Y;SS=M; 8_!6; 5.49 
429732; U20158; Hs.2488; lymphocyte cytosonc protein 2 (SH2 doma; SH2;SS=M; 8.24; 8.91 
405204; ; ; NM_002086*:Homo sapiens growth factor re; SH2,SH3;TM=M;; 8.23; 6.43 
426806; T19228; Hs.172572; hypothetical protein FU20O93; ank,pkinase,UPF0073;SS=M; 8.20; 6.11 
428428; AL037544; Hs.1 84298; cycRn-dependenl kinase 7 (homolog of Xe; pWnase;TM=Mn 8.18; 8.37 

450375; AA009647; Hs.352537; a disintegrin and metafloproteinase doma; Reprolysin,Pep_M12Bj>r<w 8 - 17 '» 1224 

443303; U67319; Hs.9216; caspase 7, arjoptosis-related cysteine pr pkmase,ICE_p10 1 lCE_p20;TM=M;SS=M; 8.15; 4.61 

413132; NM 006823; Hs.75209; protein kinase {cAMP-dependent, catatyti; PK1;SS=M; 8.15; 11.12 

428513; BE220806; Hs.1 84697; Homo sapiens done 23785 mRNA sequence; PSl^ona; 8.13; 13.28 

429345; R11141; Hs.199695; hypothetical protein; KJetra,SAM; 8.13; 1.15 

425838; NMJ)14071; Hs.159613; nuclear receptor coacfivator RAP250; per, none*,TM=M;; 8,12; 4.54 

425835; AW955696; Hs.90960; ESTs; CbLN.aLN2,CW_N3,UBA,zf.C3HC4,none; 8.11; 7.47 

406366; ; ; secreted frizzled-related protein 4; trypsln;SS=M; 8.05; 0.69 

429663; M68874; Hs.21 1587; phosphofipase A2, group IVA {cytosoOc, ; C2,PLA2_B;TM=M;; 8.04; 5.20 

458946; AA009716; Hs.4231 1; ESTs; none,DSPc,Yj>hosphatase; B.02; 1.93 

425280; U31519; Hs.1872; rjhc»prKjenolpyruva4ecaTboxykinase 1 (sol; PEPCK;TM=M;; 7.97; 19.33 

445800; AA126419; Hs.32944; inositol poryphosphate-4-phosphatase, ty; none.none; 7.90; 1144 

449444; AW818436; Hs.351306; solute carrier family 16 (monocarboxyfic; none;TM=Y;SS=M; 7.89; 7.00 

426167; AF039023; Hs.167496; RAN binding protein 6; Arrradito_seg,HEAT_PBS;; 7.83; 11.16 

400408; S75765; ; Homo sapiens delta CCK-B gene, partial c; 7tm_1,ncne; 7.81; a78 

448362; AA641767; Hs.21015; hypothetical protein DKFZp564L0864 simil; sugarJrJM=Y;SS=M; 7.78; 7.02 

457670; AF1 19666; Hs.23449; Insulin receptor tyrosine kinase substra; SH3;TM=M;; 7.75; 2.63 

409799; D11928; Hs.76B45; phosphoserine phosphatase-Cke; Hydrotase;TM=M;; 7.72; Z68 

447887; AA1 14050; Hs.19949; caspase 8. epoptosis-related cysteine pr; ICE_p10.ICE_p20,DED;TM=M;; 7.68; 2.40 

421684; BE281591; Hs.106768; hypothetical protein FU10511; Armadmo_seg;SS=M; 7.49; 6.57 

434699; AA643687; Hs.149425; Homo sapiens cDNA FU1 1980 lis, clone HE; Nucleoside JraZnone; 7.47; 2.53 

417880; BE241595; Hs.82848; selectin L {lymphocyte adhesion molecule; EGF l lecun_c ) sushi;TM=M;SS=M; 7.38; 5.60 

436729; BE621807; Hs.351316; transmembrane 4 superfamny member 1; none;TM=Y;SS=M; 7.29; 5.78 
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428970; BE275891; Hs.194691; reUnoic acid induced 3; 7tm_3;TM=Y;SS=M; 7.26; 1 1.00 

426761; AI015709; Hs.1 72089; PORIMIN PrtH)ncosis receptor inducing me; none;TM=Y;SS=M; 7.25; 7.22 

413880; A1660842; Hs.110915; interteukin 22 receptor; TissueJac;TM=Y;SS=M; 7.24; 0.98 

418945; BE246762; Hs.89499; arachidonate 5-lipoxygenase; lipoxygenase.PLAT;TM=M;; 7.22; 6.45 

413441; A1929374; Hs.75367; Src-like-adapter, SH2,SH3;TM=M;; 7.20; 5.72 

426158; NM_001982; Hs.1 99067; v-erb-b2 avian erythroblastic leukemia v; FurWike,pWrrce,Recep_lJoman.FuM 7.13; 3.97 

428474; AB023182; Hs.184523; KIAA0965 protein; pkinase;TM=M;; 7.13; 5.43 

421582; A1910275; Hs.350470; trefoil factor 1 (breast cancer, estroge; trefofl.Gastrin;SS=M; 7.08; 21.61 

449843; R85337; Hs.24030; solute carrier family 31 (copper transpo; none;TM=Y;SS=M; 7.07; 6,18 

4521 10; T47667; Hs.28005; Homo sapiens cDNA FU113Q9 lis. done PL; pkinase.Actwinjecp.none; 6.94; 4.82 

451295; AI557212; Hs.17132; ESTs. Moderately similar to I54374 gene ; pkinase 1 DAG_PE-bind,pMnase_C,OPR,none; 6.92; 15.34 

430680; AW138724; Hs.168974; ESTs, Highly similar to ALU7JJUMAN ALU S; Yj)hosphataseAiapUn_N,Yj>hosphatase; 6.88; 1.94 

441600; AA939347; Hs. 127223; Homo sapiens cysteine knot protein (ZS1G; 71m J ,laUecepLa,LRR;SS=M; 6.86; 0.97 

410687; U24389; Hs.65436; lysyl oxidase-like 1; LysyLoxHase;SS=M; 6.B3; 7.24 

425009; X58288; Hs.154151; protein tyrosine phosphatase, receptor t m3,}g,Y_phosphatase.MAM;TM=Y;SS=M; 6.83; 11.43 
400539; ; ; Target Exon; none;TM=M;; 6.70; 1.19 

431113; AK000673; Hs.274337; hypothetical protein FU20666; pkinase;TM=M;; 6.65; 2.21 

445280; AW055063; Hs.343220; v-crk avian sarcoma virus CTIOoncogene ; SH2,SH3,none; 6.61; 10.66 

425834; NM_001639; Hs.1957; amyloid P component serum; pentaxin;TM=M;SS=M; 6.57; 2.20 

435706; W31254; Hs.7045; GL004 protein; PDEase.GAF.none; 6.55; 11.44 

41 5906; AI751357; Hs.288741; Homo sapiens cDNA: FU22256 Its, done H; Ephrin,none; 6.45; 5.25 

408308; AL033377; Hs.44197; hypothetical protein DKFZp564D0462; none.none; 6.42; 9.14 

432336; N&UJQ2759; Hs.274382; protein kinase, interferon-inducible dou; dsrm,pkinase;TM=M;; 6.42; 4.12 

417874; BE61616Q; Hs.82829; protein tyrosine phosphatase, non-recept; Y_phosphatase;TM=Y;; 6.42; 2.26 

446872; X97058; Hs.16362; pyrimidmergic receptor P2Y, G-protein c; 7tm_1;TM=Y;SS=M; 6.41; 4.54 

444006; BE395085; Hs. 10086; type I transmembrane protein Fn14; laUecepLa,PKD ( MHCJ;TM=M;SS<=Y; 6.38; 3.55 

412970; AB026436; Hs.177534; dual specificity phosphatase 10; Rhodanese,DSPc;SS=M; 6.35; 4.95 

422583; AA410506; Hs.27973; KIAA0874 protein; ank,GaIpha;TM=M;; 6.35; 3.56 

452355; N54926; Hs.29202; G protein-coupled receptor 34; 7tmJ,OATP_C;TM=Y;; 6.32; 11.02 

422282; AF019225; Hs.114309; apolipoprotein U MotA_ExbB;TM=Y;SS=M; 6.32: 5.15 

407235; D20569; Hs.169407; SAC2 (suppressor of actin mutations 2, y, mjne,Ribosomai_S13,GalactosyLT^p,adh_shorUf-C3HC4; 6.30; 8.35 
428486; AW583497; Hs.184604; pancreatic polypeptide; hormone3;TM=M;SS=Y; 6.29; 3.51 
408847; AW290997; Hs.30348; ESTs; pkinase.ig.none: 6.28; 3.63 

428179; AI127772; Hs.279696; serum/glucocorticold regulated kinase-fi; pkinase,PX.pkinase_C;SS=M; 6.28; 3.50 

44361 4; AV655386; Hs.7645; fibrinogen, 8 beta polypeptide; none.none; 6.26; 7.48 

425354; U62027; Hs.155935; complemenl component 3a receptor 1; 7tmJ;TM=Y;SS=M; 6.25; 3.98 

448888; AW196663; Hs.200242; caspase recruitment domain protein 6; CARD;TM=M;; 6.21; 4.10 

428180; AI129767; Hs.182874; guanine nucleotide binding protein (G pn Oalpha 1 arf;TM=M;; 6.18; 4.62 

409245; AA361037; Hs.356436; tRNA isopentenylpyrophosphate transferas; ArmadiIlo_seg;TM=M;; 6.17; 11.15 

417952; AI192838; Hs.372843; dual-specificity tyrostoeW-phosphoryt; pWnase,none; 6.17; 3.05 

445701; AF055581; Hs.13131; lymphocyte adaptor protein; SH2,PH;TM=M;; 6.16; 11.90 

425910; AA830797; Hs. 184760; CCAAT^ox-binding transcription factor. none;TM=M;; 6.10; 2.96 

426797; AW936258; Hs.342849; ADP-ribosylatfon factor-like 5; arf l Ca_channet_B,SH3; 6.03; 3.17 

408331; NW.007240; Hs.44229; dual specificity phosphatase 1 2; OSPc;TM=M;; 5.99; 2.55 

441384; AA447849; Hs.288660; Homo sapiens cDNA: FU22182 fis, clone H; 7tm_3,none; 5.97; 13.12 

414217; A1309298; Hs.279898; Homo sapiens cONA: FU23165fis, done L; none;NA;NA; 5.92; 6.47 

418506; AA084248; Hs.85339; Unknown protein for MGC29643; none.none; 5.91: 1.94 

436345; AA873008; Hs.121572; ESTs; CARD,BIR£f-C3HC4.CARD,BIR^f-C3HC4; 5.90; 1.40 

414087; W19712; ; gb2b36dQ3.r1 Soaresj)aratriyiotd_tumor_N; pWnase,none; 5.85; 0.90 

430396; D49742; Hs.241363; hyatororran-binding protein 2; ank^am l ZU5,EGF,krir^e,trypsln,Nebulin,UM;SS=M; 5.77; 1.24 

431385; BE178536; Hs.1 1 090; membrane-spanning 4-domains, subfamily A; none,none; 5.71; 4.00 

427557; NM 002659; Hs.179657; plasminogen activator, urokinase recepto; UPAR_LY6 k ET 1 PLA2Jnh;SS=M; 5.71; 3.83 

414171; AA360328; Hs.865; RAP1A, member of RAS oncogene family; pk!nase,OAG_PE-bind,RBD,ras,DC1 ,GFP;TM=M;; 5.69; 3.07 

418870; AF147204; Hs.89414; chemoklne (C-X-C moBf). receptor 4 (fus; 7tm_1.7!m_2;TM=Y;SS=M; 5.68; \2J92 

425317; AW205118; Hs^10546; interteukin 21 receptor; r»ne;TM=Y;SS=M; 5.60; 5.45 

417863; AB000450; Hs.82771; vaccinia related kinase 2; pklnase;TM=M;; 5.59; 4.19 

400151; ; ; Eos Control; AT.hooKDNAjnisjepair,HATPasejc,UCLcon;TM=Mr, 5.53; 8.13 

450139; AK001838; Hs.355608; saum/glucccortfcoid regulated kinase; none.none; 5.52; a61 

418203; X54942; Hs.83758; COC28 protein kinase % CKS;; 5.52; 10.04 

433556; W56321; Hs.1 1 1460: caWum/calrnodunn-dependent protein kin; pkinase.none; 5.51 ; 6.75 

424701; NMJW5923; Hs.151988; mitogen-activated protein kinase kinase ; pJdnasa;TM=M;; 5.47; 4.58 

415875; AA894876; Hs.5667; protein phosphatase 1B (formerly 2C), ma; PP2C;TM=M;; 5.43; 5.30 

408761; AA057264; Hs.238936; ESTs, Weakly similar to (defEne not ava; 7tm_1 .none; 5.42; 2.59 

415444; BE247295; Hs.78452; solute carrier femSy 20 (phosphate tran; PH04.UM;TM=M;; 5.37; &69 

444184; T87841; Hs.282990; Human DNA sequence from dons RP1-28H20 ; pkinase.RI01 > APH 1 KOW;TM=M;: 5.36; 

410434; AF051 152; Hs.63668; ton-like receptor 2; LRR,LRRCT,TIR;TM=M;SS=M; 6.36; 3.94 

429023; NNL000312; Hs.2351; protein C (inactivate* of coagulation fa; EGF t trypsin,gta;SS=M; 5.31; 4.30 

421559; NM-.014720; Hs.105751; Ste2(kelated serine/threonine kinase; pldnase.UVR;TM=M;; 5.31; 3.26 

429922; Z97630; Hs.226117; H1 histone family, member 0; linker_hlstone;TM=M;; 5.27; 3.12 

440682; AW362152; Hs.27181; nutfear receptor binding factor-2;^ 5.26; 4.82 

41 1558; AA102670; Hs.70725; gamma-amlnobutyric acid (GABA) A recepto; Neur_chan_LBD.Neur_dian_rnemb;TM=Y;SS=M; 5.25; 11.26 
428234; U93553; Hs.183123; nuclear receptor subfamily 5. group A, m; rujrmone_rec,2f-C4;SS=M; 5.20; 1.11 
408683; R58665; Hs.46847; TRAF and TNF receptor-associated protein; Exo_endo_phos;TM=M;; 5.19; 6.25 
408657; AA782601; Hs.173328: ESTs; B56,none; 5.18; 5.47 

438746; AI8B5B15; Hs.184727; Human meianoma-associaled antigen p97 (m; transferrin ( GuanylateJdn 1 POZ.SH3; 5.17; 4.02 

43869B; AW297855; Hs.361 171; ESTs, Weakly similar to I38022 hypolheli; ripoxygerase.PLAT.none; 5.16; 2.91 

442200; AW590572; Hs.235768; ESTs; none.none; 5.1 1; 4.22 

418738; AW388633; Hs.6682; solute carrier family 7, {calionic amino; none.none; 5.0B; 2.71 

419088; AI538323; Hs.367688; integrin, beta 8; integrin.B.none; 5.07; 353 

414555; N98569; Hs.76422; phosphoTipase A2, group IIA (platelets, ; phos6p;TM=M;SS=Y; 5.05; 3.42 

408414; AI1 14688; Hs.193400; ESTs, Weakly similar to 21 09260A B cell ; fh3,ig;TM=Y;SS=M; 5.05; 3.41 

430407; H23551; Hs.30974; ESTs; pkInase.PBD.none; 5.03; 1.63 

427127; AW602282; Hs.22265: pyruvate dehydrogenase phosphatase; PP2C.none; 5.00; 5.14 
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452194; AI694413; Hs.373599; UbiquiMke protein FAT10??? - diubiq; none,r»ne; 4.98; 2.55 
410073; AW408163; Hs.58488; catenin (cadherin-associated prolan), a; Slalhmin,Virtcunn;SS=M; 4.97; 10.60 
409430; R21945; Hs.346735; splicing factor, arginine/sertoe-rich 5; DSPc.RhodanesB.none; 4.96; 2.87 
432841; M93425; Hs,62; protein tyrosine phosphatase, non-recept Y_phosph3tase;SS=M; 4.88; 21.69 

433470; AW960564;Hs.35131 6; ijarisrnembra^^ ^, t „„ A „ t , t ^ 

418529;AW005695; Hs.250897; TRK-fused gene;BarcL4t.Er^pkin8se,LRiURRCT.MAM^^ 4.79; 
5.47 

421425; AK001564; Hs.104222; hypothetical protein FU10702; efhand,ka2al l arf,ras,7tm_1;TM=M;; 4.75; 5.41 

414135; NM.004419; Hs.2128; dual specificity phosphatase 5; Rtodanese,DSPc,Yj>hosphatase;TM=M;; 4.74; 9.76 

417640; D30B57; Hs.B2353; protein C receptor, endothelial (EPCR); none;TM=M;SS=M; 4.73; 4.6B 

430830; AW269920; Hs.2621 ; cyslalin A (stefin A); cystalin;TM=M;; 4.66; 5.61 

452239; AW379378; Hs.356289; protein tyrosine phosphatase, receptor t; none,none; 4.63; 6.62 

427333; AF067797; Hs.176658; aquaporin 8; MIP;TM=Y;SS=M; 4.63; 0.80 

431890; X17033; Hs.271986; integral, alpha 2 (CD49B, alpha 2 subimi; vwa,integriiUV,FG-GAP;TM=Y;SS=M; 4.58; 1 1.38 

428065; AI634046; Hs.15731 3; ESTs; ICE_p20,DEO,ICE_p10.lCE_p20,DED; 4.55; 4.51 

428582; BE336699; Hs.185055; BENE protein; none;TM=Y;SS=M; 4.54; 8.76 

416224; NNL002902; Hs.79088; reliculocalbin 2. EF-hand calcium bindin; efhand;SS=M; 4.54; 19.57 

450055; BE047394; Hs.8208; ESTs. Weakly similar to S71512 hypotheti; ABCJran^C_nrcmbrane,lg.MHCJI_beta,S^^^ 4.49; 10.47 

414987; AA524394; Hs.294022; hypothetical protein FU14950; SH2;TM=M;; 4.41; 7.27 
447232; AW499834; Hs.327; interleukin 10 receptor, alpha; none;TM=M;SS=M; 4.41; 10.25 
433208; AW002834; Hs.24095; ESTs; arf.Ca_channel_B.SH3; 4.39; 1 Z14 
403208; ; ; Target Exon; tectln_c,none; 4.37; 0.76 

440486; BE243513; Hs.7212; hypothetical protein PP1044; LRR,PMD_DAPIN,AAA,CARD,NB-ARC;NA;NA; 4.36; 10.34 

414278; AA3301 16; Hs.355B77; Human glucose transporter pseudogene; none,none; 4.35; 7.95 

424833; NM03894; Hs.153405; period (Drosophila) homolog 2; PAS;SS=M; 4.34; 6.23 

422573; AW297985; Hs.295726; integrin. alpha V (vitronectin receptor. FG-GAP.integrin_A.none; 4.32; 5.85 

418721; NM02731; Hs.87773; protein kinase. cAMP-dependent, catalyti; pkinase,pkinase_C;SS=M; 4.31; 109 

412330; NMJW5100; Hs.788; A kinase (PRKA) anchor protein (gravin) ; none;TM=M;; 4.25; 1Z74 

421939; BE169531; Hs.109727; TAK1-binding protein Z WAA0733 protein; zf-RanBP,CUE;TM=M;; 4.25; 12.54 

414774; X02419; Hs.77274; plasminogen activator, urokinase; kringte,trypsin.planLthionins;SS=M; 4.24; 6.91 

418526; BE019020; Hs.85838; solute carrier famSy 16 (nwnocarrjoxyiic; none;TM-Y;SS=M; 4.22; 5.27 

41 5801; R24219; Hs.278443; Fc fragment of IgG. low affinity lib, re; ig;TM=Y;; 4.16; 7.22 

417886; AW067903; Hs.82772; collagen, type XI, alpha 1; Collagen.COLFl,TSPN.laminin_G,CorA;SS=M; 4.16; 9.27 

445496; AB007860; Hs.12802; development and differentiation enhancin; SH3 I ank,PH,ArfGap;TM=M;; 4.15; 23.43 

436075; BE090176; Hs.179902; transporter-like protein; none;TM=Y;SS=M; 4.14; 3.76 

414462; BE622743; Hs.301064; arfapSn 1; none.none; 4.08; 13.43 

435730; AB020635; Hs.4984; KIAA0828 protein; AdoHcyase,TrkA-N.2-HacW_DH_C;TM=M;; 4.06; 9.12 

431681; AK000378; Hs.267566; hypothetical protein FU20371; sugar_tr.TM=Y;; 4.04; 10.05 

429379, NMJH4840; Hs.200598; WAA0537 gene product; pMnase,Rl01;TM=Mn 4.00; 6.35 

429061; Y14039; Hs.195175; CASP8 and FADD-tike apoplosis regulator; lC£_p20,DED;TM=M;; 3.98; 5.66 

405203; ; ; NM_002086':Homo sapiens growth factor re; SH2,SH3;TM=W; 195; 17.71 

409335; NM_001502; Hs.53985; glycoprotein 2 (zymogen granule membrane; zona_petludda;TM=M;SS=M; 194; 0.58 

446006; NMJJ04403; Hs.13530; deafness, autosomal dominant 5; none;TM=M;SS=M; 3.89; 7.59 

413899; AF083892; Hs.75608; tight junction protein 2 (zona occhidens; SH3POZ,Guanylate_kjn;TM=M;; 3.84; 8.89 

438000; AI825880; Hs.5985; non-kinase Cdc42 effector protein SPEC2; none;TM=M;; 183; 4.22 

418054; NMJJ02318; Hs.83354; rysyloxidase-like2; SRCaiysyLoxidase;TM==M;SS=M; 3.81; 6.45 

450285; AW383256; Hs.24752; spectrin SH3 domain binding protein 1; SH3;TM=M;; 3.78; 8.49 

417141; U22662; Hs.347353; nuclear receptor subfamily 1. group H, m; hormcme_rec^f-C4;SS=M; 177; 4.22 

456376; AA663904; Hs.89862; TNFRSFIA-associated via death domain; dealh;TM=M;; 168; 4.92 

438113; AI467908; Hs.8882; ESTs; 7tm_1,none; 3.59; 1Z12 

414883; AA926960; Hs.348669; COC28 protein kinase 1; CKS;; 158; 10.93 

429952; AF080158; Hs.226573; Inhibitor of kappa light polypeptide gen; pWnase.ubia^Kh 1 Enteroto>dnJ^ 3.57; 5,10 

415088; A1077288; Hs.374374; seruin^lucocorticoid regulated kinase; none.none; 3.56; 4.60 
418478; U38945; Hs.1174; cydWependent kinase Inhibitor 2A(me; ank," 155; 4.52 

448569; BE382657; Hs.21486; signal transducer and activator of trans; SH2,STAT,STAT_bind,STATj>rot;TM=M;; 3.54; 119 

434608; AA805443; Hs.179909; hypothetical protein FU22995; none;TM=M;; 152; 9.70 

400288; X06256; Hs.149609; Integrin. alpha 5 (fibronectin receptor,; integrin_A.FOGAP;TM=Y;; 3.45; 6.44 

445350; AF0521 12; Hs.12540; r/sophosphdrpase I; abhydrolase_2;TM=hfc 3.41; 6.03 

418255; AW135405; Hs.37251; ESTs; pWnase.none; 141; 1197 

408822; AW500715; Hs.57079; Homo sapiens cDNA FU13267 fis, clone OV; PIP5K,none; 3.40; 8.97 • 

426432; AF001601; Hs.169857; paraoxonase 2; Arylesterase;TM=M;; 139; 11.24 

431629; AU077025; Hs.265B27; Interferon, alphatodudbte protein (do; none;TM=M;SS=Y; 3.39; 5.10 

414291; A1289619; Hs.13040; G protein-coupled receptor 86;7tm_1;TM=Y;SS=M; 138; 10.25 

457329; AJ634860; Hs.247043; type 1 tumor necrosis factor receptor sh; Peptidase_M1 ;SS=M; 3.38; 1178 

41 1125; AA151647; Hs.68877; cytochrome b-245. alpha polypeptide; none;TM=Y;SS=M; 3.36; 4.17 

443710; A19281 36; Hs.9691; Homo sapiens cDMA: FU23249 fis, done C; &alpha.none; 132; 20.33 

454294; AB000734; Hs.5064O; JAK binding protein; SH2;TM=M;; 131; 6.94 

408912; AB011084; Hs.48924; KIAA0512gene product; ALEX2; Armadillo_seg;TM=M;SS=M; 129; 3.07 

426728; NIUL0071 1 8; Hs.367689; triple functional domafo (PTPRF interact; SH3,ig,pkin3se,PH t spectrin,RhoGEF;TM=M;; 3.27; 14.90 

427202; BE272922; Hs.173936; interleukin 10 receptor, beta; Tissue JacJ W=Y;SS=M; 124; 4.49 

413076; U10564; Hs.75188; weel (S. pombe) homolog; pkinase;TM=M;; 124; 1Z27 

425976; C75094; Hs.334514; NG22 protein; vollage_CLC;TM=Y;SS=M; 3.23; 13.40 

417534; NMJM4998; Hs.82251; myosin IE; SH3^rryosin.head,IQ;TM=M;; 121; 15J21 

458097; AW341135; Hs.58104; ESTs; none,SH3,PID; 121; 7.34 

437928; NKUM5476; Hs.5920; UDP-Nnacetylglucosamrne-2^pirrerase/N-ec; hexokinase 1 FGGY,ROK,Epimerase_2;SS=M; 3.20; 138 
425177; AF127577; Hs.155017; nxlear receptor Interacting protein 1; none;SS=M; 119; 5.09 
416094; AW995512; Hs.225977; nudear receptor coactivator 3; none,none; 118; 4.17 

453489; AA3000S7; Hs.102000; hypothetical protein DKFZp434N185; F5_F8_type_C.pkinase.Ets.F5_F8_type_C.pkinase.Ets; 3.17; 7.88 
414914; U49844; Hs.77613; ataxia telangiectasia and Rad3 related; FAT.FATC,Pl3_PI4_kin8se;TM=M;; 116; 4.71 

412767; AA233808; Hs.286241; protein kinase. cAMP-dependent, regulato; SH17tm_2.cadrierin.GPS.IamirHn_G.EGF,laminin_EGF 3.16; 
7.19 

415662; AW972481; Hs.170610; ESTs, Highly similar to G01887 MEK Wnas; pWnase.none; 116; 7.21 
407786; AA687538; Hs.38972; tetraspan 1; transmembrane4;TM=Y;SS=M; 115; 2Z66 
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437175; AW96B078; Hs.87773; protein kinase. cAMP-dependent, caiatyti; pkinase.pkinase_C l none; 3.14; 11.72 

409270; BE090051; Hs.23120; PIST; fn3,pkinase,PD2DUF139;TM=Y;SS=M; 3.09; 7.81 

419591; AF090900; Hs.91393; Homo sapiens cDNA: FU21887 lis, done H; PDZ,L27;TM=M;; 3.06; 5.46 

447225; R62676; Hs.17820; Rho-associated, coiied-cofl containing p; PH,pWnase,HR1,none; 3.04; 13.05 

412692; AF044288; Hs.74515; aryl hydrocarbon receptor nuclear trans!; HLH.PAS.PAC;TM=M;; 295; 12.28 

409274; NMJJ03930; Hs.52644; SKAP55 homologue; SH3.PH;SS=M; 290; 14.62 

417707; AL035786; Hs.82425; adln related protein 2/3 complex, subun; none;TM=M;; 2.90; 1 1.00 

427045; H86504; Hs.173328; protein phosphatase 2, regulatory subunr; B56;TM=M;; 2.89; 6.12 

431 177; NM.003304; Hs.2506B7; transient receptor potential channel 1; ion_trans.ank;TM=Y;; 2.89; 6.53 

443426; AF098158; Hs.9329; chromosome 20 open reading frame 1; none;TM=M;; 2.87; 9.18 

418546; AA224827; ; gb:nc32g04.s1 NCI CGAP_Pr2 Homo sapiens ; vwa.tnlegrinJV.FG-GAP.none; 2.86; 9.94 

446668; W58353; Hs.2851 23; Homo sapiens mRNA full length insert cDN; NDK,PH.OxysteroLBP;SS=M; 2.85; 14.25 

454080; AI19971 1; Hs.576; fucosidase, alpha-U 1, Bssue; AIphaJJucos;TM=M;SS=M; 2.81; 28.84 

432874; W94322 Hs.279651; melanoma inhibitory activity; SH3;TM=M;SS=Y; 2.80; 10.53 

433000; U26710; Hs.3144; Cas-Br-M (murine) ectroptc retroviral tr,zf-C3HC4 l UBA,CbLN,Cbl_N2 1 Cbl_N3;; 2.77; 10.93 

444488; AW1 92879; Hs.355660; ancient conserved domain prolein 4; none,none; 2.77; 12.58 

417904; AI750762 Hs.82911; protein tyrosine phosphatase type tVA, m; Y_phosphatase.DSPc;TM=M;; 2.76; 12.78 

425204; NO02436; Hs.1861; membrane protein, pabnitoylated 1 (55kD); SH3,PDZ,Guanylate_kin;SS=M; 2.74; 5.71 

419262; AA834664; Hs.29131; nudear receptor coactivator 2; PAS.2f-C2H2.SET; £73; 1250 

410793; AW581906; Hs.66392; intersect 1 (SH3 domain protein); SH3,efhand,C2,PH,RhoGEF,M;SS=M; 2.73; 9.84 

446081; AA972412; Hs.13755: f-box and WT>40 domain protein 2; WO40.F-box,Ribosomal_U4;TM=M;; 2.71; 12.29 

414443; AU077268; Hs.76144; plateleWerived growth factor receptor,; ig,pklnase;TM=Y;; 2.71; 10.53 

452683; A1089575; Hs.374574; progesterone membrane binding protein; hcmeobox,none; 2.68; 12.53 

423533; NM 014339; Hs.129751; InterleuWn 17 recepton none;TM=Y;SS=M; Z67; 8.59 

422627; BE336857; Hs. 1 1 8787; transforming growth factor, beta-induced; FasctcIin,ABC_tran^BC_membranB,GTP_EFTU;TM=M;SS=M; 2.67; 1222 

453915; AA588721; Hs.12284; rfbosomal protein L44; nonej-box; 265; 6.38 

416810; AF035606; Hs.80019; programmed cell death 6; efhand;TM=M;; 2.61; 13.89 

439658; AA332057; Hs.6639; hypothetical protein MGC15440; none;TM=M;SS=M; 2.58; 10.19 

449924; W30681; Hs.146233; Homo sapiens cDNA: FU22130 fis, clone H; SH3,none; 256; 19.04 

412926; AI879076; Hs.75061; macrophage myristoylated alanine-rich C ; MARCKS;SS=M; 2.55; 14.99 

439237; AW408158; Hs.318893; ESTs, Weakly similar to A475B2 gr, Furir*,plunase,Recep_l^domain l YLP,none; 252; 14,71 

409098; AA132672; Hs.7984; pleckstrin homology. Sec7 and coiledfcoi; PH.Sec7;TM=M;; 2.51; 14.51 

413040; AA19333B; Hs.12321; sodium calcium exchanger, Na„Ca_Ex;TM=Y;SS=M; 249; 9.28 

422070; AF149785; Hs.111126; pituitary twior-transfofming 1 interacti; TCTP;TM=M;SS=Y; 2.45; 1249 

452289; BE568205; Hs.28827; mitogen-activated protein kinase kinase ; pkinase;TM=Mn 244; 6.68 

427657; AV652249; Hs.180107; polymerase (DNA directed), beta; none;TM=M;; 243; 7.97 

446287; BE247683; Hs.14611; dual spedfidty phosphatase 11 (RNA/RNP; DSPc;SS=M; 2.41; 9.51 

410017; AW952426; Hs.109438; Homo sapiens done 24775 mRNA sequence; none,none; 241; 14.01 

424756; AYV504657; Hs.152931; lamin B receptor; ERG4_ERG24,FKBP;TM=Y;; 240; 5.98 

4475B0; AI953360; Hs.88201; ESTs; none.none; 236; 1 1.63 

426276; AW881411; Hs.169078; hypothetical protein FU23018; hormorejec,zf-C4;TM=M;; 234; 13.34 
424441; X14850; Hs.147097; H2A histone family, member X; histone,CBFD_NFYB_HMF;; 233; 1217 
429623; NM 005308; Hs.211569; G protdivcoupied receptor kinase 5; pWnase.RGS;TM=M;; 2.32; 15.80 
439866; AA280717; Hs.6727; Ras-GTPase activating protein SH3 domain; rrm.NTF2;TM=M;; 2.32; 1248 
453648; W21493; Hs.28329; hypothetical protein FU14005; none,none; 231; 13.19 
443951; F13272; Hs.356835; ferrifin, light polypeptide; PAP22.Oaudin.none; 231; 8.51 
453327; AW500180; Hs.356109; tryptophanyWRNA synthetase; rrm,vwa.FG^AP; 230; 13.02 
439256; AA322302 Hs.183302; PCTAIRE protein kinase 2; nonejione; 226; 10.36 

424467; AI929392; Hs.350026; DnaJ (Hsp40) homdog, subfamily B, membe; DnaJ,pkinase 1 UBA,pkinase_C;SS=M; 2.26; 11.82 

426440; BE382756; Hs.169902; solute carrier family 2 (facilitated glu; sugar JnTM=Y;SS=M; 2.26; 1254 

456607; AI660190; Hs.106070; cycRn-dependent kinase inhfoitor 1C {p5; CDl;TM=Mp, 225; 13.11 

423960; AA164516; Hs.136309; SH3<»ntaining protein SH3GLB1; SH3,none; 2.20; 20.05 

424058; AL121516; Hs.138617; thyroid hormone receptor tnteractor 12; HECT,WWE;TM=M;; 220; 13.38 

446544; NMJJ03272 Hs.15791; transmembrane 7 superfamlly member 1 (up; none;TM=Y;SS=M; 218; 15.6B 

411218; H46440; Hs.180628; dynamln 1-fike; dyr^_2dynamm.GED^one; 2.18; 13.83 

414721; X90392, Hs.77091; ribosomal protein L10; Exo_erxioj)hos.RbosoTnal_L108A^ltransferase I SCP;TM=M;SS=M; 214; 11.24 

421759; AA027968; Hs.107979; small membrane protein 1; none;TM=Y;SS=M; 214; 14.03 

416240; NNL001981; Hs.79095; epidermal growth factor receptor pathway; efhand,DUF164;TM=M;; 213; 1286 

435521; W23814; Hs.6361; mitogen^cGvated protein kinase kinase ; none.none; 212 11.08 nthLTiLi; 
409340; BE174629; Hs.321130; hypothetical protein MGC2771; aaj>erme8ses 1 pyridaxaljleC,bTOn^ 
21214.05 

453064; R40334; Hs.89463; potassium large conductance caWunwdi; none,none; 212 8.96 

409223; AA312572 Hs.362852 phospnoinositide-3-kin3se, regulatory su; SH2SH3,RhoGAP,none; 208; 11.60 

414482 S57498; Hs.76252 endotheBn receptor type A; 7tm_1;TM=Y;SS=M; 206; 14.23 

414496; W73853; Hs.355424; ESTs; pklnase/5J8_type^C,adrLshorUione; 2.05; 13.45 

450455; AL1 17424; Hs.25035; chloride intracelluiar channel 4; noneJNF; 205; 19.04 

449906; NM.005638; Hs.24167; synaptobrevtn-like 1; synaptobrevln.NTF2TM=Y;; 204; 1134 

422112 BE540240; Hs.1117B3; Lsm1 protein; Sm.BAG;SS=M; 203; 1260 

434935; BE561824; Hs.273369; uncharact^dhematopc^ttostem/proge; none;TM=M;; 202; 10.52 

433427; AI816449; Hs.171889; cholinephosphotransferase 1; SH2C0P-OH_P^transf;TM=M;; 202 16.87 

410850; AW362867; Hs.302738; Homo sapiens cDNA: FU21425 fis, done C; Suhate_transp.STAS.HMG_box; 202, 9.37 

440481; AA182907; Hs.7200; Homo sapiens, done MGG16714, mRNA. com; pkinase.RCCI ;TM=M;; 202 1231 

434645; AF255303; Hs.112227; mernbrane-assodated nucleic add binding; zf-CCCH,gpdhAdeno^ElB_55K.2f-C3HC4;TM=M;; 200; 9.15 

410113; AW996564; Hs.250824; Homo sapiens cDNA: FU23435 fis. done H; pWnase.none; 1.99; 10.64 

414636; AL120259; Hs.76691; stannln; none;TM=M;SS=Y; 1.95; 7.72 

408176; AK001 553; Hs.43436; adenytate kinase 3 alpha like; adenytateklnase,none; 1.95; 14.95 

422690; AU077275; Hs.119222; suppression of tumorigenidty 13 (colon ; TPR;TM=M;; 1.94; 10.91 

427881; BE538296; Hs.323834; cytochrome c oxidase subunit Va; none.GKAP; 1.93; 20.57 

433387; L76528; Hs.3260; presenilin 1 (Alzheimer disease 3); PreseniBn.7tm_3^xidored_q5_N;TM=Y;; 1.92 1258 

453938; AF082569; Hs.36794; WypecydWnteracfing protein 1; B56;TM=M;; 1.90; 1274 

433592 NMJJ04642 Hs.3436; deleted in oral cancer (mouse, homotog) ; none;TM=M;; 1 .89; 23^7 

447791; BE241859; Hs.19575; CGI-11 protein; V-ATPase_H^rmadiIlo_seg;TM=M;; 1.88; 1282 

426359; AA376409; Hs.10862 Homo sapiens cDNA: FU23313 fis, done H; adenylatekinase.none; 1.88; 14.95 
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432650; D00860; Hs.56: phosphoribosyl pyrophosphata synthetase ; none,none; 1.88: 12.70 

424250; AF073310; Hs.143648; insulin receptor substrate Z PH,IRS;TM=M~ 1.86; 19.50 

424482; BE268621; Hs.149155; voltagtHiependent anion channel 1; Eukj»rin;SS=M; 1.85; 11.29 

425335; BE394327; Hs.296267; folfistaMke 1; e^hand,kazal.a^^,ras t 7tm_1;T^4=M;; 1.85; 13.62 

426122; NMJW6925; Hs.1 66975; splicing factor, argiriine/serine-rich 5; rrm;SS=M; 1.83; 10.88 

451579; AW607731; Hs.26670; Human PAC clone RP3-515N1 from 22q1 1.2-q; kringJe;TM=Y;SS=M; 1.83; 20.35 

428901; AI929568; Hs.146668; K1AA1253 protein; 7tm„2,UPF0073.TMS_TDE;TM=Y;SS=M; 1.83; 19.00 

453963; AA040311; Hs.28959; ESTs; pkinase^ctivin_recp,none; 1.82; 15.25 

417414; M434589;Hs.367676;dUTPrjyrophosphatase;dlJTPase 1 KRABn 1.81; 14.20 

414521; 028124; Hs.76307; neuroblastoma, suppression of tumorigeni; DAN;TM=M;SS=M; 1.81; 22.29 

425356; BE244879; Hs.155939; inositol pdyphosphate-5-phosphatase. 14; Exo_endo_phos,SH2;TM=M;; 1.80; 18.30 

417733; AL04B678; Hs.82503; Ksapiens mRNAfor ?UTRof unknown prot; none;NA;NA; 1.80; 6.28 

424805; AF230904; Hs.153260; c-CbWnteracting protein; SH3;TM=M;; 1.80; 11.99 

420747; BE294407; Hs.99910; phosphofructokinase, platelet; PFK;TM=Mr, 1.79; 25.25 

416819; U77735; Hs.80205; pim-2 oncogene; pkinase;SS=M; 1.78; 15.25 

437708; AB033020; Hs.5801; WAA1194 protein; LRR,Exo_endo_phos;TM=M;; 1.77; 11.11 

439877; H39685; Hs.258730; tryptase beta t; pkinase;SS=M; 1.77; 21.91 

440256; U23841; Hs.18851; hypothetical protein FU10875; none.UBA.UBX; 1.76; 12.95 

425367; BE271188; Hs. 155975; protein tyrosine phosphatase, receptor t; none;TM=M;SS=Y; 1.76; 21.01 

414703; BE243877; Hs.374366; ATPase, Na? transporfing, beta 3 polypep; Na_K-ATPase;TM=Y;SS=M; 1.75; 20.03 

443693; AI344782; Hs.349261; DnaJ (Hsp40) homriog, subfamity C membe; rrm,DnaJ 1 TPR;TM=M;; 1.75; 13.29 

437412; BE069288; Hs.34744; Homo sapiens mRNA; cDNA DKF2p547C136 (fr; ABC_tran.GTP_ERU^BC„membrane.none; 1.75; 8.75 

413796; AW408094; Hs.75545; InterleuHn 4 receptor; fh3,granulin;TM=M;SS=M; 1.74; 14.73 

438438; AA257992; Hs.50651; Janus kinase 1 (e protein tyrosine kinas; pkinase,SH2,adenylatekinase^one; 1.73; 24.10 

429655; U48959; Hs.211582; myosin, tight polypeptide kinase; pidnase.frrt.tg.none; 1.73; 31.59 

421456; AW579842; Hs.104557; hypothetical protein FU10697; zf-C2H2.EXJF18.efhand,C2,PI-PLC-Y l Pi-PLC-X;TM=M;; 1.73; 16.87 
444252; R21135; Hs.54985; ESTs; none,none; 1.71; 10.40 

442819; BE622721; Hs.284275; Homo sapiens PAK2 mRNA, complete cds; none.pldnase.PBD; 1.69; 14.02 
447918; A) 129320; Hs.115175; ESTs, Highly similar to JC581 8 gamma-act; pkinase.SAM.none; 1.69; 17.14 
429279; AB018271; Hs.198689; KIAA0728 protein; Myosin.tai1 l efhand^pectrtn,GAS2,Myosin_tafl; 1.68; 14.21 
45044O; AB024334; Hs.25001; tyrosine ^monooxygenase/tryptophan 5-mo; 14-3-3;TM=M;; 1.67; 24.67 
41 3423; AU076684; Hs.75350; vincunn; Vinculin.none; 1 .65; 29.28 

420972; AW814616; Hs.31431; hypotheteal protein FU12171; Fructosamtn_km;SS=M; 1.65; 10.75 

416884; M60484; Hs.80350; protein phosphatase 2 (formerty 2A), cat; Metaflophos;SS=M; 1.63; 24.55 

436719; Y1 11 92; Hs.5299; aldehyde dehydrogenase 5 family, member ; DpocaTin,atdedh 1 ubiquitln 1 lRK:SS=M; 1.61; 11.20 

419223; X60111; Hs.1244; C09 antigen (p24); transmembrane4;TM=Y;SS=M; 1.61; 14.93 

41 4176; BE140638; Hs.75794; EDG-2 (endotheBal differentiation, lys; 7tm_1,CRCB;TM=Y;; 1.61; 8.03 

431476; BE612705; Hs.256697; histidine triad nucleotidfrbindlng prate; H1T;SS=M; 1.60; 24.37 

412347; AW970026; Hs.73818; ubiquinol-cytochromec reductase hinge p; UCRJiinge.G-atpha,arr,TM=M;; 1.59; 18.09 

423804; AW403448; Hs.1706; Interferon-sfimulated transection fact; IRF,zf-C3HC4,IBR,zf-RanBP;TM=M;; 1.59; 10.99 

426552; BE297660; Hs.170328;rnoesto;BandJ1,ERM,pkinase.lW^ 158; 25.97 

428216; M18468; Hs.183037; protein Wnase, c^^ependenL n^ufato; ctW^ 1.56; 10.58 

421251; Z28913; Hs.102948; enigma (UM domain protein); UM,PDZ;SS=M; 1.56; 13.51 

448581; NM 002709; Hs.21537; protein phosphatase 1, catalytic subunit noncnone; 1.55; 1Z33 

417098; ABQ17365; Hs.173859; frizzled (Drosophila) homolog 7; Frizzied,Fz,7tm_2,toxm._2;TM=Y;SS=M; 1.55; 13.77 

437076; AA961260; Hs.5443; BCL2-associated alhanogene 5; BAG, Hanta_nucleocap;TM=M; ; 1.54; 10.93 

426653; AA530892; Hs.171695; dual specificity phosphatase 1; Rhodanese.OSPc,Yj}hosphatase;TM=M;; 1.54; 11.88 

421143; AB024536; Hs.102171; iirirrwrwglobutin superfamily containing la; ig ,LRR»LRRNT,LRRCT;TM=M;SS=M; 1.53; 23.05 

414457; AW514320; Hs.76159; ATPase. H transporting, lysosomal (vacuo; pWnase^TP^ynLC^ione; 1.53; 32.59 

414382; AW380339; Hs.8068; hematopoietic PBX-interacting protein; M;TM=M;; 1.52; 8.66 

450998; BE387614; Hs.2S797; splicing factor 3b, subunit 4, 49kD; rrm;TM=M;; 1.52; 11.74 

402705; ; ; acfivator of S phase kinase; AhpC-TSA;TM=M;SS=M; 1 .51; 26.85 

426268; AF083420; Hs.168913; serlnerthreonlne kinase 24 (Ste20, yeast pkinase;SS=M; 1.50; 24.04 

414604; AU076649; Hs.76556; growth arrest and DNMamage-inducible 3; none;TM=M;; 1.50; 1435 

445584; AF217518; Hs.8360; PTD01 2 protein; none;SS=M; 1.49; 1Z0O 

407232; X04526; ; gb:Human fiver mRNA for beta^ubunitsig; WD40;TM=M;; 1.49; 19.32 

424206; NM 003734; Hs.198241; amine oxidase, copper containing 3 (vase; Cu_arriinej)xid,(Xamme_oxidr^ 1.48; 13.21 

458761; AF090922; Hs.152738; mitochondrial ribosomal protein L11; Er\.lumen_r^ptRibcsorr^L11,Ribc5orr^_L11_N;TM=Y;SS=H 1.48; 12.50 
426340; Z97989; Hs.169370; FYN oncogene related to SRC, FGR. YES; BNR,SH2,SH3,pldnase;TW=Y;SS=M; 1.48; 17.75 
414166; AW888941; Hs.75789; N-myc downstream regulated; DEAD,heteej;,rmi,Ndr,CysJmo^ 

beta,DUF139,TPRDSPc,tspJ.RTjosonTatS21,rvp;TM=M;; 1.46; 20.47 
452516; AA058630; Hs.29759; RNA POLYMERASE I AND TRANSCRIPT RELEASE ; none;SS=M; 1.46; 12.72 
414240; AL046742; Hs.75842; dual-specificity tyrosine-(Y)#osphcryl; pkinase;SS=M; 1.45; 14.38 
420532; AA248016; Hs.1941 10; hypothetical protein PRO2730; pkmase,WD40;SS=M; 1.43; 13.92 
402575; ; ; Rho GTPase activating protein 1; PAP2;T^Y;SS=M; 1.43; 13.71 
414765; X07854; Hs.77269; guanine nucleotide binding protein (G pr, G-alpha,arf;TM=M;; 1.41; 24.62 
448423; BE390905; Hs.21198; translocase of outer mitochondrial membr; TPR;TM=M;SS=M; 1.41; 10.70 
422587; AI879352; Hs.1 18625; hexoWnase 1; hexrjkInase*exddnase2;TM=l\fc 1.41; 19.31 
415995; NM.004573; HS.355B8B; phospnoRpase C. beta 2; C2.PI-PLC-Y,P»-PLC-X;TM=M;; 1.40; 1 1.21 
446108; AL036595; Hs.42322; A kinase (PRKA) anchor protein 2; Paratemmin;TM=M;; 1.40; 13.98 
427721; AI582843; Hs.180455; RAD23(S. cerevfciae) homotog A; ubtquitin,UBA.integrin_B;SS=M; 1.39; 15.01 
417891; W79410; Hs.82887; protein phosphatase 1, regulatory finhib; none;TM=M;; 1.39; 15.97 
427373; AB007972; Hs.130760; myosin phosphatase, target subunit 2; ank;TM=M;; 1.39; 14.49 
446334; U52427; Hs.14839; polymerase (RNA) ll (DNA directed) polyp; 

COX8,SHMT,MtF.GST C.EF1G domain,GSTJ|S1,Fz,Frrzzled,calr^ 
447042; AB035863; Hs.182217; succinate-CoA Ugase, ADP-forming, beta ; ngase-CoAATP-gr3sp,Zp,CPSase_L - D2,GARS_B;TMnY;SS=M; 1.37; 11.37 
427705; A1870421; Hs.180394; signal recognition particle 14kD (homolo; SRP14.TNFRj£;SS=M; 1.37; 22.05 
425969; AW576265; Hs.301763; KIAA0554 protein; SH3,FCH,HR1;TM=M;; 1.37; 13.68 
433572; AL046859; Hs.3407; protein kinase (cAti/P-dependent, catatyli; PK1;SS=M; 1.35; 1Z43 

410597; W16518; Hs.279518; amyloid beta (A4) precursor-like protein; Kurutz^BPTI^4_EXTr^O)pr{)gen_oxidas;TM=Y;SS=M; 1.35; 2254 
418424; Y13622; Hs.85087; latent transforming growth factor beta tr, EGF,TB,spidertoxin,granulin^F - receptor;SS=M; 1.34; 1Z09 
442603; AL035719; Hs.303091; pleckstrin homology, Sec7 and coiled/coi; PH,Sec7;TM=M;; 1.34; 11.40 
418043; AW377752; Hs.83341; AXL receptor tyrosine kinase; fh3,ig,pkinase;TM=Y;SS=M; 1.31; 10.79 
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439278; AF077046; Hs.6518; ganglioside expression factor 2; MAP1J£3.aminotran_3;TM=M;; 1.31; 15.89 
425875; AU077333; Hs.1 60483; erythrocyte membrane protein band 7.2 (s; PBP,Band_7;TM=M;; 1.31; 17.93 
407744; AB020629; Hs.38095; ATP-binding cassette, sub-family A (ABC1; ABCJran,PRK;TM=Y;SS=M; 1.29; 10.95 
420679; X57152; Hs.99853; fibrillarin; CKJLbeta.nbn1larin,WD40;TM=M;; 1.29*. 18.69 
427397; AI929685; Hs.177656; calmodulin 1 (phosphorylase kinase, delt; ethand,RmaAD;SS=M; 1.29: 15.68 
424561; M29551; Hs.151531; protein phosphatase 3 (formerly 2B), cat; Meta!!ophos;TM=M;; 1.28; 13.39 
428950; BE311879; Hs.194673; phosphoprotein enriched in astrocytes 15; DED;TM=M;; 1.27; 11.15 
440820; AL031846; Hs.356416; plakophifin 4; none,none; 1.26; 10.65 
448153; Y10805; Hs.20521; HWT1 (hnRNP methyltransferase, S. cerevi; NusG;SS=M; 1.25; 12.07 
447386; NM 006289; Hs.375001; KIAA1027 protein; BandJ1,l_LWEQ^polipoprotein > !RS;SS=M; 1.22; 10.65 
433053; BE301909; Hs.279952; glutathione S-transferase subunit 13 horn; HCCA.isomerase;TM=M;; 1.20; 15.78 
440708; AF038962; Hs.7381; voltage-dependent anion channel 3; Eukj)orin,EnterdoxiruA,PH04,none; 1.20; 14.06 
417069; AA442192; Hs.374980; cytochrome c oxidase subunit V111; COX8,SH(vrr,MIF,GSTj;,EF1Gjtomain,GST^^ 
1.18; 16.91 

402559; ; ; Rho GTPase activating protein 1; PAP2;TM=Y;SS=M; 1.16; 15.49 1 

426636; BE242634; Hs.2055; ubiqulUn-adivating enzyme E1 (A1S9T an; ThiF,UBACT;TM=M;; 1.14; 10.99 

428773; BE256238; Hs.193163; bridging integrator 1; BAR,SH3;SS=M; 1.14; 11.38 

406906; Z25424; ; gb:H.sapiens protein-serine/threonine Id; none,none; 1.13; 12.97 

443932; AW888222; Hs.9973; tensin; SH2,WW,PID,none; 1.07; 15.41 

421996; AW583807; Hs.1460; glucagon; hormone2;SS=M; 59.35; 1.61 

414998; NMJJ02543; Hs.77729; oxidised tow density lipoprotein (lectin; lectin_c;TM=Y;SS=M; 22.96; 4.57 

442573; H93366; Hs.7567; branched chain aminotransferase 1, cylos; ammotran J.none; 21.41; 1.15 

451035; AU076785; Hs.430; piastin 1 (I isoform); efhand.CHAJaptin_N;SS=M; 19.25; 3.53 

408243; Y00787; Hs.624; Interleukin 8; HLH,PAS,tL8;TM=M;; 15.53; 4.34 

421340; F07783; Hs.1369; decay accelerating factor for complement; sushi;SS=M; 14,84; 19.59 

422260; AA315993; Hs.105484; regenerafing gene type IV; lectin_c;SS=M; 14.71; 2.89 

430280; AA361258; Hs.237868; interleukin 7 receptor; fnlnone; 14.28; 11.47 

412116; AW402166; Hs.784; EpsteifvBarr virus induced gene 2 (lymph; 7tmJ;TM=Y;SS=M; 12.71; 12.56 

451820; AW058357; Hs.199248; ESTs; 7tmJ;TM=Y;SS=M; 10.18; 2.67 

418693; A1750878; Hs.87409; thrombospondin 1; EGF.tspJ.vwcTSPN.tsp.SiSS^ 9.72; 6.94 

448105; AW591433; Hs.298241 ; Transmembrane protease, serine 3; lcfljecepLa,trypsin;TM=Y;SS=M; 9.67; 4.06 

456266; 129073; Hs.198726; cold shock domain protein A; 7tm_2.HRM,CSD;TM=Y;SS=M; 9.62; Z36 

413095; AA494359; Hs.3071 5; potassium votlage-gated channel, Isk-rel; none,START; 9.15; 2.18 

417933; X02308; Hs.82962; thymidylate synthetase; thymidytaLsynt,MR_MLE,MR_MLE_N;SS=M; 197; 5.01 

433334; AI927208; Hs.231958; matrix metaBoproteinase 28; PeptidaseJMO.none; 8.71; 4.28 

418030; BE207573; Hs.83321; neuromedin B; Bombesin;TM=M;SS=Y; 8.38; 1.55 

433437; U20536; Hs.3280; caspase 6, apoptosis-related cysteine pn ICE_p10,ICE_p20;SS=M; &31; 4.23 

449523; NMJJ00579; Hs.54443; chemokine (C-C motif) receptor 5; 7tmJ;TM=Y;SS=M; 8.26; 5.49 

428513; BE220806; Hs.184697; Homo sapiens done 23785 mRNA sequence; PSl^one; 8.13; 13.28 

449444; AW818436; Hs.351 306; solute carrier family 16 (monocarboxytic; none;TM=Y;SS=M; 7.89; 7.00 

453459; BE047032; Hs^57789; ESTs; none^one; 7.40; 0.60 

436729; BE621807; Hs.351316; transmembrane 4 superfamily member 1; none;TM=Y;SS=M; 7.29; 5.78 
426761; AIQ15709; Hs.172089; PORIMIN Pn>oncosls receptor inducing me; none;TM=Y;SS=M; 7.25; 7.22 

426158; NM 001982; Hs.199067; v-erb-b2 avian erythroblastic leukemia v; Furirhlike,ptanase.RecepJ^doni^ 7.13; 3.97 

419968; X04430; Hs.93913; interleukin 6 (interferon, beta 2); 1L6;SS=Y; 6.93; 3.43 

457133; M54968; Hs.351221; v-Kkas2Kirsten rat sarcoma 2 viral on; ras.tdh;SS=M; 6.90; 2.85 

420344; BE463721; Hs.97101; putafive G proteitwoupled receptor; Methyltransf_5;TM=Y;SS=M; 6.88; 110 

417874; BE618160: Hs.82829; protein tyrosine phosphatase, noiwecept Y_phosphatase;TM=Y;; 6.42; 2.26 

427969; NMJJ01963; Hs.2230; epidermal growth factor (betfrurogastron; EGF,ldljecepLb.EB;TM=M;SS=M; 6.37; 1.07 

430396; D49742; Hs.241363; hyaluronarvbinding protein 2; ar^oeatraU5,EGF,lmng1e 1 trypsin,NebuIin I UM;SS=M; 5.77; 1.24 

427557; NM_002659; Hs.179657; plasminogen activator, urokinase recepto; UPAR_LY6,ET,PLA2_inh;SS=M; 5.71; 3.83 

418283; S79895; Hs.83942; cathepsin K (pycnodysostosis); Peptidase_C1;SS=M; 5.59; 3168 

458471; AV648509; Hs.194240; ESTs; none,none; 5.23; 1.05 

433470; AW960564; Hs.351316; transmembrane 4 superfamily member 1; none;TM=Y;SS=M; 4.88; 4.60 
433293; AF007835; Hs.32417; hypotheticat protein MGC4309; none;TM=M;; 4.56; 4.96 
410867; X63556; Hs.750; fibrillin 1 (Marfan syndrome); EGF,TB,wntEB,TIL;SS=M; 4.32; 26.87 
417512; X76534; Hs.82226; glycoprotein (transmembrane) rtmb; PKD;TM=Y;SS=M; 4.26; 9.04 

414825; X06370; Hs.77432; epidermal growth factor receptor (avian ; Furir^ike.pkinase 1 Recep^domain;TM=M;SS=M; 3.94; 1.16 

439180; AI393742; Hs.199067; v-erb-b2 avian erythroblastic leukemia v; Finin-like,rjkinase,Recep J^doma^ 3.76; 121 

419508; AW997938; Hs.90786; ATP^Inding cassette, sub-family C (CFTR; ABC_tran^C_rnembrane;TM=Y;SS=M; 3.47; £24 
419749; X73608; Hs.93029; sparcrosteonecfin, cwcv and kazaWike d; kazallhyrogtobuGnJ^M; 3.37; 7.10 
436576; AI458213; Hs.77542; ESTs; 7tmJ,DnaJ; 3.15; 3.27 
428093; AW594506; Hs.104830; ESTs; none^one; 2.81; 3.40 

459683; AI674906; Hs.199460; gb:wc73TO2jtt NQ.CGAP.Panl Homo sapiens; none;TM=Y;; 2.77; 1.36 
414443; AU077268; Hs.76144; pJateleWerived growth factor receptor,; ig,rjkinase;TM=Y;; 2.71; 10.53 
430451; AA836472; Hs.297939; cathepsin B; Peptaase_C1.pro.isomerase;SS=M; 128; 14.59 

428953; AA30661O; Hs.3481 83; tumor necrosis factor receptor superfami; 6()s_nT)osomal,Ribosomai_L10 l TNFK-c5,DEAD;; 2.21; 6.33 
435496; AW840171; Hs.265398; PAR-6 beta; none,none; 2.17; 2.00 

418641; BE243136; Hs.86947; a dlslntegrin and metaltoprotetnase doma; a1sintegrm,Reprorysm,Pep_M12B_propep,EGF;T(v^Y;SS= 1 .91; 1106 

414521; D2B124; Hs .76307; neuroblastoma, suppression of tumorigeni; DAN;TM=M;SS=M; 1.81; 22.29 

419452; U33635; Hs.90572; PTK7 protein tyrosine kinase 7; ig,pkinase;TM=Y;SS=M; 1.52; &40 

452795; AW392555; Hs.18878; hypothetical protein FU21620; 20G-Fe!l_Oxy;TM=M;; 1.49; 129 

432199; A1693815; Hs.127179; cryptic gene; none;TM=M;SS=M; 1J23; 1.60 

453966; BE148734; Hs.63325; transmembrane protease, serine 4; trypsln,ldLrecepLa.none; 1.X; 3.92 

445418; AW139377; Hs.127179; cryptic gene; none,none; 1.00; 2.45 

451106; BE382701; Hs.25960; N-MYC oncogene; HlH,Myc_NJerm;TM=M;; 1.00; 1.87 

447993; AW139525; Hs.170362; ESTs; none.none; 1.00; 1.30 

TABLE 42B 

Pkey: Unique Eos probeset identifier number 
CAT number. Gene cluster number 
Accession: Genbank accession numbers 



535 



WO 03/042661 



PCT/US02/36810 



Pkey CAT Number Accession 

406685 0.0 M1B728 

414087 1632850J W19712BE247277 

400151 9575 21 BCO06850 U07418 NM 000249 U07343 AL574783 BI090482 BG684481 AA385302 BG196167 BI091720 BG1 95132 AI6801 06 AI457552 AA402478 

BG249688 M3471 19 BG755996 BG822578 
418546 242836.1 T59708 AA224827T59843BE15B903 

TABLE 42C 

Pkey: Unique number corresponding to an Eos probesel 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier {Gl) numbers. 'Dunham I. el aL" refers to the publication entitled The DNA 

sequence of human chromosome 22/ Dunham I. et aL, Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
Ntposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposilion 


408399 


9256268 


Minus 


63448-63554 


405102 


8076881 


Minus 


120922-121296 


403344 


8569726 


Plus 


70823-70990 


405555 


1552511 


Plus 


153405-153564,154623-154876,155272-15540 


405556 


1552511 


Plus 


163497-163623,164715-164968.165369-16550 


405204 


7230116 


Plus 


126569-126754 


406366 


9256126 


Minus 


10639-10800,10890-11023,11113-11293 


400539 


7574902 


Plus 


85594721 


403208 


7630829 


Minus 


147706-147903,148667-148804 


405203 


7230116 


Plus 


125295*125463 


402705 


8782736 


Plus 


89951-901 14,90773-90895,91 131-91261 


402575 


9884830 


Minus 


109742-109883 


402559 


9864273 


Plus 


33539-33715 



TABLE 43A: 43 genes upregulated in pancreatic cancer relative to normal body tissues 

Table 43A lists about 43 genes upregulated in pancreatic cancer relative to normal body tissues that are likely to encode proteins particularly useful for diagnostic or prognostic 
applications. These genes were selected from 59680 probesets on the Eos7ArTymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this analysis 
was expressed as average intensity (Ai), a normalized value reflecting the relative level of mRNA expression. The protein products of these genes often contain one or more domains 
indicative of have oncogenic function or of transducing intracellular signals, or of being modulatable by small molecules, pepfides, or antibodies (eg. pkinase, dealh-domain, 7tm, 
phosphatase or ion Jransporter). Certain predicted protein (tomans are noted. 

Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar accession number, GenBank accession number 

UniGenelD: UnlGene number 

Pred.ProLDomains: Certain predicted protein domains. Abbreviations used: TM, transmembrane domain; SS. signal sequence; =Y, very likely to contain; =M, likely to contain; other 

protein domain abbreviafions are from PFAM (Nucleic Acids Research, 2002, 30:276-280). 
UniGene Title: UniGene gene title 

R1 90th percentile of pancreatic cancer Als divided by the 50th percentile of normal tissue Als 

R2 90th percentile of pancreatic cancer Als divided by the 90lh percentile of normal pancreas Als, where the 15th percentile of aQ normal tissue Als was subtracted 

from both the numerator and denominator 

Pkey; ExAccn; UnlgenelD; Unigene Title; PredProtDomalns; R1; R2 

446619; AU076643; Hs.313; secreted phosphoprotein 1 (osteopontin, ; Osteopontin;SS=M; 44.95; 2.17 

421552; AF026692; Hs.105700; secreted frizzled-related protein 4; Fz,NTR;SS=M; 35.40; 29.13 

411274; NMJJ02776; Hs.69423; kaUikrein 10; lrypsin;TM=Mn 30.10; 13.59 

446921 ; AB0121 13; Hs.16530; small inducible cytokine subfamily A (Cy; IL8;SS=Y; 29.33; 16.08 

413719; BE439580; Hs.75498; small Inducible cytokine subfamily A [Of, IL8;SS=M; 24.64; 7.21 

452281; T93500; Hs.28792; Homo sapiens cDNA RJ11041 fis, done PL; TGFb_propepUde,TGF-beta,none; 23.81; 10.74 

40781 1; AW190902; Hs.40098; cysteine knot superfamily 1, BMP antagon; TGF-beta,DAN;SS=Y; 22.33; 10.20 

404682; ; ; C9001188*:gi|12738842|ref)NP_073725.1|p; none;TM=M;; 17.72; 1.40 

413554; AA319146; Hs.75426; secretogranln II (chrornogranin C); Granin;TM=M;SS=Y; 17.36; 2.01 

428392; H10233; Hs.2265; secretory granule, neuraenoocrine protei; none;TM=M;SS=M; 1682; 1.70 

408243; Y00787; Hs.624; Interteukln 8; HLH,PAS.IL8;TM=M;; 15.53; 4,34 

419216; AU076718; Hs.164021; small inducfcie(*tokine subfamily B(Cy. IL8;SS=M; 15.40; 3.70 

428242; H55709; Hs.2250; leukemia Inhibitory factor {chofinergic ; UF_OSM;SS=M; 14.85; 6.58 

421340; F07783; Hs.1369; decay acceleratmgfartorfcf coniplerr^sushi;SS=M; 14.84; 19.59 

409757; NM.00189B; Hs.123114;cystatln SN; cystatin;SS=M; 14.61; 1i75 

425071; NMJJ13989; Hs.154424; deiodinase, iodothyronine, type II; T4_deiodinase;TM=Nr,SS=Y; 14.35; 17.22 
414812; X72755; Hs.77367; monokine induced by gamma interferon; IL8;TM=M;SS=Y; 13.81 ; 7.69 
409420; Z15008; Hs.54451; laminin, gamma 2 (nicein (100xD), kalini; laminin_B,lairanin_EGF;SS=M; 13.05; 7.72 
432596; AJ224741; Hs.278461; matrinn 3; EGF,vwa;SS=M; 12.80; 951 

422109; S73265; Hs.1473; gastrin-releasing peptide; Bombesin,Defenslnj>ropep;TM=M;SS=M; 1Z79; 4.69 

421379; Y15221; Hs.1Q3982; small inducible cytokine subfamily B(Cy; IL8;TM=M;SS=Y; 11.36; £22 

429547; AW009166; Hs.99376; FGENESH predicted novel secreted protein; none.none; 10.25; 5.62 

422424; AI186431; Hs.295638; prolate differentiation factor; TGF-beta;SS=M; 9.96; 1.88 

428505; AL035461 ; Hs.2281; chrornogranin B (seaetogranin 1); Granin;SS=M; 9.40; 146 

409956; AW1 03364; Hs.727; inhibin, beta A (activin A, acilvin AB a; TGF-beta,TGFbj)ropeptide,Tub;SS=M; 9.19; 16.46 

418030; BE207573; Hs.83321; neuromedin B; Bombesin;TM=M;SS=Y; 8.38; 1.55 

452401; NMJM71 15; Hs.29352; tumor necrosis factor, atphannduced pro; Xfink,CUB;SS=M; 7.46; 4.96 
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421582; AJ910275; Hs.350470; trefoil factor 1 (breast cancer, estroge; trefoO,Gastrin;SS=M; 7.08; 21.61 

423S34; AW959908; Hs.1690; heparin-binding growth factor binding pn none;TM=M;SS=M; S.78; 12.19 

428486; AW583497; Hs.184504; pancreatic polypeptide; hormone3;TM=M;SS=Y; 6.29; 3.51 

443646; AI085198; Hs.164226; ESTs; EGF.tspJ.vwc JSPN.tsp..3,none; 6.17; 4.25 

457489; A1693815; Hs.127179; cryptic gene; none;TM=M;SS=M; 5.19; 279 

450983; AA305384; Hs.25740; EROI (S. cerevisiae)-like; none;SS=M; 5.01; 7.43 

422867; L32137; Hs.1584; cartilage oGgomeric matrix protein (pse; tsp_3,EGF;SS=M; 4.B7; 9.40 

426322; J05O68; Hs.2012; transcobalamin I (vitamin B12 binding pn CobaMn_bind;SS=M; 4.71; 1174 

414774; X02419; Hs77274; plasminogen activator, urokinase; kring!e,trypsln,planLthionins;SS=M; 4.24; 6.91 

428758; AA4339B8; Hs.98502; CA125 antigen; mucin 16; SEA;TM=Y;; 3.52; 8.43 

422048; NM_012445; Hs.288126; spondin 2, extracellular matrix protein; tspJ;TM=M;SS=M; 3.45; 7.69 

424687; J05070; Hs.151738; matrix metalloproteinase 9 (gelatinase 6; fn2,heniopexin,Peptidase_M10;SS=M; 3.43; 10.37 

417931; W95642; Hs.82961; trefoil factor 3 (intestinal); trefoi1;SS=M; 2.98; 9.65 

445417; AK001058; Hs.12680; Homo sapiens cDNA FU10196 fis. clone HE; tsp_1,Reprorysin.Pep_M12Bjjropep,nona; 2.97; 5.74 _ 
432874; W94322; Hs.279651; melanoma inhibitory activity; SH3;TM=M;SS=Y; 2.80; 10.53 
431462; AW583672; Hs.25631 1 ; granln-fike neuroendocrine peptide precu; none.none; 2.70; 1.99 

TABLE 43C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this cohimn are Genbank Identifier (Gl) numbers. "Dunham I. et al." refers to the publication entitled The ONA 

sequence of human chromosome 22." Dunham I. et ai., Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nucleotide positions of predicted exons. 

Pkey Ref Strand NLposition 

404682 9797231 Minus 40977-41150 



TABLE 44A 754 GENES UP-REGULATED IN RHEUMATOID ARTHRITIS COMPARED TO NORMAL BODY 

Table 44A lets about 754 genes up-regulated in rheumatoid arthritis. These were selected from 35403 probesets on the Affymetrix/Eos Hu01 GeneChip. 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigeneJD: Unigene number 

Unigene Title: Unigene gene title 



Pkey 


ExAccn 


UnigeneiD 


Unigene Title 


100042 


M10098 




AFFX control - HUMRGE/M10098 J 


101577 


M34353 


Hs.1041 


v-ros avian UR2 sarcoma virus oncogene h 


103353 


X89399 


Hs.1 19274 


RAS p21 protein activator (GTPase activa 


104743 


AA021157 


Hs.33619 


Homo sapiens cDNA FU20096 fis, clone CO 


104996 


AA112307 


Hs.105894 


hypothetical protein FU21919 


105437 


AA252191 


Hs^5199 


hypothetical protein 


108258 


AA063269 




gbzm02a09.$1 Stratagene corneal stroma 


109086 


AA166695 


Hs.270737 


tumor necrosis factor pgand) superfami 


109279 


AA196625 


Hs. 86080 


ESTs 


109779 


F10527 


Hs.3353 


beta-1,3-gJucuronytiransferase 1 (glucur 


111794 


R32647 


Hs.23545 


ESTs 


112531 


R69798 


Hs.29036 


ESTs 


112784 


R96306 


Hs.191290 


ESTs 


113293 


T67026 


Hs.187403 


ESTs 


115416 


AA283893 


Hs.337079 


ESTs 


116548 


D20433 




gb:HUMGS01407 Human promyetocyte Homo sa 


116565 


D45533 


Hs.129691 


hypothetical protein FU21603 


118104 


N55332 


Hs.39785 


ESTs 


119243 


T12603 




gb:CHR90123 Chromosome 9 axon II Homo sa 


119336 


T55340 


Hs.208238 


ESTs 


120101 


W95414 


Hs.55497 


EST 


120715 


AA292700 




gbzs59a06.s1 NCLCGAPJ3C81 Homo sapiens 


120872 


AA357993 


Hs.96996 


ESTs 


121010 


AA398355 


Hs.97330 


ESTs 


121509 


AA412092 


Hs.97888 


ESTs 


121722 


AA419482 


Hs.98874 


similar to proDne-rich protein 48 


122265 


AA436838 


Hs.98906 


EST 


123206 


AA489681 


Hs.102248 


Homo sapiens cDNA: FU22105 hs, clone H 


123490 


AA599723 




gb:ag1 1c07.s1 Gessler Wilms tumor Homo s 


124198 


H53099 


Hs.198271 


NADH dehydrogenase (ubiquinone) 1 alpha 


124294 


H90573 


Hs.1 02298 


EST 


125067 


T86429 


Hs.111725 


ESTs 


125153 


W38294 






125330 


AA401804 


Hs.1 14574 


ESTs 


125335 


T86620 


Hs.16230 


hypothetical protein FU20619 


125361 


T90348 


Hs.183404 


ESTs 


125439 


AA826305 




gb:PMO-LT0017-031299-001-c07 LT0017 Homo 


125535 


R17430 


Hs.22215 


secretogranin III 


125583 


R22272 


Hs.86022 


ESTs 


125590 


R23858 


Hs.143375 


Homo sapiens, done IMAGE:3840937, mRNA, 


125742 


H81181 


Hs.261023 


hypothetical protein FU20958 
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125795 


T98190 


ns./voo 


125858 


H11549 


HS.0iUbb 


125865 


H12876 


Uo 9fl97V7Q 

nS.iooU/o 


126039 


rVMOUS/ O 


Ue 1H11A9 

US. loll U£ 


126143 




nS. £00001 


126177 


H93164 


Ue i0O7Cft 


126219 


U9C<3CO 

NO 00 00 


Hs.293483 


l£0££ 1 


AI9/101GO 


Hs.1 72965 


126262 


P7Q147 
WD19/ 


Hs, 143764 


126277 


nOj 10/ 


Hs. 15441 


i toe a c 


A A/Q1 T>Q 




19fi9Q9. 


Z18870 


Hs.248121 


IZbObJ 


AI243114 


Hs.94031 


126556 


AA491325 


Hs.1 12227 


126559 


R15866 


Hs. 170263 


126609 


W87435 


Hs.1 86802 


19GC1C 


M348581 


Hs.1 34605 


126628 


AI357886 


Hs. 170994 


UObOD 


AA001527 




126861 


AA742428 


Hs. 144432 


126990 


AA215510 


Hs.1 91 650 


127017 


AA740146 


Hs.251946 


127049 


AA235966 


Hs.291811 


127209 


AA305023 


Hs.81964 


127331 


F20186 




127357 


AA452788 




1979RH 
\Cl 000 


AA404J52 


Hs.1 93326 


19797JI 


AA44872B 


Hs.312110 


197/00 


AAyb14yO 


Hs.293751 




\ATCOQQ1 


Hs.7278 


1975fl9 
l£70U£ 


AA614422 


Hs.1 83502 


197Ai47 
l£70**/ 


AIUo/2/9 


Hs.1 48410 


l£7 OOU 


A AR7T77C 
MAO/ Jf /O 


Hs.261957 


197R7R 
U/O/O 


UJl£o7 


Hs.279938 


1977/ie 

l£7/4b 


Al 239495 


Hs.1 201 89 


177Q19 


a A7/)anQ>t 
AAf4y0a4 


Hs.291434 


197P9A 
\cloiA 


AlAJoobo 


Hs.1 27811 


17701*1 


A A CH A i no 

AA811102 


Hs.303581 


19RfWlG 
IZOUUO 


A Aficocai 
AAUbobyo 


Hs.1 29908 


ittUll 


AI9X7HC7 

AI047067 


Hs.1 24636 




AA8bo7o2 


Hs.1 37024 


1 £01130 


All 2ooi 7 


Hs.1 32449 


l cO i yy 


Al 073548 


Hs.1 645 97 


UOOVO 


AI079496 


Hs.134169 


lZbooy 


AM iA^lA 

AI142639 


Hs.146662 


128410 


AA452788 




125199 


H90914 


Hs,200332 


130998 


C00810 


Hs.293981 


134409 


AA281600 


Hs.164915 


134578 


AA194724 


Hs^24137 


134644 


S83308 


Hs.87224 


100262 


D38500 


Hs^78468 


100676 


HG3044-HT3742 


Hs.287820 


100704 


HG3242-HT3419 


Hs.166110 


100787 


HG3872-HT4142 


Hs.302063 




HG4333-HT4603 


Hs.17364 


100943 


HGB80-HT880 




luuyyo 


J 03909 


Hs.1 4623 


101046 


K01160 




101371 


M13232 


Hs.36989 


101461 


M22430 


Hs.76422 


101037 


M64358 




miono 

loiyoy. 


S69265 




109100 


UZlUO 


Hs.79914 


102275 


U30998 


Hs.17752 


m99ac 
lOzzyo 


U32581 


Hs.1 68052 


102319 


U34587 


Hs.66578 


lU^ooo 


U40622 


Hs.1 50930 


102470 


U49835 


Hs.154138 


1U2544 


U57721 


Hs.1 69139 


luzoqy 


Uboloo 


102798 


U88898 




102804 


U69942 


Hs.83354 


102851 


V00532 


Hs.93907 


102852 


V00571 


Hs.75294 


102660 


X00368 




103262 


X78565 


Hs.289114 


103484 


Y08374 


Hs.75184 


103559 


Z195B5 


Hs.75774 


103658 


Z74615 


Hs,172928 


103719 


AA054109 


Hs.4273 


103876 


AA226865 


Hs.8203 


103897 


AA248870 


Hs£5058 



protsasome (prosome, macropain) 26S subu 

ESTs 

hOAT4 

p30 DBC protein 
hypothetical protein MGC4595 
hypothetical proieinFU 10546 
ESTs, Weakly similar to similar to C. el 
ESTs 

ESTs, Weakly similar to unknown [H.sapi 

Crm (Cramped DrosophilaHke 

gb:aa65d09.r1 NCLCGAP_GCB1 Homo sapiens 

G protein-coupled receptor 22 

ESTs 

membrane-associated nucleic acid binding 
lumor protein p53-binding protein, 1 
ESTs 
ESTs 

hypothetical protein MGC10946 
gb:zf56g09.r1 Soares retina N2b4HR Homo 
ESTs 
ESTs 

poly(A)-binding protein, cytoplasmic 1-1 
ESTs 

SEC24 (S. cerevislae) related gene famtl 

gb:HSPD05873 HM3 Homo sapiens cDNA clone 

gb:zv80d10.r1 SoaresJotal_fetus_Nb2HF8„ 

fibroblast growth factor receptor-like 1 

ESTs, Weakly similar to 138022 hypothet 

ESTs. Moderately simaar to TPTE_HUMAN p 

cryptochrome 2 (photolyase-iike) 

ESTs 

ESTs 

ESTs 

HSPC067 protein 

ESTs 

ESTs 

ESTs 

ESTs, Moderately similar to ALU INHUMAN A 

WAA0591 protein 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

gbzv80d10.r1 Soares_total_fetus_Nb2HF8 
hypothetical protein FU20651 
guanine nucleotide binding protein {G pr 
small nuclear RNA activating complex, p 
hypothetical protein 1 
SRY (sex determining region Y)-box 5 
postmeiotic segregation increased 24tke 
fibronectin 1 

calcium channel, voltage-dependent alph 
immunoglobutin heavy constant mu 
zinc finger protein 79 (pT7) 
gb:PM0^N001^2803OHW1-D11 SN0019 Homo 
interferon, gamma-inducible protein 30 

coagulation factor VII (serum prothrombi 
phosphoCpase A2, group IIA (platelets, 
gbiHuman rtiom-3 gene, exon. 

lumlcan 

phosphatidylserlne-spectfic phosphdipas 
K1AA0421 protein 

corticotropin releasing hormone receptor 
X-ray repair complementing defective rep 
chttinase 3-Gke 2 

kynureninase (L-kynurenlne hydrolase) 
gb:U68133 Human cell Ttne PO-06A Homo s 
gb:Human endogenous retrovirus H proteas 
lysyloxldase-Bke2 
interferon, alpha 14 
corticotropin releasing hormone 
gb:Human prolactin gene S region, 
hexabraditon (tenasdn C, cytotactin) 
chttinase oMike 1 (cartilage glycoprate 
thrombospondin 4 
collagen, type I, alpha 1 
hypothetical protein FU13159 
endomembrane protein emp70 precursor iso 
EH-domaln containing 4 
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103906 AA249437 Hs.317403 

103985 AA313880 Hs.99872 

104056 AA397529 Hs.58297 

104209 AB00O221 Hs.16530 

5 104386 H41895 Hs.144164 

104398 H53555 Hs.36790 

104422 HB6858 Hs.132909 

104561 R60100 Hs.323817 

104593 R81267 Hs.98640 

10 104643 AA004701 Hs.18978 

104673 AA007633 Hs.20010 

104681 AA009832 Hs.34500 

104711 AA017254 Hs.32794 

104812 AA034111 Hs.124187 

15 104877 AA047437 Hs.22968 

104886 AA053348 Hs.339599 

104924 AA058532 Hs.28774 

105071 AA136532 Hs.29475 

105105 AA151872 Hs.87016 

20 105203 AA195660 Hs.7882 

105317 AA233926 Hs.52620 

105617 AA280687 Hs.4069 

105707 AA291012 Hs.37617 

105754 AA302657 Hs.192028 

25 105770 AA347964 Hs.269873 

105882 AA400292 Hs.81988 

105883 M400490 Hs.334907 
105890 M400766 Hs.30512 
106080 AA418046 Hs.35124 

30 106090 M418909 Hs.169333 

106096 AA419609 Hs.170121 



106124 AA423987 Hs.7567 

106308 AA436186 Hs.30662 

106438 AA449199 Hs.21342 

35 106660 AA460936 Hs.27056 

106731 AA465657 Hs.29205 

106880 AA488889 Hs.32425 

107055 AA600152 Hs.29419 

107151 AA621169 Hs.86B7 



40 107183 C20974 Hs.12114 

107231 D59299 Hs.34727 

107490 W74158 HsJ03189 

107572 AA001903 Hs.59962 

107620 AA005039 Hs.60171 

45 107801 AA019433 Hs.285803 

107817 AA020781 Hs,60847 

107823 AA021057 Hs.60836 

107857 AA024687 Hs.61208 

rt 107882 AA025630 Hs.231967 

50 108005 AA037769 Hs. 194293 

108092 AA045961 Hs.184029 

108115 AA047291 Hs.165216 

108214 AA058661 Hs.60764 

108382 AA0748B5 Hs.67726 

55 108409 AA075578 

108436 AA078801 

108625 AA101983 Hs.283022 

108631 M102553 Hs.334337 

108763 AA127539 Hs.281397 

60 108852 AA133131 

108931 M147186 

108976 AA151480 Hs.91202 

109026 M157811 

109170 AA180352 Hs.191472 
65 109303 AA206126 Hs.269291 
109326 AA210719 

109345 AA213774 Hs.203396 
109404 AA224594 HS.B6941 
109473 AA233151 Hs.81796 

70 109725 F10003 Hs.79658 
109794 F10684 Hs.23687 
109835 H00615 Hs.170044 
109895 H04794 Hs.30489 
109918 H05641 Hs.216701 

75 109950 H08200 Hs.268770 
110078 H15054 Hs.318773 
110182 H20402 Hs.31746 
110213 H23216 Hs.86905 

ort 110310 H38209 Hs.32728 

80 110354 H41280 Hs.22586 
110413 H48124 Hs.279454 
110422 H48467 Hs.36094 
110433 H49425 Hs.301062 



hypolhetical protein MGC2744 
fetal Alzheimer antigen 
CLLL8 protein 

small inducible cytokine subfamily A (Cy 
ESTs, Moderately similar to ALU8.HUMAN A 
ESTs. Weakly similar to putative p1 50 fH 
ESTs 

DKFZP547E1010 protein 

hypothetical protein FU21069 

Homo sapiens cDNA: FU22822 lis, ctone K 

ESTs 

ESTs 

ESTs 

ESTs 

Homo sapiens done IMAGE:451939, mRNA se 

growth differentiation factor 1 1 

ESTs, Weakly simflar to I38022 hypotheU 

ESTs 

hypothetical protein FU22938 
ESTs 

integrm, beta 8 

glucocorticoid modulatory element bindln 
ESTs, Weakly similar to A53933 myosin I 
ESTs 

Homo sapiens done IMAGE:297403. mRNA se 
disabled (Droscphila) homotog 2 (mitogen 
Homo sapiens, clone MGC17333, mRNA, com 
Homo sapiens mRNA for KIAA0556 protein, 
ESTs 

hypothetical protein DKFZp761E2110 
protein tyrosine phosphatase, receptor t 
Homo sapiens cDNA: FU21962 fis, done H 
ESTs 
ESTs 

K1AA1284 protein 

alpha integrin binding protein 63 

ESTs 

ESTs 

ESTs 

vanin 1 

ESTs, Moderately similar to I38759 zinc 
lipopolysaccharide specific response-68 
ESTs 
ESTs 

Homo sapiens cONAFU 10674 fis, done NT 

ESTs 

ESTs 

ESTs 

ALL1 fused gene from 5q31 

ESTs, Weakly similar to 154374 gene NF2 

hypothetical protein DKF2p761A052 

ESTs 

ESTs 

macrophage receptor with collagenous str 
gb:zm88h03.r1 Stratagene ovarian cancer 
gbzm94aQ9.s1 Stratagene cdon HT29 (937 
triggering receptor expressed on myeloid 
ESTs 

hypothetical protein AD034 
gbzm25d03.s1 Stratagene pancreas (93720 
gbzo38dOU1 Stratagene endothelial eel 
ESTs 

gb:zo35d07.s1 Stratagene colon (937204) 
ESTs, Weakly similar to ALU 1 .HUMAN ALU 
ESTs 

gbzr88e04.s1 NCLCGAP.GC81 Homo sapiens 

ESTs 

ESTs 

ESTs 

casein kinase 1,epsiton 

ESTs 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA OKFZp564l0816 (f 
ESTs, Weakly similar to 2004399A chromos 
WAA1836 protein 

hypothetical protein DKFZp547F072 

ATPase, H+ transporting, tysosomai (vacu 

EST 

ESTs 

ESTs 

EST 

UDP-N-aceryl-a!pha-[>^alactosamine;poryp 
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110434 H49446 Ks.26299 

110553 H58934 Hs.124990 

110750 N20522 Hs.30981 

110827 N30077 Hs, 14855 

5 110829 N30198 Hs.28625 

110917 N46353 Hs.5170 

' 111100 N62522 Hs.20450 

111112 N63281 Hs.35452 

_ 111179 N67239 Hs.10760 

10 111185 N67551 Hs.12844 

111223 N68921 Hs.334838 

111275 N7C970 Hs.35006 

111443 R01901 

111573 R10305 Hs.1856B3 

15 111590 R11157 HsJ5425 

111671 R19368 Hs.229084 

111732 R25153 Hs.163813 

111809 R33616 H3.24588 

111829 R36070 

20 111944 R40606 Hs.21263 

112015 R42836 Hs.23198 

112023 R43020 Hs.23S223 

112055 R43521 Hs.26139 

112334 R56239 Hs.206469 

25 112340 R56502 Hs.8904 

112353 R58986 Hs.26613 

112467 R65706 , 

112478 R66067 Hs.28664 

112533 R69886 

30 112588 R77302 

112595, R77783 Hs.22404 

112676 R86976 Hs.34060 

112744 R93206 Hs.293762 

112777 R95869 Hs.35467 

35 112817 R98491 Hs.14564 

112902 T09262 Hs.129190 

113009 T23699 Hs.7246 

113151 T51620 Hs.9326 

113297 T67161 Hs.13059 

40 113398 T82280 Hs.87016 

113484 T87795 Hs.187543 

113769 U55966 Hs.22985 

113794 W37382 Hs.11090 

113971 W86760 Hs.269172 

45 114066 Z38152 Hs.26920 

114178 Z39063 Hs.1793Q 

114206 239294 Hs.27339 

114371 Z41835 Hs.27810 

114428 AA017130 Hs.84790 

50 114466 AA026970 Hs.135150 

114625 AA084362 

114862 AA235174 Hs.106432 

114908 AA236545 Hs.54973 

114973 AA250845 Hs.87762 

55 115009 AA251561 Hs.48689 

115055 AA253005 Hs.61753 

115098 AA256161 Hs.161729 

115321 AA280805 Hs.191540 

115385 AA282540 Hs.109694 

60 115^66 AA287008 Hs.285655 

115479 AA287596 Hs.278188 

115663 AA405838 Hs.40507 

115689 AA410645 Hs.199014 

115748 AA418835 Hs.90286 

65 115810 AA426026 Hs.187615 

115B27 AA427890 Hs.83583 

115881 AA435577 Hs.184942 

116148 M460708 Hs.62905 

116257 AA481493 Hs.88537 

70 116365 AA521080 Hs.46765 

116941 H77395 Hs.39749 

116982 H81933 Hs.312582 

116995 H83928 

116997 H84214 Hs.40594 

75 117016 HB7171 Hs.52170 

117097 H93608 Hs.41919 

117101 H94043 Hs.24341 

117238 N20815 Hs.173337 

117303 N22776 Hs.264079 

80 117399 N26480 Hs.43805 

117503 N31963 Hs.44286 

117544 N33222 Hs.44451 

117594 N34929 Hs.171984 



ESTs 
ESTs 
ESTs 
ESTs 
ESTs 
ESTs 

BCM-Gte membrane protein precursor 
ESTs 

asporin (LRR class 1} 
EGF-Tike-domain, multiple 6 
KIAA1866 protein 
ESTs 

gb:Homo sapiens endogenous retrovirus W 
ESTs 

ubiquitin associated protein 

Homo sapiens cDNA FU11666 fis, clone H 

ESTs 

EST 

gb:Homo sapiens full length insert cDNA 

suppressor of potassium transport defect 

ESTs 

EST 

ESTs 

ESTs, Weakly similar to ALU6.HUMAN ALU S 
Igsuperfamfly protein 

Homo sapiens mRNA; cDNA OKFZp586F1323 (f 
gb:yi16g12.s1 Soares placenta Nb2HP Homo 
ESTs 

gbryi47f03.s1 Soares placenta Nb2HP Homo 
gb:yi75h08.s1 Soares placenta Nb2HP Homo 
protease, serine, 12 {neuro trypsin, mo to 
ESTs 

ESTs, Weakly similar to I38022 hypolheli 

EST 

ESTs 

Human DNA sequence from clone RP5-1046G1 

ESTs 

EST 

ESTs 

hypothetical protein FU22938 
ESTs 

atpha2,8-staryltransf erase 

membrane-span rting 4-domains, subfamily A 

ESTs 

ESTs 

chromosome 6 open reading frame 11 

EST 

ESTs 

WAAQ225 protein 

lung type-t cefl membrane-associated gty 

gb2n05b10i1 Stratagene hNT neuron (937 

Homo sapiens cDNA FU13410 fis, clone PL 

cadherin-Gke protein VR20 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

WAA1451 protein 
ESTs 

ESTs, Moderately similar to 154374 gene 
ESTs 

ESTs, Moderately similar to ALU7.HUMAN A 

ESTs 

ESTs 

actin related protein 2/3 complex, subun 

G protein-coupled receptor 64 

hypotheflcal protein FU 14834 

ESTs 

ESTs 

ESTs 

ESTs 

gb^s64b03^1 Soares retina N2b4HR Homo 

ESTs 

ESTs 

EST 

transcriptional co-activator with PDZ-W 

ESTs 

ESTs 

Gpoma HMGIC fusion partneMite 3 

ESTs 

ESTs 

ESTs 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75- 

80 



117627 

117653 

117695 

117697 

117766 

117807 

117816 

117882 

117987 

118074 

118114 

118151 

118270 

118291 

118358 

118383 

118412 

118433 

118600 

118641 

118643 

118695 

118915 

119041 

119069 

119105 

119154 

119241 

119269 

119310 

119345 

119353 

119390 

119423 

119428 

119529 

119795 

119817 

119831 

119930 

120039 

120256 

120284 

120350 

120379 

120383 

120420 

120437 

120461 

120594 

120611 

120626 

120896 

120747 

120749 

120752 

120851 



120949 
120996 
121038 
121065 
121067 
121071 
121082 
121172 
121191 
121354 
121393 
121399 
121479 
121498 
121704 
121736 
122198 
122220 
122250 
122279 
122286 
122330 
122338 
122355 
122590 



N36113 

N3897Q 

N40953 

N40976 

N47807 

N48701 

N48872 

N50101 

N51935 

N54188 

N56875 

N5B276 

N82868 

N63076 

N64017 

N54529 

N64856 

N66248 

N69222 

N70298 

N70324 

N71781 

N91481 

R02591 

R27619 

R42357 

R61293 

T12559 

T16367 

T40427 

T63474 

T66867 

T89122 

T99544 

W02129 

W38053 

W73370 

W74257 

W78050 

W86471 

W92548 



AA1 82626 

AA211300 

AA227849 

AA228030 

AA236031 

AA243427 

AA251301 

AA282054 

AA284178 

AA285064 

AA291503 

AA302976 

AA303235 

AA311972 

AA349662 

AA350718 

AA397830 

AA398281 

AA398536 

AA398658 

AA39B662 

AA398678 

AA398722 

AA400013 

AA400205 

AA405384 

AA405981 

AA406059 

AA411911 

AMI 2033 

AA418743 

AA421131 

AA435892 

AA436011 

AA436692 

AA437209 

AA437259 

AA442870 

AA443311 

AA443789 

AA453264 



Hs.44789 
Hs.194214 
Hs.45093 

Hs.46767 
Hs.46523 

Ks.301406 

Hs.47374 

Hs.130323 

Hs.143212 

Hs.229119 

Hs.48653 

Hs.138746 

Hs.144633 

Hs.49001 

Hs.97437 

Hs.141609 

Ks.238936 

Hs.49829 

Hs.49840 

Hs.50081 

Hs.54713 

Hs.284294 

Hs.231046 

Hs.91453 



Hs.65327 

Hs.90696 
Hs.1 87402 
Hs.249712 
Hs.173734 
Hs.55242 

Hs.339722 

Hs.159690 

Hs.58419 

Hs.151624 

Hs.94985 

Hs.98710 

Hs.108614 

Hs.123122 

Hs.1 12885 

Hs.104311 

Hs.293369 

Hs.5094 

Hs.1 10637 

Hs.104485 

Hs57249 

Hs.96672 

Hs.22895 

Hs.174248 

Hs.291272 

Hs.98347 

Hs.308114 

Hs.97365 

Hs.97300 

Hs.97302 

Hs.139355 

Hs^7750 

Hs.104447 

Hs.193737 

Hs.262643 

Hs,332700 

Hs.98110 

Hs.178045 

Hs.98306 

Hs.148515 

Hs.97541 

Hs.98187 

Hs.98892 

Hs.234016 

Hs.104944 

Hs.98628 

Hs.98998 

Hs.19978 

Hs.99310 



ESTs, Weakly similar to B34087 hypolhet 

ESTs 

EST 

gbyy80b06.s1 Soares_muIGple_sclerosi$_ 

EST 

EST 

gb:yy77a05.s1 Soares_miilliple_sclerosis_ 

hypothetical protein PP3501 

Homo sapiens cDNA FLJ 1 3561 fis, done PL 

Homo sapiens, done 1MAGE:3960432, mRNA 

cystatin F (leukocystatfn) 

EST 

ESTs 

EST 

hypothetical protein DKF2p434F2322 
EST 

centrosomal protein 1 
EST 

ESTs, Weakly simitar to (defline not av 

ESTs 

ESTs 

KIAA1199 protein 
ESTs 

Breakpoint cluster region protein, uteri 

EST 

ESTs 

gb:yh07a05.s1 Soares infant brain 1NIB H 
gb:CHR90079 Chromosome 9 exon II Homo sa 
EST 

gb:ya01a06.s2 Stratagene lung (937210) H 

EST 

ESTs 

ESTs. WeaWy simitar to ALU1.HUMAN ALU 
ESTs, Weakly similar to ALU1_HUMAN ALU 
EST 

ESTs, Highly similar to S03917 fibronec 
ESTs 

DKFZP586L2024 protein 
hypocretin (orexin) receptor 2 
ESTs 

hypothetical protein 

gbzp54e1 tsl Stratagene NT2 neuronal pr 
KIAA0627 protein; Drosophaa muttiple as 
gb:DKFZp434B182^_r1 434 {synonym: htes3) 
FSH primary response (LRPR1, rat) homoto 
spinal cord-derived growth factor-B 
novel protein with MAM domain 
ESTs 

ring finger protein 10 

homeo box A10 

EST 

ESTs 

ESTs 

gb:EST14544 Testis tumor Homo sapiens cD 

hypothetical protein FU23548 

ESTs 

ESTs 

ESTs, Weakly similar to JC5308 testjs-sp 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

gb:z!75h07.s1 SoaresJestisJIHT Homo sap 

EST, Weakly simitar to MPL3 RAT M1CROTUB 

ESTs 

ESTs 

ESTs 

EST 

ESTs 

ESTs 

KIAA1 862 protein 

Human done 23564 mRNA sequence 

ESTs 

ESTs 

EST 

ESTs 

ESTs 

Homo sapiens, clone IMAGE:4214491, mRNA. 
ESTs 

CQ-30 protein 
ESTs 
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122746 AA458791 

122805 AA4B0702 Hs.82772 

122841 AA461536 Ms.288908 

122899 M469960 Hs.178420 

5 122933 AA476728 Hs.107537 

123005 AA479726 Hs.52620 

123142 AA487504 Hs.105718 

123153 AA488349 Hs.334808 

123168 AA48B881 Hs.105218 

10 123188 AA489092 Hs.177726 

123276 AA491270 Hs.187946 

123305 AA496133 

123328 AA496968 

123450 AA598913 Hs.111207 

15 123464 AA599014 Hs.153321 

123650 AA609332 Hs.180696 

123700 AA609606 Hs.191956 

123858 AA620821 Hs/112911 

123863 AA620873 Hs.1 12916 

20 124046 F10243 

124059 F13673 Hs.283713 

124196 H52617 Hs.144167 

124197 H52921 

124229 H62793 Hs.268945 

25 124230 H63111 Hs.6655 

124241 H65947 Hs.165355 

124251 H68286 Hs.107924 

124400 N30597 Hs.179152 

124416 N34042 Hs.271674 

30 124570 N67117 Hs.102B08 

124575 N68168 

124588 N69197 Hs.191361 

124598 N70294 Hs^69137 

124655 N93176 Hs.102914 

35 124706 RD7499 Hs.193612 

124848 R60135 Hs.203498 

124882 R74041 Hs.101539 

124898 R82846 Hs.273789 

125086 T91161 Hs.173880 

40 125145 W38001 

125216 W73409 Hs.103185 

125342 A1055916 Hs.133552 

125351 T96520 Hs324746 

125419 AI076822 Hs.134544 

45 125424 T99667 Hs.18564 

125526 R14487 Hs.17110 

125539 R17870 Hs.248120 

125633 AA908225 Hs.15463 

125689 R48940 Hs.108043 

50 125707 C14616 Hs.284122 

125790 AA868325 Hs.99962 

125876 AA324967 ' Hs.7298 

125969 R94247 Hs.88414 

125970 AI400964 Hs.177516 
55 125975 AA495891 Hs.152290 

125985 H54857 H$J5981 

126018 H54866 67583 

126032 H59735 Hs.269065 

_ 126059 H66582 Hs.308486 

60 126107 H79155 Hs.93361 

126154 AI004105 Hs.190488 

126199 AI000492 Hs.125829 

126207 W77936 Hs.83583 

126227 N27236 Hs.269034 

65 126269 AAB30432 Hs.44701 

126373 F11606 Hs.6079 

126378 AA347842 

126383 AA885594 Hs.6238 

126403 N73388 Hs.125976 

70 126525 AA884833 Hs.166432 

126527 AA548559 Hs.103853 

126566 W67245 Hs.103142 

126583 W92895 Hs.279746 

126610 AA460338 Hs.191391 

75 126622 AA699443 Hs.193213 

126633 AA206993 Hs.31S367 

126727 AA037230 Hs.135084 

126762 AA064671 

126775 S86382 Hs.957 

80 126783 AA126047 

126882 AA761143 Hs.250581 

126945 R51877 Hs.25845 

12696B AI311457 Hs.99472 



gb:aa88c02.s1 Stratagene fata) retina 93 

collagen, type XI, alpha 1 

WAS protein famBy, member 2 

ESTs, Highly similar to WASP interacting 

chromosome 7 open reading frame 2 

Integrin, beta 8 

EST 

hypothetical protein MGC4189 

EST 

ESTs 

ESTs 

gb:zv51e12^t SoaresJesOs^NHT Homo sap 
gbaa42g03.s1 Soares_NhHMPu_S1 Homosapi 
ESTs 

Homo sapiens cDNA FU10577 lis, clone NT 

ESTs 

ESTs 

EST 

ESTs 

gb:HSC3CC122 normalized infant brain cDN 
ESTs, Weakly similar to S64054 hypotheti 
ESTs 

gb:yq76cG9.s1 Soares fetal liver spleen 
ESTs 

Homo sapiens EST from done 208499, full 
ESTs, Moderately similar to ZN91 JWMAN 2 
ESTs 

toll-like receptor 7 

ESTs 

ESTs 

gb:za11c01.s1 Soares fetal liver spleen 
ESTs, Weakly similar to I38022 hypotheti 
ESTs. Weakly similar to A56194 thromboxa 
ESTs 

ESTs, Weakly similar to ALU8_HUMAN ALU 

EST 

ESTs 

ESTs 

interieukin 1 receptor accessory protein 

ESTs 
ESTs 

atpha.2-HS^tycoprotein 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA OKFZp434C2016 (f 

G protein-coupled receptor 21 

Homo sapiens, clone IMAGB2959994, mRNA 

Friend leukemia virus Integration 1 

Wnt inhibitory factor-1 

proteoglycan 2, bone marrow (natural kfl 

bi phenyl hydrolase-like (serine hydrdas 

BTB and CNC homology 1, basic leucine zi 

high density lipoprotein binding protein 

ESTs, Highly similar to JC2463 vasoacBv 

ESTs 

ESTs 

ESTs, Highly similar to KIAA0349 {Rsapl 

ESTs 

ESTs 

Homo sapiens, Similar to nuclear locafiz 
ESTs 

actjn related protein 213 complex, subun 

ESTs 

ESTs 

B cell RAG associated protein 
gbryy62a11.s1 Soares_mulliple_sc!erosis__ 
KIAA1 151 protein 

ESTs, Weakly simitar to S71949 metallopr 
ESTs 

hypothetical protein FU20043 
ESTs 

vanflloid receptor-like protein 1 

ESTs 

ESTs 

Homo sapiens, Mar to hypothetical pr 
cyslatin C (amyloid angiopathy and cereb 
gb:zm1 3b04.s1 Stratagene pancreas (93720 
putative opioid receptor, neuromedin K ( 
gb:zn09d10\s1 Stratagene hNT neuron (937 
SWI/SNF related, matrix associated, acfi 
ESTs 
ESTs 
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127070 


AA641812 


Hs.190037 


ESTs 


127087 


AA360418 


Hs.88012 


SHP2 interacting transmembrane adaptor 


127187 


AA297138 


Hs.207422 


ESTs. Weakly similar to S71949 metaDopr 


127215 


AI246377 


Hs.1 27675 


ceroid-lipofuscinosis, neuronal 8 (epile 


127229 


AA316181 


Hs.61635 


six transmembrane epithelial antigen of 


127278 


AA342715 




gb:EST48309 Fetal spleen Homo sapiens cO 


127299 


AA360710 


Hs.158480 


ESTs 


127325 


AA393073 


Hs.126099 


ESTs 


127347 


AA428350 


Hs.58389 


hypothetical protein MGC4090 


127401 


AA921944 


Hs.1 27639 


ESTs 


127420 


AA699582 


Hs.82171 


Homo sapiens done 191B7 placenta expres 


127438 


AI224421 


Hs.77100 


general transcription factor HE, polype 


127441 


AAB35684 


Hs.287601 


Homo sapiens cDNA FU 13830 fis, done TH 


127449 


AI421866 


Hs.75722 


ribophcrin II 


127493 


AAB08081 


Hs.291701 


ESTs 


127505 


AA594244 


Hs.292245 


ESTs, Weakly similar to ALU1_HUMAN ALU S 


127620 


A1025699 


Hs.1 16200 


ESTs 


127623 


AA773234 


Hs.271877 


angiopoietin-fike 2 


127633 


A! 339609 


Hs.268538 


potassium voltage-gated channel, Isk-rei 


127701 


AA935466 




gb:zf84c06,s1 Soares_pineal_gland_N3HPG 


127713 


AA688322 


Hs.1 50683 


ESTs 


127722 


AA700444 


Hs.189186 


ESTs, WeaWy similar to ALUD_HUMAN !!!! 


127733 


AA704680 


Hs.1B9005 


ESTs 


127816 


AA743646 


Hs.1 20604 


ESTs, WeaWy similar to YA02 HUMAN HYPOT 


127966 


AM93406 


Hs.292514 


ESTs 


127973 


AI336794 


Hs.129117 


ESTs 


127989 


AA909267 


Hs.1 32413 


ESTs 


127997 


A1281549 


Hs.311054 


Homo sapiens mRNA full length Insert cON 


128016 


N92597 


Hs.82689 


tumor rejection antigen (gp96) 1 


128037 


AA868394 


Hs.181129 


ESTs, Weakly similar to S18968 cyritesti 


128053 


T65605 


Hs.65377 


ESTs, Moderately simitar to KIAA1399 pro 


128066 


AA884838 


Hs.189171 


ESTs 


128071 


AA8893S8 


Hs.1 69241 


ESTs 


128091 


AA904559 


Hs.129329 


ESTs 


128113 


AI341423 


Hs.288433 


neurotrimln 


128145 


AI498467 


Hs.166669 


solute carrier family 4, sodium bicarbon 


128167 


AA932961 


Hs.85752 


uncharacterized hematopoietic stem/proge 


128195 


AI143866 


Hs.127778 


ESTs 


128265 


T95851 


Hs.17691 


ESTs 


128283 


A1076570 


Hs.134053 


ESTs 


128309 


AM57235 


Hs.1 66479 


ESTs 


128313 


A1051250 


Hs.157775 


ESTs 


128346 


AI088907 


Hs.160189 


ESTs 


128359 


At 096526 


Hs!270244 


ESTs, Weakly similar to 138022 hypotheti 


128369 


F12681 


Hs.30445 


Homo sapiens cDMA FU 14687 fis, clone NT 


128371 


H 12876 


Hs.283078 


hOAT4 


128421 


T77876 


Hs 268589 


ESTs 


128453 


X02761 


na«£u f ulv 


fibronecfin 1 


128496 


T83496 


Hs.32944 


inositol potyphosphate-4- phosphatase, ty 


128514 


H84261 


Hs.301693 


Homo sapiens, clone IMAGE:3638994, mRNA, 


128551 




Hs 278398 


K1AA11 17 protein 


128683 


AA316862 


Hs.9605 


cleavage and polyadenylation specific fa 


128731 


AF005271 


Hs.1 04555 


neuropeptide FF-amlde peptide precursor 


128843 


AA234141 


HsJ275675 


katanin p80 (WD40<ontajrting) subunit B 


128988 


AA41104O 


H&294140 


ESTs 


129016 


W84524 


Hs.1 841 94 


transmembrane 4 superfamily member 5 


129021 


AA426408 


Hs.173081 


WAA0530 protein 


129095 


L12350 


Hs.108623 


thrombospondin 2 


129171 


AA234048 


Hs.7753 


calumensn 


129188 


M30257 


Hs.109225 


vascular cell adhesion molecule 1 


129410 


U25987 


Hs.272620 


pregnancy specific beta-1 -glycoprotein 9 


129487 


AA410311 


Hs.44208 


hypothetical protein RJ23153 


129518 


AA369807 


Hs.1 12238 


ESTs 


129534 


R73640 


Hs.1 1260 


hypothetical protein FU11264 


129632 


127213 


Hs.1 176 


solute carrier family 4 r anion exchanger 


129691 


X06700 


Hs.1 19571 


collagen, type III, alpha 1 (Ehlers-Oanl 


129881 


AA458952 


Hs.1 81406 


hypothetical protein FU 22301 


129990 


N30316 




gb:yw75b05.s1 Soares_placentaJJto9weeks_ 


130049 


V01515 


Hs.1460 


glucagon 


130171 


M454177 


Hs.245257 


ESTs, Weakly similar to A46010 X-linked 


130411 


AA505009 


Hs.169910 


K1AA0173 gene product 


130479 


R44163 


Hs.12457 


hypothefical protein FU10814 


130511 


U2137 


Hs.1 584 


cartilage olioomeric matrix protein (pse 


130521 


U92971 


Hs.194351 


coagulation factor II (thrombin) recepto 


130645 


AA020942 


Hs.17200 


STAM-like protein containing SH3 and ITA 


130655 


N92934 


Hs.17409 


cysteine-rich protein 1 (intestinal) 


130656 


220481 


Hs.330988 


Homo sapiens, Similar to Bicaudal D (Dro 


130889 


D57622 


Hs.20985 


sin3-associated polypeptide, 30kD 


131064 


AA598441 


Hs.22583 


DKFZP434K2235 protein 


131070 


F13694 


Hs.22607 


ESTs 


131189 


116782 


Hs.240 


M-phase phosphoprotetn 1 


131318 


X51699 


Hs.2558 


bone gamma-carboxyglutarnate (gla) protei 


131506 


W47579 


Hs.5801 


K1AA1 194 protein 
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131551 
131563 
131830 
131879 
132017 
132025 
132096 
132159 
132164 
132180 
132223 
132238 
132406 
132945 
133185 
133193 
133370 
133406 
133409 
133591 
133899 
134137 
134339 
134421 
134462 
134515 
134527 
134711 
134824 
134854 
134921 
135003 
135210 
135348 
100547 
100572 
100687 
100695 
101447 



AA127B67 

C20547 

U33054 

AA017161 

W67251 

U58516 

AA131410 

D76435 

U84573 

AA405569 

R77451 

AA453446 

F09979 

N40559 

AA481404 

C14015 

AA156897 

U22172 

U6591B 

TB2292 

X00588 

F10045 

AA478971 

AA122386 

U11037 

C20737 

T40835 

X04011 

S78723 

J03464 

W60186 

H42527 

W90522 

AA442054 

HG2149-HT2219 

HG2271-HT2367 

HG311&-HT3291 

HG315-HT315 

M21305 



Hs.28608 

Hs.302810 

Hs.32959 

Hs.33792 

Hs^67659 

Hs.3745 

Hs.3964 

Hs.41154 

Hs.41270 

Hs.418 

Hs.4245 

Hs.42673 

Hs.4774 

Hs.6129 

Hs.6686 

Hs.303075 

Hs.72157 

Hs.179697 

Hs.73078 

Hs.75111 

Hs.77432 

Hs.79347 

Hs.81988 

Hs.82985 

Hs.181300 

Hs.84469 

Hs.322978 

Hs.88974 

Hs.298623 

Hs.179573 

Hs.125511 

Hs.26102 

Hs.93589 

Hs.268177 

Hs.73995 

Hs.272620 



102329 


U35407 


Hs.15B084 


102892 


X05232 


Hs.83326 


103036 


X54925 


Hs.83169 


103206 


X72755 


Hs.77367 


103260 


X7B416 


Hs.3155 


103751 


AA082824 




104113 


AA427510 


Hs.181202 


104316 


D61B71 


Hs.330821 


104453 


M19169 


Hs.123114 


104668 


AA007312 




104916 


AA056588 


Hs.155489 


106151 


AA424958 


Hs.294132 


106899 


AA490107 


Hs31753 


107379 


U93868 


Hs.333861 


107412 


W26105 


Hs.287797 


107652 


AA010195 


Hs.52642 


107754 


AA017462 


Hs.269244 


107897 


AA026240 




108238 


AAQ59473 


Hs.66783 


108497 


AA083070 




108710 


AA121960 




109012 


AA156576 


Hs.5947 


109043 


AA159605 


Hs.72580 


109560 


F01778 


Hs.131740 


110572 


H60523 


Hs.37844 


110687 


H93005 


Hs.177311 


111418 


R01084 


Hs.19081 


111507 


R07728 


Hs.268668 


111644 


R16539 


Hs.223649 


111919 


R39926 


Hs.21031 


112102 


R44840 


Hs.326475 


112229 


R50938 


Hs.24949 


112309 


R55021 




112368 


R59371 


Hs.26653 


112397 


R60822 


Hs,26805 


112532 


R69824 


Hs.28313 


112858 


T02963 


Hs.4454 


113170 


T54342 


Hs.270373 


113321 


T70580 


Hs.13759 


113404 


T82323 


Hs.70337 


113420 


T83964 


Hs.15400 


113613 


T93337 


Hs.17167 


113663 


T95909 




113790 


W33178 


Hs.26912 



Homo sapiens cDNA: FU221 15 (is, done H 
Novel human gene mapping to chomosome 20 
G protein-coupled receptor kinase 2 (Dro 
ESTs 

vav 3 oncogene . 

milk fat globute-EGF factor 8 protein 

Homo sapiens clone 24877 mRNA sequence 

Ztc family member 1 (odd-paired Drosophi 

procollagen-lysine, 2-oxoglutarate 5-dio 

fibroblast activation protein, alpha 

chromosome 11 hypothetical protein ORF3 

ESTs 

Homo sapiens mRNA; cONA DKFZp761C1712 (f 
ATP-binding cassette, sub-family B (MDR/ 
hypothetical protein DKFZp56401664 
EST 

OKFZP564I1922 protein 

Human DNA damage repair and recombinatio 

deleted in azoospermia-tike 

protease, serine, 11 (IGF binding) 

epidermal growth factor receptor (avian 

KIAA0211gene product 

disabled (Drosophila) homdog 2 (mitogen 

collagen, type V, alpha 2 

sel-1 (suppressor of tin-1 2, C.etegans)- 

ESTs 

EST 

cytochrome b-245, beta polypeptide (chro 
5-hydroxytryptamine (serotonin) receptor 
cotegen, type I. alpha 2 

Homo sapiens mRNA; cDNA DKFZp434P1530 (f 
Irichorhinophalangeal syndrome I 
hypothetical protein DKFZp564B1 162 
phospholipase C, gamma 1 (formerly subty 
gb:Homo sapiens mucin (mucin) mRNA, part 
tUaggrin 

gb:Human Gotli-mbp gene, exon 2. 
pregnancy specific beta-1 -glycoprotein 9 
gb:Human alpha satellite and satellite 3 
peroxisome receptor 1 
matrix metaUoprctemase 3 (stromerysin 
matrix metailoproteinase 1 (interstitial 
monokine induced by gamma interferon 
casein, alpha 

gbzo08b08.s1 Stratagene neuroepfthelium 

hypothetical protein FU10038 

EST 

cystatinSN 

gb:EST37645B MAGE resequences, MAGH Homo 

NS1-associated protein 1 

ESTs 

JM5 protein 

polymerase (RNA) 111 (DNA directed) (32k 
integrin, beta 1 (fibronectin receptor, 
ESTs, Weakly simHar to ALUF_HUMAN !!l! 
ESTs 

gb3io77a05^1 NCI_CGAP_AA1 Homo sapiens 
EST 

gbzm85a05.r1 Stratagene ovarian cancer 
gfczm24gQ9.r1 Stratagene pancreas (93720 
me! transforming oncogene (derived from 
ESTs 

Homo sapiens cDNA: FU 22562 lis, clone H 

EST 

ESTs 

ESTs 

ESTs 

EST, Moderately similar to Cd-7 Melallo 
ESTs, Weakly similar to 178885 serine/th 
ESTs 
ESTs 

gb:y]76d05.s1 Soares breast 2NbHBst Homo 
ESTs 

ESTs. WeaMy similar to putative p150 1 

ESTs 

ESTs 

ESTs, Weakly similar to S65657 alpha-1C 
RAB3A interacting protein (rabin3)-like 
immunoglobulin superfamily, member 4 
ESTs, Weakly similar to S65824 reverse 
ESTs, Highly similar to LRR FLM intera 
gb:ye47g07.s1 Soares fetal liver spleen 
ESTs 
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113889 W72720 

114016 W90671 Hs.11087 

114251 Z39898 Hs.21948 

115187 AA261805 Hs.44021 

115722 AA417297 Hs.59809 

115775 AA424030 Hs.46627 

116380 AA598455 Hs.66817 

116551 D20458 Hs.229071 

117009 H85422 Hs.108556 

117329 N23680 Hs.93670 

117523 N32626 Hs.145532 



118387 N64579 
118456 N665B0 



118741 


N74042 


Hs.50421 


118771 


N74690 


Hs.50547 


119075 


R35451 


Hs.287820 


119217 


R95778 


Hs.237309 


119306 


T26914 


Hs. 132785 


119347 


T64349 




120006 


W90108 


Hs. 10848 


120441 


AA243588 


Hs. 190035 


120651 


AA287286 


Hs.99657 


120811 


AA346854 


Hs.52788 


121186 


AA400156 


Hs.339808 


121599 


AA416770 


Hs.98255 


122146 


AA435584 


HS.250173 


122261 


AA436830 


HS.9o902 


122352 


AA443725 


Hs. 159677 


122433 


AA447417 


Hs.285491 


122489 


AA448342 


1 |_ 4-TOCC4 

Hs.1 78551 


122554 


AA451886 


Hs,1 54654 


122857 


AA463879 


Hs.99506 


122889 


AA465704 


Hs.287687 


123399 


AA521274 


Hs.105516 


123662 


AA609385 


t 1— A 4 MAI 

Hs.1 12703 


123762 


AA610013 




123792 


AA620333 


Hs,1 12857 


123900 


AA621223 


Hs.1 12953 


123981 


C20797 


Hs.95481 


124126 


H18517 


Hs.1 64568 


124404 


N31998 


Hs.164256 


124557 


N66025 


Hs.1 41 604 


124703 


R07294 


Hs.300076 


124867 


R68971 


Hs.1 68500 


125092 


T92544 


Hs.1 37548 


125111 


T96240 


Hs.178658 


125331 


AM22996 


Hs.1 61 378 


125349 


T87826 


Hs.1 64480 


125426 


R43963 


Hs.184029 


125436 


R64472 


Hs.16131 


125465 


A1375276 


Hs.158732 


125515 


R13353 




125626 


AI038854 


Hs.1 80789 


125656 


AA040118 


Hs.78687 


125743 


H17151 




125757 


A1274906 


Hs. 166835 


125760 


W03020 


Hs.40300 


125804 


R79519 


- U_ 1CQQQ 


125967 


A1341206 


Hs.173770 


126068 


AI190171 


Hs.144413 


1260B1 


AI346024 


Hs.227835 


126150 


AA018427 


Hs.64616 


126171 


AA704771 


Hs.191942 


126198 


AI469355 


Hs.127310 


126224 


A1097280 


Hs.44493 


126289 


M194603 


Hs.73451 


126343 


AA628B90 


Hs.158701 


126406 


AA034096 




126419 


AM51775 


Hs.129064 


126479 


T78141 


Hs.1 2285 


126500 


AA885305 


Hs.184376 


126520 


AA292988 


Hs.72071 


126701 


AA515212 


Hs.339670 


126718 


AA322718 


Hs.309435 


126739 


AI160709 


Hs.289047 


126745 


AA057506 




126846 


AA663527 


Hs.116910 


126872 


AA136653 




126952 


AA195575 


Hs.85962 


127036 


A1468598 


Hs.276916 


127039 


AA233366 


Hs.168103 


127067 


F06732 




127083 


244079 


Hs.91608 



gb:zd61c03.s1 Soares JetaLhearLNbHH19W 

ESTs 

ESTs 

Homo sapiens mRNA for RJ00065 protein, 

ESTs 

ESTs 

ESTs 

EST 

ESTs 

Homo sapiens cDNA: FU22654 (is, done H 
ESTs, Weakly similar to FV1 MOUSE FRIEND 
gb:yz51d11.s1 Morton Fetal Cochlea Homo 
gb:yy69ff)1.s1 Soares_mulfiple_sclerosis_ 
KIAA0203 gene product 
ESTs 

fibronectin 1 
EST 

EAP30 subunlt of Ell complex 

gb:yc10d08.s1 Stratagene hmg (937210) H 

WAA0187 gene product 

ESTs 

ESTs 

fragile X mental retardation, autosomal 
hypothetical protein FU10120 
EST 

hypothetical protein FU13158 

ESTs 

ESTs 

ESTs 

ribosomal protein LB 

cytochrome P450, subfamfly I (dioxin-ind 

EST, Weakly similar to STK2.HUMAN SERIN 

Homo sapiens cDNA: FU21960 fis, clone H 

EST 

ESTs, Moderately similar to AF171 102 1 r 

gb:af1Bd04.s1 Soares JestrsJlHT Homo sap 

ESTs 

EST 

ESTs 

fibroblast growth factor 7 (keratinocyte 

hypothetical protein FU 20657 

ESTs, Moderately slmHarto ALU1.HUMAN A 

solute carrier family 22 (organic cation 

ESTs 

C084 antigen (leukocyte antigen) 
RAD23 (S. cerevisiae) homolog B 
ESTs 

ESTs. Weakly similar to T50609 hypotheti 
hypothetical protein DKFZp761A052 
hypothetical protein FLJ12B76 
ESTs 

gb7f76c04.r1 Scares infant brain 1 NIB H 
S164 protein 

neutral sphingomyelinase (N-SMase) activ 

gbym37a05.r1 Soares Infant brain 1 NIB H 

ESTs, Highly similar to 1814460A p53-ass 

catoaln3,(p94) 

ESTs 

ESTs 

ESTs 

WAA1049 protein 

chromosome 12 open reading frame 3 

ESTs 

ESTs 

Human DNA sequence from clone 482023 on 
ESTs. Weakly similar to S55024 nebutm, 
ESTs 

gb:yv41h02j1 Soares fetal liver spleen 
Homo sapiens chromosome 19. cosrnid F2216 
ESTs. WeaWy similar to 155214 salivary 
synaptosomal-associated protein, 23kD 
hypothetical protein FU20038 
ESTs. WeaWy similar to AF147790 1 trans 
ESTs, WeaWy sim3ar to KIAA0927 protein 
Homo sapiens cDNA FU14059 fis, done HE 
gb:zf49g04.M Soares refina N2MHR Homo 
ESTs 

gb:UI-H-BI3*la-a-12-0-Ul.s1 NC1_CGAP_Su 

hyaluronan synthase 3 

nuclear receptor subfamily 1 . group D. m 

prp28, U5 snRNP 100 kd protein 

gb:HSCUA051 normalized infant brain cON 

otofertin 
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127116 


AA278492 


Hs.288304 


127282 


AA347547 


Hs. 185780 


127349 


AA412108 


Hs.269350 


127352 


AA416577 


Hs.189105 


127482 


Al 337294 


Hs.105352 


127543 


AI364367 


Hs.157392 


127553 


AA282433 




127556 


AA679B31 


Hs,19022B 


127859 


AAB0BB37 


Hs.291559 


127993 


AA847856 


Hs 124565 


128277 


AID 18275 




128285 




Hs.13351 


128317 


nius i sou 


Hs "VLT7S4 


128334 


MIUOU 1 iXJ 


no. 1 <J*i£AJf 


l canto 


Al 109/ 10 


no. ItO^UU 


128582 
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miRdfl 
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A AA70fKR 


ns. i io j^tm 
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AAA9AQR9 
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1+. 971 coq 
no.&f 


129989 






130024 


U 1 51 97 


u« 113071 
no. i t 


130292 


irznnfi 

Ul U I JO 


Hs 218791 


I OUjOj 




Hs. 16441 


lOUf OO 


T99385 




131238 


R82327 


Hs.24625 


131378 


AA4B.1RRR 


Hs 203910 


131601 


M31165 

IVKJ 1 1 U <J 


Hs^9352 


131605 


AA256220 




131676 


C20785 


Hs.30514 


131861 


D11925 


Hs 184245 


131873 


H39997 


Hs. 166852 


132023 


P01927 


Hs.3743 


132273 


AA489716 


Hs.43658 


132770 


AA425647 


Hs.56406 


132859 


D20925 


Hs.69235 


133052 


R40166 


Hs.106826 


133373 


S72487 


Hs.73946 


133446 


M25322 


Hs.73800 


134693 


N70361 


Hs.8854 


134733 


U03644 


Hs.89421 


134965 


J05480 


Hs\272458 


135327 


AA477989 


Hs.98800 


135377 


C21382 


Hs.99766 


135398 


AA194075 


Hs.287270 



Homo sapiens cONA RJ 1 1 529 fis. done HE 

ESTs 

ESTs 

ESTs, Weakly similar to N6R1 3 jKsapiens 

GalNAc alpha- 2, 6-sialyltransferase I, I 

Homo sapiens cDNA FU207B0 fis, done CO 

gb:aa63g02/1 NCLCGAP.GC81 Homo sapiens 

ESTs 

ESTs 

ESTs 

ESTs 

lanC (bacterial (antibiotic synthetase c 

ESTs 

ESTs 

ESTs 

major histocompatibility complex, dass 
Homo sapiens cDNA FU20796 fis, done CO 
ESTs 

Homo sapiens brain tumor associated prot 

hypothetical protein FU20241 

ESTs 

DEK oncogene (DMA binding) 

COC20 (cell division cyde 20, S. cerevi 

hypothetical protein MGC10500 

activating transcription factor 6 

ABO blood group (transferase A. alpha 1- 

proteoglycan 4, (megakaryocyte stimulati 

DKFZP434H204 protein 

gb:ow89g07.s1 Soaresjetaijiver.spteen. 

ESTs 

small glutamine-ficb tetratricopeptide r 
tumor necrosis factor, alpha-induced pro 
Homo sapiens mRNA; cDNA DKFZp434E2321 (f 
ESTs 

KIAA0929 protein Msx2 interacting nudea 
K1AA1683 protein 

matrix metalloproteinase 24 (membrane-in 

DKF2P586L151 protein 

Homo sapiens cDNA FU13549 fis. done PL 

transport] n-SR 

KIAA1696 protein 

endothelial cell growth factor 1 (piatei 
seteclin P (granule membrane protein 140 
Human transcription unit PVT gene, exons 
CBF1 Interacting corepressor 
protein phosphatase 3 (formerly 2B), cat 
ESTs 

Homo sapiens mRNA,* cDNA DKFZp564J0323 (f 
ret proto-oncogene (multiple endocrine 



TABLE 44B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey 
108497 



107897 
130736 
108710 
100943 
124575 
125439 
117697 
125515 
118387 
126292 
102798 
126378 
125743 
126406 



CAT number 
110079_2 



91776J 

611414J 

133560 1 

45976J 

1666649J 

465590J 

499877.1 

181 2 

65081.-5 

32751 *_1 

34624.4 

244444.1 

5025_5 

95703.1 



Accessions 

AA074897 AA1 13914 AA064871 AA079329 AA071309 AA084710 AA 129030 AA075042 AA074794 AA071453 AA078803 AA148628 

AA122204 AA074159 M126185 AA0791 17 AA127089 M070912 AA079280 AA131372 AA078833 AA071087 AA076131 AA071047 

AA079401 M0»070M10mM1151MAA074198M134725M113o89AA121103AA075041 AA065148AA071310AA101144 

AA079659AA078931 AA079209 AA070928 AA068994 AA069817 AA076187 AA069053AA131489 AA071308 AA063317 AA070156 

AA071430 AAO76056 AA075684 AA070053 AA126283 AA1 26078 AA075B95 AA079208 AA074583 AA071086 AA079623 AA070627 

AA078602 AA076622 AA065051 AA0791 43 AA071 1 1 0 AA079434 M148748 AA079230 AA085188AA074485AA070580AA076151 

AA083166 AA0851 1 8 AA079450 AA085044 AA 120938 AA079200 AA1 00188 AA081472 AA122355 AA1 29031 AA085362 AA069220 

AA070940 AA075968 AA074563 AA084027 AA1 15929 

AA604872AA026240 

AI168326 T99385 

AA121959AA1 21960 

AW864944 L07517 AW869606 

N68168N69188N90450 

AW835829AA826305 R01759 

N40976AA902795 

R13353R13890H11359 

N 64579 

AM91328N42312 

U 88896 U8B898 AA916056 T03285 AI341594 AI359534 AI634031 U88B97 

N58924AA347B42 

H17151 H11956 

N76683AA034096AA034082 
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127067 
119243 
111443 



127278 
103751 
126636 
127331 
127357 
126745 
126762 
1267B3 
112309 
126872 

120284 
111829 
104668 
127553 
120379 



127701 

128410 

114625 

109026 

108409 

100687 

109326 

123762 

116548 

125145 

125153 

116995 

102649 

118456 

102860 

120715 

120749 

113663 

113889 

108258 

101046 

129990 

122746 

124046 

108436 

124197 

101447 

108852 

101697 

108931 

101909 

117816 

119154 

119241 

119310 

119347 

119529 

112467 

112533 

112588 

121082 

123305 

123328 

100547 

123490 



1534978 1 
1774795 1 
31528J8 



240640 1 
118557 1 
80804 1 
379388 1 
288073J 
104479 1 
110350 J 
113388 1 
1576900J 
142696J 

158963.1 
46636 1 
82752J 
202308.2 
34624_3 



405284 1 

288073J 

111586J 

150431J 

113869J 

Bgr HT3291 

genbank ^AA210719 

genbankJ\A610013 

genbankJ)20433 

enta*_W38001 

entrezJV38294 

genbankJ183928 

genbank_U68133 

genbank_N66580 

entrez_X0036B 

genban!cAA292700 

genbanK_M303235 

genbankj'95909 

genbanK_W72720 

genbank_M063269 

entrez KO1 160 

genbanxJJ30316 

genbank_AA458791 

genbanK.F1 0243 

genban^M078801 

genbanK_H52921 

entrez_M21305 

genbankJ\A133131 

entrez_M&4358 

genban!eAA147186 

enlre2_S69265 

genbank_N48872 

genbanK_R61293 

genbanH_T12559 

genbanU*40427 

genbanxj"64349 

entrezJV38053 

genbanK_R65706 



F06732Z43705 
T12603T12604 

AF072503 AF208161 AA613238 H12439 N76991 D78692 BE019603 AA776439 R37932 T93615 AF072508 R00744 R01948 R68685 

AI128496 AA865193 AI797629 H13302 AF072506 NMJH4590 AF072505 R00743 T93661 T39519 R6B740 H13097 N58614 N77302 

H01372 N41878 H04136 AA426511 AW971553 AW900030 R76136 T52094 AI598135 AA7B1423 R76086 R77278 AI393478 AA837267 

A1570707 R01901 R27412 N53177 AI379210 A1128526 M250958 R79323 R27389 H01325 N55091 T69704 AA868777 T47345 R27591 

AA860368 AA729556 H04137 T87297 C17420 AA293243 AA4191 44 

AA342715AA367634 

AA131367AA082824 

AA057531 AA001527 

F20186AA622352 

AA424107AA452788 

AA047854 AAO57506 AA053841 

AA064613AA064671 

AA083531 AA126047 AA074915 AA148649 
R55021 H26613 

AW45O979AA136653AA136656AW419381AA984358AA492073 BE168945AA809054AW23B038BE011212BE011359BE011367 
BE011368 BE011362 BE011215 BE011365 BE011363 
AA179656 AA1B2626 AA182603 
AF074991 R36070 

AW964385 AA007312 AI08171 1 AA318253 AW891655 T991 92 
AA505046 AW969109 AA505047 

AL042725 BE063316 AW975610 AA457591 BE062092 AI655202 AA714296 AI267264 AI075321 AA223286 AA071 1 22 M227849 

AA216700 AI696002 AA101867 AA099426 AA1 35997 AL041 698 T02815 T51824 AA207189 T59230T51868 AA663341 BE165757 

AW818104 AW392886 AA584918 AA099408 AW856396 AW861 859 AA053045 

AA679064AA935466 

AA424107 M452788 

AA081507 AA070071 AA070840 AA084362 

AA157811AA836869 

AA075631 AA075578 

L18862 

AA210719 

AA610013 

D20433 

W38001 

W38294 

H83928 

U68133 

N66580 

X00368 

AA292700 

AA303235 



W72720 

AA06326S 

K01160 

N30316 

AA458791 

F10243 

AA078801 

H52921 

M21305 

AA133131 

MS4358 

AA147186 

S69265 

N48872 

R61293 

T12559 

T40427 

T64349 

W38053 

R65708 



genbanx_R77302 

genbank_AA398722 

genbanK J AA496133 

genbankuAA496968 

tigr_KT2219 

genbank_AA599723 



R77302 

AA398722 

AA496133 

AA496968 

M57417 

AA599723 



TABLE 45A; 90 GENES DOWN-REGULATED IN RHEUMATOID ARTHRITIS COMPARED TO NORMAL BODY 

Table 45A lists about 90 genes down-regulated In rheumatoid arthrffe. These were selected from 35403 probesets on the Affymetrix/Eos HuOl GeneChip. 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Pkey 

100137 

100240 

100289 

100658 

100763 

100779 

101091 

101155 

102223 

102282 

102378 

102386 

102389 

102480 

102566 

102605 

102693 

102710 

102920 

102929 

103166 

103283 

103463 

103835 

104796 

105714 

105927 

105945 

106001 

106027 

106227 

106295 

106417 

107391 

109107 



ExAccn 

D13627 
D31767 
D45248 

HG2855-HT2995 

HG3597-HT3800 

HG3731.HT4001 

L06132 

L13972 

U24685 

U31383 

U40369 



110021 

110738 

112746 

113059 

113822 

113859 

113909 

114693 

115399 

116606 

116633 

119254 

119493 

120108 

120886 

120953 

121303 

121547 

123495 

123608 

123749 

124763 

125366 

125657 

125670 

125882 

126541 

126715 

126817 

127112 

127273 

127615 

127635 

128528 

12939B 

129621 

131037 

131328 

131631 

132079 

132455 

132582 

132610 

132755 

133192 



U41371 

U50327 

U59752 

U64444 

U73824 

U77827 

X12451 

X13238 

X67951 

X80199 

Y00281 

AA172215 

AA029388 

AA291429 

AA402968 

M404512 

AA410988 

M412119 

AA429262 

AA435664 

AA448008 

W02877 

AA1691B0 

F09325 

H11252 

H99370 

R93237 

T26925 

W47350 

W67225 

W78127 

AA122158 

AA283182 

D60217 

F02702 

T15837 

W35384 



AA365566 

AA397911 

AA402441 

AM12448 

AA599850 

AA609144 

AA609949 

R39610 

H60192 

AA481719 

AI432621 

H45538 

AA204913 

R70160 

AA478642 

A1143906 

AA335263 

AA718919 

AA766903 

R39234 

AA437374 

AA489459 

AA25B171 

V01512 

AM86868 

H67964 

T15774 

AA318547 

AA443114 

AA609201 

AA393804 



UnigenetD 

Hs.15071 
Hs.75416 
Hs.179774 
Hs.75452 

Hs.302063 
Hs.149155 
Hs.301698 

Hs.79126 

Hs.28491 

Hs.81728 

Hs.75916 

Hs.1432 

Hs.303091 

Hs.181369 

Hs.183684 

Hs.1 13207 

Hs.78056 

Hs.74649 

Hs-180909 

Hs.83422 

Hs.2280 

Hs.93748 

Hs.33026 

Hs.12211 

Hs.332040 

Hs.14453 

Hs.8963 

Hs.234799 

Hs.19613 

HS.85B3 

Hs.261828 

Hs.284294 

Hs.269280 

Hs.28102 

Hs.31037 

Hs.139548 

Hs.74170 

Hs.172684 

Hs.17466 

Hs.13273 

Hs.9956 

Hs.300683 

Hs.92023 

Hs.259842 

Hs.268726 

Hs.279009 

Hs.50477 

Hs.16803 

Hs.301342 

Hs.97499 

H5L303197 

Hs.104777 

Hs.106747 

Hs.112651 

Hs.1 12790 

Hs.76288 

Hs.76853 

Hs.150540 

Hs.B2685 

Hs.101448 

Hs.7854 

Hs^41552 

Hs.291623 

Hs.125103 

Hs.144950 

Hs.1 16346 

Hs.251699 

Hs.234573 

Hs.301005 

Hs.22391 

Hs.25647 

Hs.29802 



Hs.4892 
Hs.278712 
Hs.5326 • 
Hs.182635 
Hs.67052 



Unigene Title 

chaperonin containing TCP1, subunit 8 (t 
DAZ associated protein 2 
proteasome (prosome, macropain) acflvato 
heat shock 70kD protein 2 
gb:Human major histocompatitility comple 
immunoglobulin heavy constant mu 
voltage-dependent anion channel 1 
sialyltransferase 4A (beta-gaiartosidasa 
gb:Homo sapiens immunoglobulin heavy cha 
guanine nucleotide binding protein 10 
spermidine/spermine N1-acetyttransferase 
unci 19 (Cetegans) homolog 
splicing factor 3b, subunit 2, 145kD 
protein kinase C substrate 80K-H 
pleckstrin homology, Sec7 and coiled/cot 
ubtquitin fusion degradation 1-Rke 
eukaryotic translation initiation factor 
G protein-coupled receptor 30 
cathepsin L 

cytochrome c oxidase subunit Vic 
peroxiredoxin 1 
MLN51 protein 
ribophorin I 

Homo sapiens cDMA FU14676 fis, done NT 
hypothetical protein PP2447 
GDP-fucose transporter 1 
hypothetical protein MGC13010 
interferon consensus sequence binding pr 
Homo sapiens mRNA full length insert cDN 
breakpoint duster region 
ESTs 

similar to APOBEC1 

G proteirvcoupied receptor kinase 7 

Breakpoint duster region protein, uteri 

ESTs 

ESTs 

ESTs 

kinesin family member 1C 

melallothionein 1E (functional) 

veside-associated membrane protein 8 (a 

retmoic acid receptor responder (tazaro 

KIAA0592 protein 

hypothefcai protein RJ20259 

Homo sapiens cDNA FU12825 fis. done NT 

core Wstone macroH2AZ2 

protein kinase, AMP-acUvaled, gamma 2 n 

ESTs, Highly slmflar to ZN91.HUMAN ZINC 

matrix Ga protein 

RAB27A, member RAS oncogene famBy 

UJC7(&cerevisiae)-fike 

hypothetical protein MGC4342 

ESTs, Weakly similar to unknown [H^aple 

B-cell CLUlymphoma 7C 

ESTs 

serine carboxy peptidase 1 precursor prot 

ESTs 

EST 

calpain 2, (m/lf) large subunit 

Homo sapiens mRNA; cDNA DKFZp434N1728 (f 

Homo sapiens, done lMAGHi3954961, mRNA, 

CD47 antigen (Rh-rdated antigen, integr 

metastasis associated 1 

zinc/iron regulated transporter-like 

WAA0268 protein 

ESTs, Weakly similar to unnamed protein 

ESTs 

ESTs 

gb:zv88a04.s1 Soares_NhHMPu_S1 Homosapi 
ESTs, Highly similar to A46297 beta-1 ,6- 
ESTs. Weakly simitar to IDN4-GGTR14[H.s 
Homo sapiens mRNA for TL132 
purine-rlch element binding protein B 
chromosome 20open reading frame 3 
v-fos FBJ murine osteosarcoma viral ortco 
slit (Drosophila) homolog 2 
ESTs 

Homo sapiens clone 24841 mRNA sequence 
eukaryotic translation initiation factor 
amino acid system N transporter 2; porcu 
ESTs 

vacuolar protein sorting 26 (yeast homo! 
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133437 


R57419 


Hs.7370 


phosphotidyfinositol transfer protein, b 


133449 


AA094989 


Hs.7381 


voltage-dependeni anion channel 3 


133649 


AA479139 


Hs.75393 


acid phosphatase 1, soluble 


133814 


M33882 


Hs.76391 


myxovirus (influenza) resistance 1, homo 


134378 


AF006088 


Hs.82425 


actin related protein 2/3 complex, subun 


134419 


L08044 


Hs.82961 


tref oil factor 3 (Intestinal) 


134548 


U41515 


Hs.333495 


Deleted in spfit-hand/split-ioot 1 regio 


134776 


J055B2 


Hs.89603 


mucin 1, transmembrane 


135032 


AA243497 


Hs.173685 


hypothetical protein FLJ12619 



TABLE 45B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT number Accessions 

127615 380951J AA626215 AA718919 
100763 tigr_HT3800 X12432 Y08693 

102223 221 265 AF013616 AA300945 X65907 AF062264 AF062250 Z47228 Z75389 Z75374 AF062152 AF062146 275398 X64153 AF062101 AF062218 S59161 
Z75392 AF052196 AF0621 92 X65904 U24685 AF062181 Z47241 Z75376 AF062217 Z47234 X64152 AF062187 AF062173 AF06215B Z47229 
M7401 8 M74021 X54441 M84512 U91 15 M84508 Z75384 AJ244983 AJ245240 AJ245O30 AJ245042 M26998 L03635 S64473 AJ244997 AJ24501 3 
AJ279535 U89766 AF174049 AF174085 AF174086 U97246 AJ24501 1 AJ245017 AJ245028 AJ245041 AJ245051 AJ245065 AJ245236 U22391 
Z49143 Z74665 AF087428 S66098 Z70650 AJ244929 AF006528 AF022004 AF021 983 U00556 AJ245035 Z70617 Z70605 AJ 245052 AJ245046 
AF087424 AF174054 S67110 U21257 U21267 U21268 Z35492 U71103 AF021991 L23518Z70644 AJ245036 Z49141 AF089001 Z74695 Z46304 
AF021 957 AF021990 AF022005 AF052527 AF021947 Z70604 Z70610 AF062104 Z49135 X64235 Z46341 Z46305 Z46307 Z491 36 AJ244996 
Z46342 AJ244931 AJ244935 AJ244937 AJ244938 L12192 AJ244939 AJ244940 AJ244941 Z46308 AJ244962 AF062234 AJ244973 AJ244984 
AJ244985 AF174088 AJ279519 AJ279521 AJ279526 AJ245009 AJ279531 AJ245008 AJ244994 AJ244991 AJ244990 AJ244988 AJ244987 X87440 
AJ24523B Z70625 Z70626 Z70641 Z70640 Z70643 AJ244975 Z70616 Z70637 AJ244982 AJ244967 AJ239377 AJ245057 AF02194B AF107239 
AJ245040 L341 63 AF062231 Z70627 AF0621 13 AF0Q6527 AF174041 AJ279537 Z70642 U00497 Z70639 AJ245054 AJ244960 AJ279524 AJ244943 
AJ249631 AF035041 AJ245039 AJ245050 AF107233 AJ239362 AJ244969 Z46278 Z46290 Z46274 Z46281 AJ239351 L25293 AJ244944 AJ244951 
Z46280 Z46270 AJ245043 Z46276 AF107241 Z46271 Z46277 AJ245034 Z46273 AJ244992 Z46282 Z70638 Z46275 AJ244972 Z46272 Z46279 
Z46269 AF087422 M74469 X64159 AF103243 X64156 AJ244942 Z4631 6 AJ222547 Z46322 Z46324 Z46326 Z46327 AJ222556 Z46329 Z46330 
Z46302 AJ222561 AJ222549 AJ222568AJ222570AJ222571 Z49139 AJ222578 AJ222562AJ222577 Z45323AJ222576 AJ222566 Z46315 
AJ222557 AJ222564 AJ222559 AJ222573 AJ222575 Z46318 AJ222548 246319 AJ222552 AJ222550 AJ222567 AJ222558 AJ222563 Z46317 
X87438 AJ222555AJ240581 AF103161 AJ240580AJ240594Y17929AJ240553AJ240573 AJ240558AJ240555Y17927 Y17949AJ240561 Y17948 
Y17933 Y17947 Y1 7944 Y17928 Y17931 Y17934 AJ240595 Y17943 Y17932 Y17930 AJ240590 AJ240560 Y17945 AJ240556 S79918 AF103278 
AW364256 AF103299 AF103122 X75022 AF004937 Z30557 Z30677 Z30573 Z30576 Z30561 Z30674 Z30562 Z30675 AW4031 29 A12031 92 
AW404253 AW237246 A1654630 H61354 



Table 46A lists about 714 genes upregulated in esophageal cancer relative to normal body tissues. These genes were selected from 59680 probesets on the Eos/Affymetrix Hu03 
Genechip array. Gene expression data for each probeset obtained from this analysis was expressed as average Intensity (AT), a normalized value reflecting the relative level of 
rrtRNA expression. 

Table 47A fists about 113 genes upregulated In esophageal tumors relative to normal esophagus. These genes were selected from 59680 probesets on the Eos/Affymetrix Hu03 
Genechip array. Gene expression data for each probeset obtained from this analysis was expressed as average Intensity (At), a normalized value reflecting the relative level of 
mRNA expression. 

Table 48A fists about 162 genes down regulated in esophageal tumors relative to normal esophagus. These genes were selected from 59680 probesets on the Eos/Affymetrix Hu03 
Genechip array. Gene expression data for each probeset obtained from this analysis was expressed as average Intensity (AT), a normalized value reflecting the relative level of 
mRNA expression. 

TABLE 46A: [ . 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Untgene number 

Unigene TTUeiUnlgene gene title 

R1: 90th percentile of esophageal tumor Als divided by the 70th percentile of normal tissue Als, where the 1 5lh percentile of the normal tissue Als was subtracted from both 

the numerator and denominator. 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


413808 


J00287 




Homo sapiens mRNA for caWesmon, 3" UTR 


31.57 


411243 


AB039886 


Hs.69319 


CA11 


26.06 


422168 


.AA586894 


Hs.1 12408 


S100 calcium-binding protein A7 (psorias 


25.65 


401781 






Target Exon 


23.23 


424098 


AF077374 


Hs.139322 


small proline-rich protein 3 


21.35 


425211 


M18667 


Hs.1867 


progastricsin (pepsinogen C) 


20.37 


417366 


BE185289 


Hs.1076 


small proline-rich protein 1B (comifin) 


20.33 


401780 






NM_00555r:Homo sapiens keratin 16 (foca 


18.94 


421948 


L42583 


Hs.334309 


keratin 6A 


1B.13 


400289 


X07820 


Hs.2258 


matrix metalloproteinase 10 (stromelysin 


18.01 


429538 


BE162592 


Hs.11261 


small proline-rich protein 2A 


17.31 


400666 






NM_002425:Homo sapiens matrix metailopro 


17.28 


418007 


M13509 


Hs.83169 


matrix metalloproteinase 1 (interstitial 


16.96 
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430520 NM.016190 Hs.242057 chromosome t open reading frame 10 16.35 

408522 AI541214 Hs.46320 Smalt proiine-rich protein SPRK [human, 16.22 

413278 BE5630B5 Hs.833 interferorwllmulated protein, 15 kDa 15.64 

421582 AI910Z75 trefoil factor 1 (breast cancer, estroge 14.86 

5 425679 X05997 Hs.1 59177 lipase, gastric 14.53 

421773 W69233 Hs.112457 ESTs 14.26 

433091 Y12642 Hs.3185 lymphocyte antigen 6 complex, locus D 14.26 

422158 L10343 Hs.1 12341 protease Inhibitor 3, skin-derived (SKAL 13.93 

, A 444325 AW152618 Hs.16757 ESTs 13.24 

10 431723 AW056350 Hs.16762 Homo sapiens mRNA; cDNA DKFZp564B2062 (f 13.19 

420783 A1659838 Hs.99923 lectin, galadoslde-Wndino, soluble, 7 11.98 

423673 BE003054 Hs.1695 matrix metalloproteinase 12 (macrophage 10.99 

426350 NMJJ03245 Hs.2022 transglutaminase 3 (E polypeptide, prote 10.77 

432239 X81334 Hs.2936 matrix metalloproteinase 13 (collagenase 10.31 

15 446292 AF081497 Hs.279682 Rh typeCgrycoprotein 9.69 

421978 AJ243662 Hs.1 10196 NICE-1 protein 9.6B 

448811 AI590371 Hs.199460 ESTs 9.38 

453331 AI240665 ESTs 9.37 

423634 AW959908 Hs.1690 hepariivbinding growth factor binding pr 9.28 

20 413719 BE439580 Hs.75498 small inducible cytokine subfamily A (Cy 9.18 

406587 M31126 matrix metalloproteinase 11 (stromelysin 9.13 

454034 NM 000691 Hs.575 atdehyde dehydrogenase 3 family, member 9.04 

450701 H39960 Hs.288467 hypothetical protein XP..098 151 8.77 

418686 Z36830 Hs.87268 annexinA8 8.76 

25 421110 AJ250717 Hs.1355 cathepslnE 8.42 

407788 BE514982 Hs.38991 S100 calriunvbinding protein A2 8.42 

424012 AW368377 Hs.1 37569 tumor protein 63 kDa with strong homolog 8.38 

423217 NMJJ00094 Hs.1640 collagen, type VII, alpha 1 (epidermotys &18 

427666 AI791495 Hs.180142 calmoduTm-like skin protein (aSP) 8.11 

30 450375 AA009647 a disintegrin and metalloproteinase doma 8.03 

401785 NM_002275*:Homo sapiens keratin 15 (KRT1 7.97 

445891 AW391342 Hs.199460 DPCR1 protein 7.95 

437053 AU077018 Hs.3235 keratin 4 7.93 

„ 423271 W47225 Hs.126256 interleukln 1, beta 7.80 

35 409757 NMJJ01898 Hs.123114 cyslatinSN .7.74 

444342 NM.014398 Hs.10887 similar to lysosorne-associated membrane 7.64 

452838 U65011 Hs.30743 preferentially expressed antigen in mela 7.58 

429211 AF052693 Hs.198249 gap junction protein, beta 5 (connexin 3 7.55 

428330 L22524 Hs.2256 matrix metalfoproteinasa 7 (matrirysln, 7.26 

40 448045 AJ297436 Hs.20166 prostate stem ceD antigen 7.14 

408243 Y00787 Hs.624 interteukinS 7.13 

429359 W00482 Hs^399 matrix metalloproteinase 14 (membrane-in 7.08 

437191 NNL006846 Hs.331555 serine protease inhibitor, Kazal type, 5 7.04 

407366 AF026942 Hs.17518 gb:Homo sapiens dg33 mRNA, partial sequ 7.04 

45 424687 J05070 Hs.151738 matrix metalloproteinase 9 (getatinase B 6.98 

421379 Y15221 Hs.1 03982 small inducible cytokine subfamByB{Cy 6.89 

414774 X02419 Hs.77274 plasminogen activator, urokinase 6.85 

439926 AW014875 Hs.137007 ESTs 6.84 

446921 AB012113 Hs.16530 small inducible cytokine subfamily A {Cy 6.82 

50 429259 AA420450 Hs.292911 Plakophflin 6.77 

419741 NMJJ07019 Hs.93002 ubiqurfin carrier protein E2-C 6.71 

424834 AK001432, Hs.1 53408 Homo sapiens c DN A FU 1 0570 fis, clone NT 6.67 

429228 AI553633 Hs.326447 ESTs 6.61 

426312 AF026939 Hs.181874 mterfercn-lnduced protein with tetratri 6.60 

55 431211 M86B49 Hs.323733 gap junction protein, beta 2, 26kD (conn 6.58 

441362 BE614410 Hs.23044 RAD51 (S. cerevisiae) homolog (Ecoli Re 6.55 

414987 AA524394 Hs.294022 hypothetical protein FL) 14950 6.54 

446989 AK001898 Hs.16740 hypothetic protein FU11036 6.53 

409632 W74001 Hs.55279 serine (or cysteine) proteinase inhibito 6.51 

60 422166 W72424 Hs.112405 S100ca!du^4)inajr^()roteinA9(calgran 6.49 

417515 124203 Hs.82237 ataxia-telangiectasia group Dissociated 6.48 

428471 X57348 Hs.184510 strathln 6.46 

422511 AU076442 Hs.117938 collagen, type XVII. alpha 1 6.45 

_ 444381 BE387335 Hs.283713 ESTs, Weakly similar to S64054 hypotheti 6.44 

65 401747 Homo sapiens keratin 17 (KRT17) 6.42 

421508 NrA.004833 Hs.105115 absent in melanoma 2 6.42 

416768 AA363733 Hs.1032 regenerating isle Werived 1 alpha {pane 6.42 

417079 U65590 Hs.81134 mterleukin 1 receptor antagonist 6.41 

„ 432374 W68815 Hs,301885 Homo sapiens cDNAFUl 1346 fis, done PL 6.38 

70 422596 AF063611 Hs.118633 2^-oligoadenylate synthetase* 6.38 

409601 AF237621 Hs.80828 keratin 1 (epidennolytic hyperkeratosis) 6.36 

444781 NMJJ14400 Hs.11950 GPI-anchored metastasis-associated prota 6.35 

407811 AW190902 Hs.40098 cysteine knot superfamity 1 , BMP antagon 6.33 

425415 M13903 Hs.157091 involucrin 6.32 

75 43195B X63629 Hs.2877 cadherin 3, type 1, P-cadherin (placenta 6.30 

415989 ' AI267700 ESTs 6.23 

406673 M34996 Hs.1 98253 major histocompatibility complex, dass 6.21 

449228 AJ403107 Hs.148590 protein related with psoriasis 6.21 

436749 AA584890 Hs.5302 lectin. galactostde-Wnding, soluble, 4 6.18 

80 444527 NMJXJ5408 Hs.1 1383 small inducible cytokine subfamily A (Cy 6.06 

418663 AK001100 Hs.41690 desmocoTDn3 6.04 

428368 BE440042 Hs.83326 matrix metalloproteinase 3 (stromelysin 5.98 

414915 NML002462 Hs.76391 myxovirus (influenza) resistance 1, homo 5.96 
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452401 NM 007115 Hs.29352 tumor necrosis factor, alpha-irxlxed pro 5,93 

452304 AA025386 Hs.61311 ESTs, Weakrysimflar to S10590 cysteine 5.92 

418004 U37519 Hs.87539 aldehyde dehydrogenase 3 family, member 5.92 

424620 AA101O43 Hs.151254 kalBkrein 7 (chyrnolryptic, stratum com 5.84 

5 425650 NKL001944 Hs.1925 desmogtein 3 (pemphigus vulgaris antigen 5.76 

400665 NMJX)2425:Homo sapiens matrix metallopro 5.75 

427747 AW411425 Hs.180655 serine/threonine kinase 12 5.72 

425247 NW.005940 Hs.155324 matnxmet^toprotelnase11 (stromelysln 5.72 

414004 AA737033 Hs.7155 ESTs, Moderately similar to 21 15357ATYK 5.71 

10 422765 AW409701 Hs.1578 baculovira! IAP repeat-containing 5 (sur 5.70 

439606 W79123 Hs.58561 G protein-coupled receptor 87 5.70 

445417 AK001058 Ks.12680 Homo sapiens cONA FU10196 fis. clone HE 5.68 

433447 U29195 Hs.3281 neuronal pentraxin II 5.67 

428227 AA321649 Hs.2248 small Inducible cytokine subfamily B (Cy 5.64 

15 408000 11 1690 Hs.198689 bullous pemphigoid antigen 1 (230/240kD) 5.62 

413219 AA878200 Hs.118727 Homo sapiens cDNA FU 13692 fis. clone PL 5.60 

428450 NMJJ14791 Hs.184339 KIAA01 75 gene product 5.53 

424408 AI754B13 Hs.146428 collagen, type V, alpha 1 5.50 

416250 AA581386 Hs.73452 hypothetical protein MGC1 0791 5.48 

20 447164 AF026941 Hs.17518 Homo sapiens dg5 mRNA, partial sequence 5.47 

412326 R07566 Hs.73817 smaillnduclble cytokine A3 (homologous 5.44 

439223 AW238299 Hs.250618 UL1 6 binding protein 2 5.44 

431629 AU077025 Hs.265827 Interferon, alpha^nducible protein {do 5.42 

402994 NM_002453*:Homo sapiens myxovirus (influ 5.40 

25 447333 BE090580 Hs.70704 hypothetical protein (JJ616B8.3 5.40 

426991 AK001536 Homo sapiens cDNA RJ10674 fis. clone NT 5.36 

454241 BE144666 gb:CM2-HT017WW1099-017-c02HT0176Homo 5.33 

408716 AI567839 Hs.151714 Homo sapiens mRNA for K1AA1 769 protein, 5.32 

449722 BE280074 Hs.23960 cyciinBI 5.31 

30 428434 AW363590 Hs.65551 Homo sapiens, Simflar to DNA segment, Ch 5.30 

426283 NM.003937 Hs.169139 kynureninase (L-kynurenine hydrolase) 5.29 

418941 AA452970 Hs.239527 E1B-55kDa-associated protein 5 5.29 

417720 AA205625 Hs.208067 ESTs 5.29 

424008 R02740 Hs.1 37555 putative chemoxine receptor; GTP-binding 5.28 

35 419216 AU076718 Hs.164021 small inducible cytokine subfamily B (Cy 5.27 

431620 AA126109 Hs.264981 Z-5 , -ofigoadenylatB synthetase 2 (69-71 5.26 

430280 AA361258 Hs.237868 interteuxm 7 receptor 5.25 

422627 BE336857 Hs.1 18787 transforming growth factor, beta-induced 5.24 

402075 ENSP00000251056*:Ptasma membrane calcium 5.24 

40 413753 U17760 Hs.75517 lammin, beta3(niceln (125kD), kaBnin 5.24 

445537 AJ245671 Hs.12844 EGF-tike-domain, multiple 6 5.22 

446619 AU076643 Hs.313 secreted phosphoprotetn 1 (osteopontin, 5.22 

418558 AW082266 Hs.86131 Fas (TNFRSrej-assodated via death dbmai 5.21 

422440 NM 004812 Hs.1 16724 akto-keto reductase family 1, member B10 5.20 

45 428188 M98447 Hs.22 transglutaminase 1 (K polypeptide epider 5.20 

406663 U24683 Hs.293441 IrrarrunoglobuDn heavy constant mu 5.19 

409178 BE393948 Hs.50915 katlikreinS 5.15 

443426 AF098158 Hs.9329 chromosome 20 open reading frame 1 5.14 

410700 AA352335 Hs.65641 hypothetical protein FU20073 5.10 

50 418054 NfyL002318 Hs.83354 rysyl oxkiase-like 2 5.09 

452281 T93500 HsJ28792 Homo sapiens cDNA FU11041 fis, clone PL 5.09 

412471 M63193 Hs.73946 endothelial cell growth factor 1 (platel 5.08 

411274 NM.002776 Hs.69423 kaffikreinlO 5.07 

407756 AA116021 Hs.38260 ubiquitin specific protease 18 5.03 

55 409893 AW247090 Hs.57101 minichrornosome maintenance deficient (S. 5.03 

433800 AI034361 Hs.135150 lung type-l cefl membrane-associated gfy 5.02 

412755 BE144306 Hs.179B91 ESTs, Weakly similar to P4HA-HUMAN PROLY 5.02 

416530 U62801 Hs.79361 kattikrein 6 (neurosln, zyme) 5,02 

429058 AF138863 Hs.35254 hypothetical protein FLB6421 5.00 

60 442117 AW664964 Hs.128899 ESTs; hypothetical protein for IMAGE:447 5.00 

426711 AA383471 Hs.343800 conserved gena amplified in osteosarcoma 4.97 

405770 NM 002362:Homo sapiens melanoma antigen, 4.96 

444783 AK001468 Hs.62180 anilHn (DrosopWla Scraps homolog), act 4.94 

420859 AW468397 Hs.1 00000 SI 00 caJctonvUnding protein AS (catgran 4.94 

65 426866 U02330 Hs.172816 neureguKnl 4.93 

423017 AW178761 Hs.227948 serine (or cysteine) proteinase inhiWto 4.92 

455601 AJ368680 Hs.816 SRY (sex determining region Y}-box 2 4.91 

409956 AW103364 Hs.727 inhibin, belaA(acfjvinA.aclivlnABa 4.90 

427786 BE407863 Ks.256871 ESTs 4.87 

70 409420 Z15008 Hs.54451 bminin. gamma 2 (nicein (lOOkD), kalini 4.86 

444371 BE540274 Hs.239 forkhead box M1 4.86 

431009 BE149762 Hs.48956 gap junction protein, beta 6 (connexin 3 4.85 

434826 AF155661 Hs.22265 pyruvate dehydrogenase phosphatase 4.84 

__. 406690 M29540 Hs.220529 carcinoembryonic antigen-related cell ad 4.83 

75 409402 AF208234 Hs.695 cystalin B (steftn B) 4.81 

408202 AA227710 Hs.43658 DKFZP586L151 protein 4.79 

401994 Target Exon 4.77 

425292 NWL005824 Hs.155545 37 kDa teuane-fich repeat (LRR) protein 4.74 

421574 AJ000152 Hs.105924 defensin, beta 2 4.69 

80 429299 AI620463 Hs,347408 hypothetical protein MGC13102 4.69 

422109 S73265 Hs.1473 gastrin-releaslng pepGde 4.68 

439453 BE264974 Hs.6566 thyroid hormone receptor interactor 13 4.68 

407944 R34008 Hs.239727 desmocollin2 4.67 
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411296 BE207307 Hs.10114 growth suppressor 1 4.65 

433364 AI075407 Hs.236083 ESTs, Moderately similar to 154374 gene 4.65 

425234 AW1 52225 Hs.1 65909 ESTs, WeaWy similar to I38022 hypotheli 4.61 

421335 X99977 Hs.103505 ARS component 8 4.60 

5 422515 AW500470 Hs.1 17950 multifunctional polypeptide similar to S 4.59 

453779 N35187 Hs.433B8 28kD interferon responsive protein 4.59 

423575 C18863 Hs.163443 periosfin (OSF-2os) 4.59 

417308 HG0720 Hs.81892 K1AA0101 gene product 4.58 

428651 AF196478 Hs.1 88401 annexinA10 4.58 

10 424354 NM 014314 Hs.145612 RNAheTrcase 4.58 

404996 Target Exon 4.56 

404240 NMJ)1 8950:Homo sapiens major histocompat 4.56 

453095 AW295660 Hs.252756 ESTs 4.55 

410407 X66839 Hs.63287 carbonic anhydrase IX 4.55 

15 418678 NM 001327 Hs.87225 cancer/testis antigen (NY-ESO-1) 4.55 

450685 L15533 Hs.423 pancreatitis-associated protein 4.54 

425483 AF231022 Hs.158159 FAT tumor suppressor (Drosophiia) homolo 4.53 

425397 J04088 Hs.1 56346 topoisomerase (DNA) II alpha (170kD) 4.52 

408380 AF1 23050 Hs.44532 diubiqultin 4.47 

20 443859 NM.013409 Hs.9914 fdlistatin 4.46 

411773 NM 006799 Hs.72026 protease, serine, 21 (testistn) 4.44 

412140 AA219691 Hs.73625 RAB6 Interacting, kmesin-fike (rabklnes 4.44 

421777 BE562088 Hs.108196 HSPC037 protein 4.44 

408908 BE296227 Hs.250822 serine/threonine kinase 15 4.43 

25 408122 AI432652 Hs.42824 hypothetical protein FU 107 18 4.42 

422487 AJ010901 Hs.19B267 mucin 4, tracheobronchial 4.42 

400419 AF0B4545 Target 4.42 

452571 W31518 Hs.34665 ESTs 4.41 

430044 AA464510 Hs.152812 ESTs 4.41 

30 414732 AW410976 Hs.77152 minichrornosome maintenance deficient (S. 4.39 

448111 AA053486 Hs.20315 interferon-induced protein with tetratri 4.39 

443347 AI052543 Hs.1 33244 rnelanorna^erWed leucine zipper, extra-n 4.39 

453884 AA355925 Hs.36232 KIAA01 86 gene product 4.38 

4364B1 AA379597 Hs.5199 HSPC150 protein similar to ubiquitin-con 4.37 

35 417900 BE250127 Hs.82906 CDC20 (cell division cycle 20, S. cerevi .4.37 

424046 AF027866 Hs.1 38202 serine (or cysteine) proteinase inhibito 4.37 

427983 M17706 Hs.2233 colony stimulating factor 3 (granulocyte 4.36 

448357 N20169 Hs.108923 RAB38, member RAS oncogene family 4.38 

409041 AB033025 Hs.50081 Hypothetical protein, XPJD51860 (WAA1 1 9 4.34 

40 439999 AA115811 Hs.6838 ras homdog gene family, member E 4.34 

410361 BE391804 Hs.62661 guanytate binding protein 1, 'interferon- 4.34 

409703 NM 006187 Hs.56009 2-5^ofigoadenylate synthetase 3 (100 k 4.32 

402447 C1000201:gil204416|gblAAA02627.1| (L0519 4.31 

426514 BE616633 Hs.170195 bone morphogenefic protein 7 (osteogenic 4.28 

45 432731 R31178 Hs.287820 fibronectinl 4.27 

422397 AJ223366 Hs.116051 Homo sapiens cDNA FU22495 hs, clone H 4.27 

413670 AB000115 Hs.75470 hypothetical protein, expressed to osteo 4.25 

425580 L11144 Hs.1907 galanin 4.25 

421506 BE302796 Hs.105097 foymWine kinase 1. soluble 4.23 

50 409433 AA074382 Hs.135255 ESTs 4.23 

430630 AW269920 HsJ2621 cystafoi A(stefin A) 4,22 

447343 AA256641 Hs.236894 ESTs,Hlghrysrmi3artoS02392aIpha-2-m 4.21 

407047 X65965 gb:H^apiens SOD-2 gene for manganese su 4.20 

432375 BE536069 Hs.2962 S1 00 cateiunvblnding protein P 4.20 

55 434449 AW953464 Hs.3849 hypothetical protein FU22041 similar to 4.19 

417866 AW067903 Hs.82772 collagen, type XI, alpha 1 4.19 

436291 BE56B452 Hs.344037 protein regulator of cytokinesis 1 4.18 

418140 BE613835 Hs.83551 rrricrofibrillar-assodated protein 2 4.17 

410286 AI739159 Hs.61898 " DKFZP586N21 24 protein 4.16 

60 448844 AI581519 Hs.177164 ESTs 4.16 

432680 T47364 Hs.278613 interferon, alpha-inducibte protein 27 4.16 

417599 AA204688 Hs.62954 ESTs 4.16 

402992 Target Exon 4.15 

429500 X78565 H&289114 hexabrachion (tenascin C, cytotaclin) 4.14 

65 422100 AI096988 Hs.1 11554 ADP-ribosytation factor-like 7 4.13 

409512 AW979187 Hs^93591 melanoma differentiation associated prot 4.12 

446985 AL038704 Hs.156827 ESTs, Weakly simitar to ALU 1JWMAN ALU S 4.11 

407137 T97307 gb:ye53h05.s1 Scares fetal liver spleen 4.10 

411263 BE297802 Hs.69360 kinesuvlike 6 (mitotic centromere-assoc 4.10 

70 439979 AW600291 Hs.6823 hypothetical protein FU10430 4.10 

423905 AW579960 Hs.1 351 50 lung type-l cell membrane-associated gfy 4.09 

427337 Z46223 Hs.176663 Fc fragment of IgG, tow affinity lllb.r 4.08 

417933 X02308 Hs.82962 toymidytate synthetase 4.08 

__. 418689 A1360883 Hs.274448 hypothetical protein FU 11 029 4.06 

75 417678 X06560 Hs.82396 2',5'-oligoadenytate synthetase 1 (4M6 4.06 

451541 BE279383 Hs.26557 ptakophilin 3 4.06 

433848 AF095719 Hs.93764 carboxypeptidaseA4 4.06 

418113 AI272141 Hs.83484 SRY (sex determining region Y>box 4 4.04 

or . 429599 AA806106 Hs.123664 ESTs 4.03 

80 450823 TBI 223 Hs^2011 complement*^ tumor necrosis factor^ 4.02 

423787 AJ295745 Hs.236204 nuclear pore complex protein 4.00 

431250 BE264649 Hs.251377 taxd resistance associated gene 3 4.00 

416091 AF295370 Hs.283082 defensin. beta 3 3.97 
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427557 NfvL002659 Hs.179657 plasminogen activator, urokinase recepto 3.97 

427099 AB032953 Hs.1 73560 odd Oz/len-m homolog 2 (Drosophlla, mous 3.97 

402408 NN/L030920*:Horno sapiens hypotheUcal pro 3.97 

424927 AW973666 Hs. 153850 hypothetical protein C321D2.4 3.95 

5 414907 X90725 Hs.77597 poto {OrosophlaHike kinase 3.95 

452888 AW955454 Hs.30942 ephrin-B2 3.95 

456525 AW468397 Hs.100000 S1 00 catciunvbinding protein A8(calgran 3.95 

450983 AA305384 Hs.25740 ER01 {S. cerevisiaeHike 3.94 

419693 AA133749 Hs.301350 FXYD domain-containing ion transport reg 3.94 

10 420596 NMJJ02692 Hs.99185 polymerase (DNA directed), epsflon 2 3.94 

422094 AF129535 Hs.272027 F-box only protein 5 3.94 

414945 BE076358 Hs.77667 rymphocyle antigen 6 complex, locus E 3.93 

404286 C6001909:gil704441|dbjlBAAl8909.1l {D298 3.93 

423961 D13666 Hs.136348- periosUn (OSF-2os) 3.92 

15 426075 AW513691 Hs.270149 ESTs, Weakly similar to 2109260ABceil 3.91 

447377 X77343 Hs.334334 transcription factor AP-2 alpha 3.91 

435066 BE261750 Hs.4747 dyskeratosis congenita 1, dyskerin 3.91 

446998 N99013 Hs.16762 Homo sapiens mRNA: cDNA DKFZp564B2062 (f 3.91 

421904 8E143533 Hs.109309 hypothetical protein FU20035 3.90 

20 441553 AA281219 Hs.121296 ESTs 3.90 

428093 AW594506 Hs.104830 ESTs 3.90 

441020 W79283 Hs.35962 ESTs 3.89 

447078 AW885727 Hs.9914 ESTs 3.89 

437044 AL035864 Hs.69517 differentially expressed in Fanconrs an 3.89 

25 417621 AV654694 Hs.82316 inteneron-mduced, hepatitis Oassociat 3.B7 

424905 NMJHJ2497 Hs.153704 N1MA (never in mitosis gene a)-related k 187 

426059 BE292842 Hs.166120 Interferon regulatory factor 7 3.86 

419833 AA251131 Hs.220697 ESTs 3.85 

451807 W52854 Hs.27099 hypothetical protein FU23293 simitar to 3.85 

30 422530 AW972300 Hs.1 181 10 bone marrow stromal cell antigen 2 3.83 

452203 X57522 transporter 1,ATP-binding cassette, sub 3.83 

414020 NM 002984 Hs.75703 small inducibte cytokine A4 {homologous 3.83 

414809 AM34699 Hs.77356 transferrin receptor (p90. CD71) 3.83 

442599 AF078037 Hs.324051 RelA-associated inhibitor 3.82 

35 405387 NM_022170\HomosarieraV^arns-Beuren 3.82 

449539 W80363 Hs.58446 ESTs 3.82 

419079 AW014836 HS.18B44 ESTs 3.81 

410434 AF051152 Hs.63668 ton-like receptor 2 3.81 

408660 AA525775 ESTs, Moderately similar to PC4259 ferri 3.80 

40 409142 AL1 36877 Hs.50758 SMC4 {structural maintenance of chrornoso 180 

435099 AC004770 Hs.4756 flap structure-specific endonudease 1 3.80 

444006 BE395085 Hs.1 0086 type I transmembrane protein Fn14 3.79 

426761 A1015709 Hs.172089 Homo sapiens mRNA; cONA DKFZp586!2022 (f 3.79 

444665 BE613126 Hs.47783 B aggressive lymphoma gene 3.78 

45 427528 AU077143 Hs.179565 niintchromosornein3intenancedefWent(S. 3.78 

414561 AI064813 Hs.195155 Homo sapiens amino acid transport system 3.78 

411789 AF245505 Hs.72157 Adfican 3.77 

428311 NMJJ05651 Hs.183671 tryptophan 2,3-dioxygenase 177 

449378 AW664026 Hs.59892 ESTs 176 

50 449961 AW265634 Hs.133100 ESTs 3.76 

443378 AW392550 Hs.9280 proteasome{prosome,macropain)subunit, 3.75 

407242 M18728 gb:Human nonspecific crossreacting antig 3.75 

414416 AW409985 Hs.76084 rrypothefca) protein MGC2721 3.75 

422283 AW411307 Hs.1 14311 COC45 (cell division cyde 45, Sxerevis 175 

55 422675 BE01B517 Hs.1 19140 eukaryoBc transtalion initiation factor 174 

422699 BE410590 Hs.1 19257 ems1 sequence {mammary tumor and squamou 174 

441954 AI744935 Hs.8047 Fanconi anemia, complementation group G 174 

410290 AA402307 Hs.322844 hypothetical protein DKFZp564A1 76 3.73 

422648 D86983 Hs.1 18893 Melanoma associated gene 172 

60 428953 AA306610 Hs348183 tumor necrosis factor receptor superfarru 171 

443883 AA1 14212 Hs.9930 serine (or cysteine) proteinase inhibtto 3.71 

428728 NM_016625 Hs.1 91381 hypothetical protein 171 

400245 Eos Control 3.71 

442432 BE093589 Hs.38178 hypothetical protein FU 23468 3.70 

65 428484 AF104032 Hs. 184601 solute canter family 7 (catJonic amino 170 

424840 D79987 Hs.1 53479 extra spindle poles, S. cerevisiae, homo 170 

440659 AF134160 Hs.7327 daudinl 169 

414821 M63835 Hs.77424 Fc fragment of IgG, high affinity la. re 167 

413063 AL035737 Hs.75184 chrfinase ICke 1 (cartlage grycoprote 167 

70 425081 X74794 Hs.154443 mir^romosoms maintenance deficient (S. 3.66 

409432 049372 Hs.54460 small inducible cytokine subfamily A (Cy 3.65 

428291 AA534009 Hs.183487 interferon stimulated gene (20kD) 163 

414883 AA926960 COC28 protein kinase 1 3.63 

428398 AI249358 Hs.98558 ESTs 3.63 

75 428479 Y00272 Hs.334562 cetl division cycle 2,G1 to Sand G2 to 3.63 

408482 NMJJ00676 Hs.45743 adenosine A2b receptor 163 

404287 C60O1909:gi|7O4441Idbi|BAA18909.1| (D29B 163 

431941 AK000106 Hs.272227 Homo sapiens cDNA FU20099 fts, done CO 3.61 

414110 BE251752 gb:601112444F1 NIH_MGC_16 Homo sapiens c 161 

80 427857 AL133017 Hs.2210 hypothetical protein FU22865 161 

419968 X04430 Hs.93913 interteukin 6 fmterferon, beta 2) 161 

430413 AW842182 Hs.241392 small inducible cytokine A5 (RANTES) 160 

416209 AA236776 Hs.79078 MAD2 (mitotic arrest deficient, yeast, h 160 
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433001 AF217513 Hs.279905 clone HQ0310 PRO031 Op 1 3.60 

430994 AA490346 Hs.40530 Homo sapiens, clone MGC: 17624, mRNA, com 3.60 

456534 X91195 Hs.1 00623 phospholipase C, beta 3. neighbor pseudo 3.59 

437340 AL353935 Hs.1 35917 hypolheficaiproieinDKFZp761D1823 3.59 

5 435793 AB037734 Hs.4993 KIAA1 31 3 protein 3.59 

437016 AU076916 Hs.5398 guanine monphosphate synthetase 3.59 

420247 AA256930 Hs.44680 hypothetical protein FU20979 3.58 

424308 AW975531 Ks.1 54443 minichromosome maintenance deficient (S. 3.57 

422282 AF019225 Hs.1 14309 apolipoprotein L 3.57 

10 424635 AA420687 Hs.115455 Homo sapiens cDNA FU 14259 fis, clone PL 3.57 

421044 AF061871 Hs.101302 Human DNA sequence from done RP1-238D1 5 3.57 

408015 AW135771 Hs.244349 epidermal differentiation complex protei 3.56 

422956 BE545072 Hs.1 22579 ECT2 protein (Epithelial cell transtormi 3.56 

449039 A1962602 Hs.74284 hypothetical protein MGC2714 3.56 

15 446269 AW263155 Hs.14559 hypothetical protein FU10540 3.55 

400297 AI127076 Hs.306201 hypothetical protein DKFZp56401 278 355 

428977 AKQ01404 Hs.194698 cycfinB2 3.55 

402995 NM_002463*:Homo sapiens rnyxovirus (inftu 3.55 

416065 BE267931 Hs.78998 proliferating cell nuclear antigen 3.54 

20 432917 NM-014125 Hs.241517 PRO0327 protein 3.54 

439750 AL359053 Hs.57664 Homo sapiens mRNA full length Insert cDN 3.53 

445411 AL137255 Hs.12646 hypothetlcat protein FU22693 3.52 

438113 AM67908 Hs.6882 ESTs 3.52 

414420 AA043424 Hs.76095 Immediate early response 3 3.51 

25 419682 H13139 Hs.92282 paired-fike homeodomaln transcription fa 3.50 

447208 BE315291 Hs.237971 hypothetical protein MGC5627 3.50 

432543 AA552690 Hs.152423 Homo sapiens cDNA: FU 21 274 6s, done C 3.49 

442295 A1827248 Hs.224398 Homo sapiens cDMA FU1 1 469 fis, done HE 3.49 

426440 BE382756 Hs.169902 solute carrier family 2 (facilitated glu 3.49 

30 429249 X81479 Hs.2375 egf-fike module containing, mucin-like, . 3.48 

413900 AW409747 Hs.75612 stress-induced-phosphoprotein 1 {Hsp7Q/H 3.48 

424242 AA337476 Hs.347408 hypothetical protein MGC13102 3.48 

414761 AU077228 Hs.77256 enriaruMrofzeste(Drosophlla)homolog2 3.47 

4464B0 NM.014578 Hs.15114 ras homolog gene family, member 146 

35 414825 XD6370 * Hs.77432 epidermal growth factor receptor {avian 3.46 

428865 BE544095 Hs.164960 BarH-fike homeobox 1 3.46 

449003 X76342 Hs.389 atcohd dehydrogenase 7 (dass IV), muo 146 

450506 NMJJ0446Q fibroblast adivation protein, alpha 146 

421307 BE539976 Hs.1 03305 Homo sapiens mRNA; cONA DKFZp434B0425 (f 145 

40 422938 NM_001809 Hs.1594 centromere protein A (17kD) 145 

405545 Target Exon 145 

418322 AA284166 Hs.84113 c^clirKJependentWnaseinhirjitor3(COK 144 

441703 AW390054 Hs.192843 leucine zipper protein FKSG14 144 

417944 AU077196 Hs.82985 collagen, type V, alpha 2 3.44 

45 417924 AU077231 Hs.82932 cydin D1 (PRAD1: parathyroid adenomatos 3.44 

431228 AB0O6746 Hs.198282 phospholipid scramblase 1 144 

422363 T55979 Hs.1 15474 repMon factor C (activator 1)3 (38 143 

440502 AI824113 Hs.78281 regulator of G-protein signalling 12 143 

448741 BE614567 Hs.19574 hypothetical protein MGC5469 143 

50 453922 AF053306 Hs.36708 budding uninhibited by benzlmldazotes 1 3.43 

406646 M33600 Hs.308026 major histocompatibility complex, dass 142 

413281 AA861271 Hs.222024 transcription factor BMAL2 3.42 

449101 AA205847 Hs.23016 G protein-coupled receptor 3.42 

430B90 X54232 Hs.2699 gtyptcan 1 141 

55 422809 AK001379 Hs.121028 hypothetical protein FL) 1 0549 141 

412429 AV650262 Hs.75765 GR02 oncogene 141 

443211 AI128388 Hs.1 43655 ESTs 3.41 

422209 AF005210 Hs.1 13222 chemokine (OC motif) receptor 8 140 

428303 AW974476 Hs.183601 regulator of Gfrotein signalling 16 139 

60 421817 AF146074 Hs.1 08560 ATP-binding cassette, sub-family C (CFTR 139 

428664 AK001666 Hs.1B9095 similar to SALL1 (sal (Drosophila}-W« 3.39 

422101 AW404176 Hs.1 11611 ribosomal protein L27 139 

457670 AF119666 Hs.23449 insuHn receptor tyrosine kinase substra 3.38 

437033 AW248364 Hs.5409 RNA polymerase I subunit 3.37 

65 425322 U63630 Hs.1 55637 protein kinase, DNA-activated. catalytic 137 

417059 AL037672 Hs.81071 extracellular matrix protein 1 137 

400298 AA032279 Hs.61635 six transmembrane epithelial antigen of 3.36 

414812 X72755 Hs.77367 monokine induced by gamma interferon 3.36 

436748 BE159107 Hs.159263 collagen, type VI, alpha 2 136 

70 401797 Target Exon 136 

428309 M97815 Hs.1B3650 cellular retinoic ackMHnding protein 2 135 

421563 NNL006433 Hs.105806 granulysin 3.35 

402294 Target Exon 3.34 

414024 AA134712 Hs.22410 gb:zm79g08.r1 Stratagene neuroepitheBum 134 

75 401961 NM_021626:Homo sapiens serine carboxypep 3.33 

418462 BE001596 Hs.85266 integrin, beta 4 3.33 

418867 031771 Hs.89404 msh (Drosophila) homeo box homolog 2 3.33 

424800 ALQ35588 Hs.153203 MyoD family inhibitor 3.33 

n . 412420 AL035668 Hs.73853 bone morphogenetic protein 2 133 

80 404440 NM 021048:Homo sapiens melanoma antigen, 3.33 

432398 AA307808 Hs.2979 trefoil factor 2 (spasmolytic protein 1) 133 

421677 H64092 Hs.38282 ESTs 133 

407792 AI077715 Hs.39384 putative secreted ligand homologous to f 132 
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449048 Z45051 Hs.22920 similar to S68401 (cattle) glucose indue 3.32 

417197 AW994561 Hs.151777 eukaryolic translation iniUation factor 3.32 

429669 BE185499 Hs.2471 KIM0020 gene product 3.32 

409636 AA305729 Hs.18272 amino acid transporter system A 1 3.32 

5 429415 NMJM2593 Hs.202097 procollagen C-endopeptidase enhancer 3.32 

405386 Target Exon 3.32 

410274 AA381807 Hs.61762 hypoxia-inducible protein 2 3.31 

448275 BE514434 Hs.20830 Hnesin-like 2 3.31 

418245 AA088767 Hs.83883 transmembrane, prostate androgen induced 3.31 

10 452291 AF015592 Hs.28853 CDC7 (cell division cycle 7, S. cerevisi 3.31 

431830 Y16645 Hs.271387 small inducible cytokine subfamily A (Cy 3.31 

422575 AK00O546 Hs.118552 hypothetical protein FU2Q 539 3.31 

404171 NMJ)00636*:Homo sapiens superoxide dismu 3.31 

418464 R87580 Hs.144531 gb:ym89h07.r1 Soares adult brain N2MHB5 3.31 

15 425566 AW162943 Hs.250618 UL16 binding protein 2 3.31 

410226 AIB3195B Hs.61053 hypothetical protein 3.30 

432281 AK001239 Hs.274263 hypothetical protein FU 10377 3.30 

443247 BE614387 Hs.333893 c-Myc target JP01 3.30 

449717 AB040935 Hs.23954 cerebral cell adhesion molecule 3.30 

20 428336 AA503115 Hs.183752 micrweminoprotein, beta- 3.29 

416111 AA033813 Hs.7901B chromatin assembly factor 1, subunil A { 3.29 

420759 T11832 Hs.127797 Homo sapiens cDNA FU11381 fis, clone HE 128 

432336 NM_002759 Hs.274382 protein kinase, interferon-Inducible dou 128 

405778 NM_005361 :Homo sapiens melanoma antigen, ' 128 

25 419488 AA316241 Hs.90691 nudeophosmln/nudeoplasmin 3 127 

421150 A1913562 Hs.189902 ESTs 3.27 

406400 kaflikrem 8 (neuropsinrovasin) (KLK8) 3.27 

455813 BE141577 gb:QV7-HT0083-071 29901 8*11 HT0083Homo 127 

426064 BE387014 Hs.166146 Homer, neuronal Immediate eatly gene, 3 127 

30 458814 AI498957 Hs.170861 ESTs, WeaMy similar to Z195_HUMAN 2NC 3.27 

458791 BE615453 Hs.346509 dedicator of cyto-kinesis 1 127 

419551 AW582256 Hs.91011 anterior gradient 2 (Xenepus laevis) hom 3.26 

429002 AW248439 Hs.2340 junction plakogtobin 126 

450000 AI952797 Hs.10888 hypothetical protein FU21 709 3.25 

35 407777 AA161071 Hs.71465 squalene epoxidase 125 

419485 AA489023 Hs.99807 ESTs. Weakly similar to unnamed protein 125 

426437 BE076537 Hs.169895 utrfqiDtirwonjugating enzyme E2L 6 124 

415701 NMJW3878 Hs.7B619 gamma^lutamyt hydrolase (conjugase, fbt 3.24 

412817 AL037159 Hs.74619 proteasome (prosome, macropain) 26S subu 124 

40 447519 U46258 Hs.339665 ESTs 124 

412561 NM 002286 Hs.74011 lymphocyte-activation gene 3 124 

446528 AU076640 Hs.15243 nucleolar protein 1 {120kD) 124 

423198 M81933 Hs.1634 ceU division cycle 25A 123 

415091 AL044872 Hs.77910 3^ydroxy-3-rnethylglutaiy!-Coenzyrne A sy 123 

45 441085 AW136551 Hs.181245 Homo sapiens cDNA FU 12532 fis, done NT 122 

443071 AL080021 Hs.8986 complement component 1, q subcomponent 122 

408901 AK001330 Hs.48855 hypothefical protein FU 10468 122 

425849 AJ000512 Hs.295323 saum/glucocorticoid regulated kinase 122 

410275 U85658 Hs.61796 transcription factor AP-2 gamma (acth/at 3.22 

50 415817 UBB967 Hs.78867 protein tyrosine phosphatase, receptor-t 121 

409197 N54705 Hs.303025 chromosome 11 open reading frame 24 121 

412641 M16660 Hs.74335 heat shock 90kD protein 1, beta 121 

413436 AF238083 Hs.68061 sphingpslne kinase 1 121 

408636 BE294925 Hs.46680 CGU2 protein 121 

55 412115 AK001763 Hs.73239 hypothetical protein FU 10901 121 

413142 M81740 Hs.75212 ornithine decarboxylase 1 3.21 

411573 AB029000 Hs.70823 K1AA1077 protein 120 

428242 H55709 Hs.2250 leukemia inhibitory factor (cholinergic 119 

409361 NM_005982 Hs.54416 sine ocuBs homeobox (Drosophfla) homolo 119 

60 435014 BE560898 Hs.10026 mitochondrial ribosomal protein LI 7 118 

401176 Target Exon 3.18 

434551 BE387162 Hs.280858 ESTs, Highly similar to A35661 DNA excts 117 

410310 J02931 Hs.62192 coagulation factor III (thromboplastin, 116 

427584 BE410293 Hs.179718 v-myb avian myeloblastosis viral oncogen 3.16 
65 423725 AJ403108 Hs.132127 hypothetical protein LOC57822 3.16 

452012 AA307703 Hs.279766 kinesin family member 4A 116 

407289 AA135159 Hs.203349 Homo sapiens cDNA FU12149 8s, done MA 3.15 

409461 AA382169 Hs.54483 N-myc (and STAT) in teractor 115 

433020 A1375726 Hs.279918 hypothetical protein 114 

70 437915 A1637993 Hs.202312 Homosapiens clone N11 NTera201 teratoca 114 

426997 BE620738 Hs.173125 peptidytprotyt isomerase F (cydophllin 114 

420005 AW271106 Hs.133294 ESTs 3.14 

426935 NWL000088 Hs.1 72928 collagen, type I, alpha 1 113 

412270 AC005262 Hs.73797 guanine nucleotide binding protein (6 pr 113 

75 421975 AW961017 Hs.6459 hypothetical protein FU 11856 3.13 

427585 D31152 Hs.179729 collagen, type X, alpha 1 (Schrrtd melaph 112 
448140 AF146761 Hs.20450 BCM-fike membrane protein precursor 3.11 
431722 AF161528 Hs.268049 hypothetical protein 111 
427239 BE270447 Hs.174070 ublquitin carrier protein 111 

80 413385 M34455 Hs.840 indoleamine-pyrrde 2,3 dioxygenase 110 

439780 AH 09688 gb:Homo sapiens mRNAfutllength insert 110 

422885 BE244068 Hs.121544 interteukin 12 receptor, beta 1 110 

418090 U57059 Hs.83429 tumor necrosis factor (figand) superfami 110 
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439755 AW748482 Hs.77873 B7homolog3 3.10 

4041 70 N NA_000636*:Homo sapiens superoxide disrnu 3.09 

417370 T28651 Hs.82030 Iryptophanyl-tRNA synthetase 3.09 

410006 AW732308 Hs.57783 eukaryotic transtaSon initiation factor 3.09 

5 446291 BE397753 Hs.14623 Interferon, gamma-inducibte protein 30 3.08 

421155 H87879 Hs.102267 lysyloxWase 108 

441224 AU076964 Hs.7753 calumenin 3.08 

424326 NMJ14479 Hs.145296 (fisintegrin protease 3.08 

429413 NMJJ14058 Hs.201877 0ESC1 protein 3.08 

10 436251 BE515065 Hs.29S585 nucleolar protein (KKE/D repeat) 3.08 

446510 H58306 Hs.15165 retinoic acid induced 14 3.08 

442620 C00138 Hs.8535 Homo sapiens mRNA far K1AA1 668 protein, 3.07 

409637 AA323948 Hs.55407 Homo sapiens mRNA; cDNA DKF2p434K0621 (f 3.07 

426682 AV660038 Hs.2056 UOP glycosyltransferase 1 family, polype 3.07 

15 448853 NM.012204 Hs.22302 generat transcripUon factor MIC. polyp 3.07 

453775 NM.002916 Hs.35120 replication factor C (activator 1) 4 (37 3.07 

408915 NM.016651 Hs.48950 heptacelhilar carcinoma novel gene-3 pro 3.06 

435505 AF200492 Hs.211238 hterteuWn-1 homolog 1 3.06 

412577 Z22968 Hs.74076 CD163 antigen 3.06 

20 410575 BE207480 Hs.6994 Homo sapiens cDNA: FU22044 lis, done H 106 

416084 L16991 Hs.79006 deoxythymidylale kinase (thymtdylate kin 3.05 

430393 BE185030 Hs.241305 estrogen-responsive B box protein 3.05 

447342 AI199268 Hs.19322 Homo sapiens, Simitar to RIKENcDNA 2010 3.04 

451578 NMJM6323 Hs.26663 cycTin-E binding protein 1 3.04 

25 444726 NM 006147 Hs.84981 interferon regulatory factor 6 3.04 

447733 . AF157482 Hs.19400 MAD2 (mitotic arrest deficient yeast, h 3.04 

437741 BE561610 Hs.5809 putative transmembrane protein; homolog 3.04 

442643 U82756 Hs.3991 PRP47STK/WD splicing factor 3.04 

429358 AB037825 Hs.200317 WAA1404 protein 3.03 

30 410068 A1633888 Hs.58435 FYN-binding protein (FYB-1 2071 30) 3.03 

426746 J03626 Hs.2057 uridine monophosphate synthetase (orotat 3.03 

409154 U72882 Hs.50842 interferon-induced protein 35 3.02 

442173 N76101 Hs.8127 KIAA0144 gene product 3.02 

447400 AK000322 Hs.18457 hypothetical protein FU20315 3.01 

35 450962 BE535647 Hs.25723 Sjogren's syndrorneiscleroderrna auloantig 3.01 

407634 AW016569 Hs.136414 UDP^IcNAc:betaGaibeta-1,3-N^acetytgliic 3.01 

411387 AW842339 Hs.130815 hypothetical protein FU21870 3.01 

436662 AA223599 Hs.6351 cleavage and polyadenytation specific fa 3.01 

459107 AA811881 Hs.28505 ubquifirwanjugating enzyme E2H(homolo 3.00 

40 430287 AW182459 Hs.125759 ESTs, Weakly similar to LEU5_HUMAM LEUKE 3.00 

416110 Z42262 Hs.322844 hypolhefical protein DKFZp564A176 3.00 

435523 T62B49 Hs,11090 membrane-spanning 4-domains. subfamily A 3.00 

446569 BE382657 Hs.21486 signal transducer and activator of trans 3.00 

410268 AA316181 Hs.61635 six transmembrane epithefial antigen of 3.00 

45 400200 NM_002788*:HomosapieiBproteasoiTie(pros 3.00 

403330 Target Exon 299 

413833 Z15005 Hs.75573 centromere protein E (312kO) 299 

403416 AI744626 KIAA0564 protein 2.97 

403438 NMJ>31419*:Homo sapiens moiecuJe possess 196 

50 447942 F12628 Hs.155470 hypothetical protein MGC1 6040 296 

427722 AK000123 Hs.180479 hypotheficaJ protein FU201 16 295 

414806 D14694 Hs.77329 phosphatldylserine synthase 1 294 

440086 NM_005402 Hs.288757 v-ral simian leukemia viral oncogene horn 294 

429547 AW009166 Hs.99376 ESTs 293 

55 419121 AA374372 Hs.89626 parathyroid hormone4ike hormone 290 

431890 X17033 Hs.271986 integrin, alpha 2 (C049B, alpha 2 subuni 289 

417259 AW903838 Hs.81800 chondroilin sulfate proteoglycan 2 (vers 289 

418203 X54942 Ks.83758 COC28 protein kinase 2 286 

441633 AW958544 Hs. 112242 norma! mucosa of esophagus specific 1 286 

60 423425 AA375756 Hs.14449 KIAA1 609 protein 286 

412851 AI826502 Hs.106149 ESTs 286 

400664 NM_002425:Homo sapiens matrix metaUopro 286 

454140 AB040888 Hs.41793 hypothetical protein FU 10474 285 

435602 AF217515 Hs.283532 uncharactertzed bone marrow protein BM03 285 

65 421116 T19132 Hs.101850 refinoUxnding protein 1, cellular 284 

432343 NM_002960 Hs.2961 S 100 calcium-binding protein A3 283 

423767 H18283 Hs.132753 F-box only protein 2 282 

413476 U25849 Hs.75393 acid phosphatase 1, soluble 282 

441801 AW242799 Hs.86366 ESTs 280 

70 441565 AW953575 Hs.303125 p53-biduced protein PI6PC1 280 

416539 Y07909 Hs.79368 epHheOal membrane protein 1 279 

428959 AF100779 Hs.194680 WNT1 inducible signaling pathway protein 279 

422947 AA306782 Hs.122552 G-2 and S-phase expressed 1 275 

„ 417849 AW291587 Hs.82733 nldogen2 274 

75 450434 AA166950 Hs.195870 hypothetical protein FU14991 2.73 

430466 AF052573 Hs.241517 polymerase (ONA directed), theta 272 

431448 AL137517 Hs.306201 hypothetical protein DKFZp56401 278 271 

424874 AA347951 Hs.326413 Homo sapiens cDNA FU20812 fe, clone AO 271 

ft . 453633 AA357001 Hs.34045 hypothetical protein FU20764 271 

80 447854 AW138454 Hs.11594 ESTs 271 

427581 NMJD14788 Hs.179703 WAA0129 gene product 270 

412636 NMJJ04415 desmoplakin (DPI. DPU) 269 

420576 AA297634 Hs.54925 KIAA1 858 protein 268 
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Hs.8858 bromodomain adjacent to zinc finger doma 

Hs.1 54424 dewdlnass, iodothyronlne. type II 

Hs.640Q1 Homo sapiens done 2521 8 mRNA sequence 

Hs.334838 KIAA1BB6 protein 

Hs.26176 hypothetical protein FU10251 

Hs.1 22730 ESTs, Moderately similar to KIAA1 21 5 pro 

Hs.278679 a disintegrin and metalloproteinase doma 

NM-OOOUS'iHomo sapiens mutS (E. coB) h 

Hs.9141 7 topoisomerase (DNA) tl binding protein 

Hs.8939 yes-associated protein 65 kOa 

Hs.119288 ESTs 

Hs.98806 hypothetical protein 

Hs.100431 small Inducible cytokine B subfamily (Cy 

Hs.337251 hypothetical protein MGC2487 

Hs.21254 TRAF interacting protein 

Hs.1 59499 parathyroid hormone receptor 2 



Hs.159557 karyonhertn alpha 2 {RAG cohort 1, impor 

Hs.1 96384 prostaglandirv-endoperoxide synthase 2 (p 

Hs.39957 pteckstrin 2 (mouse) homotog 

Hs.83883 transmembrane, prostate androgen induced 

Hs.72924 cytitfirte deaminase 

Hs.21 1579 melanoma cell adhesion molecule 

Hs.227730 hitegrin, alpha 6 

Hs.54277 DNA segment on chromosome X (unique) 992 

Hs.1 55894 protein tyrosine phosphatase, noiuecept 

Hs.134403 hypothetical protein FU10858 

Hs.40499 dlckkopf (Xenopus laevis) homotog 1 

Hs.35406 ESTs, Highly similar to unnamed protein 

Hs.44155 DKFZP586G1517 protein 

Hs.75182 mannose receptor, C type 1 

C5002154':gi|7299015|gblAAF54217.1| (AEO 

Hs.28980 hypothetical protein FU14540 

Hs.1721 interleukinll 

Hs.180383 dual specificity phosphatase 6 



Hs.7137 dones 23867 and 23775 zinc finger prate 
gbiHuman parathyroid hormone-related pep 
ENSP00000246632*:CDNA FU 20261 fe, don 
Hs.1 0525 cysteine and glycine-rich protein 2 
Hs.273321 differenfiaffy expressed in hematopoieC 

down syndrome critical region protein DS 
Hs.2161 complement component 5 receptor 1 (C5a I 
Hs.3838 serum-indudble kinase 
Hs.90708 granzyme A (granzyme 1 , cytotoxic T-lymp 
Hs.83321 neuromedin B 
Target Exon 
Hs.21 858 trinudeotide repeal containing 3 
Hs,50002 small indudble cytokine subfamily A (Cy 
Hs.69752 desmocoliin 1 
Hs.13264 K1AA0856 protein 

NM_Q0621 2*:Homo sapiens 6-phosphomiclo- 
Hs.7571 6 serine (or cysteine) proteinase Inhibit© 
Hs.50500 ESTs 
Ks.10760 asporin(LRR class 1) 
Hs.152982 hypothetical protein FU131 17 
Hs.1 70009 transforming growth factor, alpha 
Hs.281295 ESTs 

NM.031891 :Homo sapiens cadherin 20, type 
Hs.8025 angiopoielin-Hke 2 
Hs.44313 v-rel avian re&utoendothefixB viral 
Hs.187585 ESTs 
Hs.25255 ESTs 

Hs.44298 mitochondrial ribosomat protein S17 
Hs.140489 ESTs, Weakly similar to UN1.HUMAN LINE- 
Hs.20993 Wgh-glucose-regutated protein 8 
Hs.2488 lymphocyte cytosoOc protein 2 (SH2 doma 
Hs.172766 MAP/mterotubute affinity-regulating kina 
Hs.251677 G antigen 7B 
450649 NM.001429 Hs.25272 E1A binding protein p300 
418460 M26315 Hs.85258 CD8 antigen, alpha polypeptide (p32) 
449523 NM_000579 Hs.54443 chemokina (C-C moOf) receptor 5 
416975 NMJXM131 Hs.1051 grarayrraB (granzyme 2, cytotoxic T-lymp 
433226 AW503733 Hs.9414 KIAA1488 protein 
413129 AF292100 Hs.104613 RP42 homotog 
432606 NM_002104 Hs.3056 granzyme K (serine protease, granzyme 3; 
446620 AA128808 Hs.179902 transporter-like protein 
449008 AW578003 Hs.22826 tropomodunn 3 (ubiquitous) 

Hs.1 34342 TASP for testls-spedfic adriamycin sens 
Hs.1334 v-myb avian myeloblastosis viral oncogen 
Hs.129228 galactokinase2 
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40B353 


BE439838 


445960 


A1268399 


448356 
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427335 AA448542 



433160 AW207002 
420802 U22376 
423482 BE280172 



Z68 

2.68 

2.66 
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2.64 
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2.63 

£62 
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2.59 

2.56 
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2.54 
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2.53 
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434370 

419125 

425545 

405102 

433201 

420798 

437860 

414961 

428405 

422170 

431846 

404468 

405779 

441129 

427244 

411411 

417777 

418367 

440340 

437162 

424750 

429469 

406374 

430606 

404405 

401258 

433323 

427441 

444707 

409103 

451106 

434804 

430686 

429325 

406703 

418827 

404104 



AF130988 
AA642452 
N98529 

AB040896 

W93774 

AA333063 

U27266 

Y00762 

AI791949 

BE019924 



M074904 

AA402400 

AA345241 

AI823763 

AA326035 

AW895503 

AW005505 

D29956 

M64590 



Hs.58346 
Hs.130881 
Hs.1 58295 

Hs.21104 

Hs.99936 

Hs.279898 

Hs.927 

Hs.2266 

Hs.112432 

Hs.271580 



Hs.296420 

Hs.178045 

Hs.55950 

Hs.7055 

Hs.59236 

Hs. 125275 

Hs.5464 

Hs.152818 

Hs.27 



BE266026 Hs.31476 



AA805132 

AA412605 

AI188613 

AF251237 

BE382701 

AA649530 

NMJ301942 

AW088739 

X13100 

BE327311 



Hs.159142 

Hs.343879 

Hs.41690 

Hs.112208 

Hs.25960 

Hs.348148 

Hs.2633 

Hs.243770 

Hs.173084 

Hs.47166 



ectodysplasin 1 , anhidrolic receptor 1 .76 

B-celt CLUIymphoma 1 1 A (zinc finger pro 1 .75 

Homo sapiens, clone MGC:12401, mRNA, com 1.74 

C150O1220':gi|4469558jgb|AAD21311.1| (AF 1.74 

K1AA1463 protein 1.73 

keratin 10 (epidermotytic hyperkeratosis 1.65 

Homo sapiens cDNA: RJ23165 fis, done L 1.62 

myosin-binding protein H 1-61 

cholinergic receptor, nicotinic, alpha p 1.61 

anti-Mul!erian hormone 1.61 

uroplakln 1B 158 

C3000442*:gi|1 1 1206961reqNPJ068S18.il c 1.57 

NMJW5367:Homo sapiens melanoma antigen, 1 .55 

ESTs, WeaWy similar to T18651 hypothefi 1.55 

ESTs 1.52 

ESTs, WeaWy similar to WAA1330 protein 1.52 

ESTs, Weakly similar to I78885 serine/th 1.51 

hypothetical protein DKFZp434L0718 1.51 

ESTs 1.48 

thyroid hormone receptor coacuvaling pr 1 .47 

ubiquilin specific protease 8 1.46 

glycine dehydrogenase (decarboxylating; 1.44 

C16001364:gi|11067373lreflNP_0676B9.1l C 1.43 

Homo sapiens cDNA FU13872 fis, clone TH 1.40 

Target Exon 139 

NM_030932*:Homo sapiens diaphanous (Dros 1 .38 

ESTs 1.36 

SPANX family, member C 1 .33 

desmocoUm 3 1.31 

XAGE-1 protein 1.27 

N-MYC oncogene 1-27 

gb:ns44!05.s1 NCl„CGAP_Alv1 Homo sapiens 1.23 

desmoglein 1 1.21 

ESTs 1.19 

myosin, heavy polypeptide 3, skeletal mu 1 .03 

HT021 1.01 

C6001378*:gi|1171748|sp|P46530lNOTC_BRAR 1.00 



Pkey; Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT Number Accession 

413808 2905 1 AI570199A1888812AW867550A1921557AW469096A1925581 AI679986AW473623BE841640BF061525AI445703AI925072AW863188 

AW863076 BE841731 AW863167 BE841390 BE841365 BF374078 BE841760 BE841694 BE841769 AA335110 BE841692 BF374073 AA335204 
BF374079 BE841713 AA335167 BE841584 AW868103 BE841645 BE841765 AI076336 AW867433 BF373831 BEB41758 AW868911 AW863155 
AW868847 BE841651 AA335145 BE841670 BF374260 BF374088 BE841661 BE841728 BI335729 BE841739 BE841663 AW863104 AA335201 
AA335143 BF906965 AW867493 BE841505 BF374250 BE841766 BF373837 AW863191 BE841705 AW863154 AW868673 AW86731 1 AA335896 
BE841753 AW863407 BE937 102 BF374252 BF374247 BF374255 BE841785 AW029590 AW131278 AI801021 AW058240 AW058400 AW029230 
AW029432 AW 1 30609 AW0291 28 AW130469 AI570155 AI620272 AW029259 AI801389 A1888662 A1926902 AI801799 A161 0344 AI452852 
AW131 174 AI581069 AI225028 AI446689 AI923321 AI439430 AI801502 A1679707 AW028944 A1933684 A1801724 AI537779 AI354652 AI470250 
A1536872 A1891151 AW868019 AW006034 AI702599 AA335192 AA335165 AA335189 A1933725 AW044393 AI888797 BE841677 BE841681 
AA3351 41 AW008176 AA335223 A1888837 AW868622 AI803901 AW005718 AI538062 AI282258 AJ580678 A1445803 A1445394 AI868168 
AA335144 A1926349 AA335210 AA334919 AA335163 AA335216 A1678342 BF374135 AI932922 AA335214 AA335109 AI570325 AI452619 A1926109 
AI453488 AJ678606 AW869289 AW86921 1 BE841580 AI679368 AI888882 A1926170 BF508305 AW869315 AA334926 BE841712 AW026584 
AA335200 BE841764 AV730339 AW474979 AI2B6344 AI446430 A1537612 AA335166 AW868051 A1679133AI949520BE841652AI949532 
BE937113 BE841789 BE841 643 AW1 30556 BE841761 AW868715AW868698 BE841669 BE93710BAA335158AA335153 AA335159 AWB67404 
AW858692 BE841742 AW86871 1 AW867546 BE841699 AA335198 AA335146 AW868150 BE841660 T99129 BE841740 BE841714 AA335154 
AWB68815 BF373812 BE841657 BE8417B0 AI440394 AA3352tf 

A1826057 AI572459 AI932773 AA335197 AI61 1752 AA335224 AI452592 AA335147 AA335149 AA334928 AA3351 14 AA3351 1 1 AI567048 
AW029395 A1570326 BF373838 BE841691 BEB41776 AW863485 BF374093 AW130376 BE841732 A1446393 AI446781 AW867547 AW029012 
AA335227 AW869307 AW869350 AW868709 AW869407 AW005017 A1679252 A1925523 AW1 51553 AW863109 AI445917 AI799620 AI921607 
AW008153 AI520957 AI610620 A1679828 A1868151 AI537839 A1679547 T28354 AI282567 AA335207 R83655 BF906963 AW131160 AI925626 
AW029395 AW028445 AW008410 AW1 52586 AW008476 AI801040 AI453669 AI621200 AA334925 BF374069 BF374075 N53208 BF374246 
AW868723 BE937150 AA955002 AW863338 BE841767 

421582 13358 1 X00474 NM_O03225 X52003 M12075 BI765761 AW950155AI571948B1760569AA308400AA568312BI761955AA507595 AA614579AA614409 
BF747698 BM142326 AA307578 AI925552 AA578674 AA582084 AW009769 AA514776 AA588034 BG271 505 AA858276 BM142503 AW050700 
AI307407 A1202532 AA524242 AI909772 A1970839 BG236516 AW750216AA587613 AI909749 AI909751 AI910083 AA614539 R55292 AA507418 

453331 16559 1 BG571303 AA410586 AA035018 BG5721 17 BG620022 AA147247 BG005785 BG014448 R31981 H02668 H12498 R36203 BF992089 R73999 

T49904 R75732 BI057974 T53681 M147933 N50695 R68588 R25671 R31 935 R251 10 R36105 AK055628 BE1 57467 AW663674 AA190993 
H01642 BF51 0304 AA62691 5 AA746952 AI16101 4 AA099554 BG572534 AI803329 AI809932 A1808765 AA41 1449 AI378760 AA976929 AI378620 
AA909684 R75632 AI360919 A1350463 AW069127 AA41 1621 AA742532 H12451 BE20829B H03612 H12839 N58781 R75957 BF996484 A1240665 
BF989591 BI056086BG001590BF107035 

406687 0_0 M31126 

450375 16559 3 BG570706 BG572749 AW606284 H04021 AA151166AW954405AA131254BG056461 W46291 H01532 H04384 H03231 AA852876 H04410 
H59605BE1 57601 AA1 13758 

41 5989 10194 1 BC013389 BC017398 AI023543 AA191424 AI267700 AI469633 AW958465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 

BG285837 AI720344 BF541715 AA355086 AA172236 
426991 29771 t AK001536 AK056135 BM474813 BE887303 AK022914 AW581996 AW812945 BE882302 AA134266 BI043873 AA019433 BI862088 BM468657 

AU128438 BE384458 AL353967 BI857117 BF686525 BI465223 BM460132 AU129877 BI222283 BG171592 B1043544 BG496295 BG750710 

BI256542 BG108520 AU150719 AW510354 A1554256 AL353968 AA1 91092 BF132635 
454241 685806.1 BE184942 BE1 84946 AW238414 BE144666 

558 
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400245 



452203 2630 1 BC014081 NN/L000593 X57522L21208 121207 L21206 L21205 L21204 AL561404 AL546423 AL560492AL5568a2AL541576AL550654BI8235t9 

BI770023 AL554969 BI489906 A1304693 AW295947 BM146642 X57521 BG820143 BE898390 F06770 F12630 BM423610 AL561518 BM009470 
BG742981 AA279685 AA847441 AA313737 BF172639 BF897216 BF914190 BF903647 S70277 AI569694 AW073296 AI361433 AA564644 
AA487429 BEB58232 AA838610 AI5391 14 AI719375 AI829129 BG057675 AI423422 AU158860 BE300655 AW1 70777 AA586956 AL571889 
AL556B50 AL576404 AL582800 BI255544 BF342301 BG875994 AA054458 AA353161 A1940434 BE816522 AL577636 AI479850 AW1 50377 
AU1 54395 AW951271 AI032220 AI819778 AI346733 AW771 150 AW51 2525 A1249904 AA279809 AI352549 AW512517 BG056280 AA521222 
BE271141 AL581932 AL541575BI819184 AV660190 AL556475 AI620020 AW089888AW079179 Z21518 AA687601 F04651 AI7839B1 T57198 
AI433367 T78652 AL554968 AA365648 AL582619 BE874601 BFB04669 AL574458 BM145502 AI266514 AI538B23 A1475526 AA948210 AA884054 
AA487637 AA031844 AA535221 AW794256 AW361447 BE788505 AI682892 AA830989 AA862356 M653C84 BM009154 AA135727 H05927 
H23433 R42244 N79997 AW366665 AW366601 AA678742 AL556474 AA135770 BE774050 BF914200 H88457 AA627746 BI560216 BI753586 
105529 1 AW975281AA664986AA525775AA056342AI53897B 

12188 T X79449BC017853AU21035BF196384AW119044AI028023AW451110AI971911AW015069AI079170W 

AA449679 AA740854 NWL001111 U 18121 AL567297 BG773801 BF973874 AV687104 AA527579 AAB43525 BE706355 AI074589 A1523475 
BE890249 AW406263 BE074258 AV729485 BF809610 BG058619 AA677244 BE1 79838 AA622264 AI460106 AA740411 AI499168 AI07B223 
AI682923 BE696559 AW375385 AA788739 BG984978 240874 T17054 F09669 AW844043 U10439 BI711870 AW245957 AU158567 AA679305 
AA67931 6 W72510 A1346029 BG059762 AW251062 AA1 32373 AI925621 AI860230 A13401 72 AW192891 A1707980 A1094937 AI0421 15 AI2OO901 
BE328452 AA644678 AA551209 BE351065 AA970761 N68609 AW002028 AA160828 AI422774 AW8731 14 AW073597 AW564483 AI21 871 0 
AW020550 AW190607 AI9B4545 AI871921 AI333970 AI452887 AI818335 AA398655 AI554424 AI274187 BE465703 AW512940 AW241366 
AI923954 AA576649 AW1 68294 AA813181 AA91 2168 AI049738 AW514073 AA548255 AI569630 BE710031 AA2441 82 AI341697 AA563904 
AI537990 AW517908 AW172943 Z39498 AI750294 AW150414 AI253293 BE825720 T31860 AW150775 D20310 AA150892 AU133933 BE781 148 
, AL03B957 BF910979 AA352297 BG988142 AW372175 BF229106 AW866705 BE093482 BG990396 A1499917 AA054452 H05484 AI82B502 • 

BM467331 AU140570 AL135417 BF947202 AW391926 BE813418 BF998473 T92021 BI021048 BM048783 AW501366 AW501342 AW501549 
BE939021 BE707147 BE150974 BE305207 N49011 AA947119 AA678801 BE536876 AW897428 BG329648 BG818540 BE542344 BI919250 
BI25301 B AW130996 BE074249 BE895428 B10348B2 BE083277 BF952166 
8371 2 AF274943 BG494894 AI719075 AA908783 A1935150 A1422691 AA910644 AA5831 B7 BM272167 AJ828996 AA527373 AW972459 AI831 360 

AA772418 AI033892 AA100926 AU154749 AI459432 AI423513 A1094597 AA740817 AI991988 AI090262 AI312104 BI256707 AA459522 AA416871 
AI075239 AI339996 AA701623 AI139549 AI336880 AA633648 A1989380 A1362835 AA399239 AH 46955 BF514270 N92B92 A1348243 AI278887 
AA459292 A1494230 BF507531 AI492600 AA962596 AW613002 AA293140 AA235549 BF108854 AA954344 N49682 A1457100 AW589407 
AW300758 BE220715 BE220698 BE569091 BM009647 BF900351 A1537692 AI203723AI857578 AA584410AW371667 BM172363 
BE253764 BE250764 BE255757 BE251752 BE251925 

U09278 NM 004460 U76833 AF007822 AL550894 BG203919 AL575714 AI47B772 AW022667 AW61 3820 A1435793 A1051 768 A1200109 AA43661 1 
BG208151 A1446661 BG215551 BM449645AW630055BG620125AL55O932 AW471133 AU 1 36648 BE925603 BF828688 
BE141577 BE141585 BE141587 
AL109688 R23665 R26578 

BC005265 BG176720 AW006027 BM352064 AW026316 AI635822 AI880584 A1693769 A109221 1 BI492387 AI400449 AW1 66297 BF93991 0 
AA232282 AW021432 AI333893 AA494308 AA854899 AI436795 AW069256 AA682373 AI092748 AA993184 AI126077 AI081758 AI240686 
AI261863 AI378423 AA465237 AI376096 AA035579 AI087306 AA4481 62 AA1 29977 AI090903 A1080686 AI288939 N330O4 A1801240 AW021546 
A1370773 A1086064 AA669528 AI250053 AI8701 13 AA853181 AA858014 BG055562 BG939559 AW0B0765 AA032283 AW467587 H40506 D00762 
NMJW2788 AA641 134 AI582295 A1417525 A1563975 AI093566 AI707743 A1290741 AW073417 BE875418 BM264076 BG876884 AI680535 
AW854219 BE774635 AWB54212 BG952443 AW854221 AW854208 BE156348 BE843056 AW858991 BE937569 BG878291 BG876450 AW819099 
AI908570 AA449871 AU135228 BM478404 BF126296 AA375499 AA248473 

fU77830 NM.004415 AF139065 BG681115 BG740377 BI712964 BG000656 AA128470 BI438324 H27408 BE931630 BE167165 AW370827 
AW370B13 J05211 BG698865BG740734 BG680618 BG739778 BI765807 BM353403 BM353248 AW177784 AW205789 AW951576 AW848592 
BE182164 BF149266 BE940187 BI080445 BI080444 BF350983 BE720095 BE720069 BE715154 BE082584 BE0B2576 BE004047 AA857316 
BI039774 BE713818 BE713548 AW170253 BE160433 B1039775 AW886475 BM462504 BE931734 BF149264 AA340777 BF381183 BG621737 
AU127260 AW364859 BF993352 BG223489 BE819009 BF381184 BE715956 R58704 AA852212 AW366566 BI090358 BF087707 BE819046 
BE819005 AA377127 BE073467 BE819069 BE819048BI036308 BG990973 BI040954 BF919911 AU140155 AI951766 AI434518 AW804674 
BF752969 BE837009 BE925826 BF149265 AW995615 BE814264 B1039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 BG436319 BE182166 AW365175 AW847688 BE81 8280 AW177933 BF873679 AW178000 BE082526 BF476866 BF086994 BF592276 
BE082507 BE082514 BE082505 BF873693 AW068840 AW847678 BF804153 AW365157 BE813930 BE002030 AW365153 BE184941 BF749421 
BE184920 BF839562 BE184933 BF842254 BE698470 BE931048 BF9998B9 BF368816 BE1B4924 BE159546 BE714632 BE184948 BG986845 
AA131 128 AA099891 W39488 C04715 BF096124 BE865341 AW799304 AL603116 BE149760 BE705967 BE705966 BE705968 AW848723 
AW376699 AW376817 AW376697 BG005097 BF751 115 BE696084 AW848371 AW376782 AW848789 AW849074 AW36141 3 BF927725 BF09421 1 
AW997139 BE865474 BE185187 BE156621 BE715089 BE713297 BE713298 BE179915 AW799309 BF872345 BF088676 BE705939 AW752599 
BG005197 BF350086 BE715196 BE715155 BF752396 BF093817 BF831190 BF752409 BE006561 BG959922 BF094833 BF094748 BF094583 
AW377699 AW607238 BE082519 AW377700 BF349467 AI190590 A1554403 AI392926 AU158477 BI467252 AU159919 AI760816 BF082516 
AW39101 AA451923A1340326AI590975BI791553AI700963 AI1 42882 AA039975AA946936 AA644381 BM314884AA702424A1417612 
AW190555 AI220573 A1304772 A1270345 AI627383 AA552300 A191 1702 AW1 66807 AI346078 W95070 AA1 49191 AA026864 AI830049 AW780435 
AI078449AI819984 AI858282 BI468588 AI860584AI025932AA026047 AA703232 AA658154 AA51 5500 AW1 92085 AA9182B1 T77861 AI927207 
A1205263 BF082491 AW021 347 AI568096 BE939862 AA088866 D12062 AA056527 AA782109 W19287 W02156 AW150038 AA022701 T87181 
H44405 AI910434 BF08251 3 AI494069 AI270027 A1635878 AA1 28330 BG681425 BE706078 R20904 BG680059 BG676B47 BF764409 AA026654 
AV745530 BI762796 BG287391 AW798780 BE706045 BE926470 AW7991 18 BF087996 BE002273 AW879451 AI571075 BE067786 AV721320 
AI022862 N29754 C03378 N84767 AA131077 H30146 BE714290 A1686869 A1568892 AI915596 AW105614 A1887258 A) 538577 BE926474 
BE067737 BG319486 AA247685 AW798883 AW103521 BF989173 AW860878 BE939707 BE185750 BE714064 BE713903 BE713868 BE713763 
BG950164 BE713810 AW365151 BG955489 BE005272 BF915937 AW365148 AI905927 BF992780 AW853812 BG954443 B177C853 BG679406 
BG740832 BG681087 BG698430 AA455100 T87267 BE696209 BE696210 BI089483 BE005273 BE872225 AW391912 BE925515 BG677012 
BG741970 AA026480 BE705999 BG677157 BE0O909O BG6B1378 BE712291 BG961498 BG678984 BI040941 AA337270 AW384371 AW847442 
BI058659 BE813665 W95048 W25458 AW177786 AA025851 BE931733 BF154837 BG949393 BE714441 AW99B245 BE71 1801 AI284090 
BE064323 BE719390 BE940148 BG991212 BF375714 BF349522 BG996267 T48793 B1013292 BE001925 AW365156 AW365154 AW606653 
BF763109 BE931637 BE167181 BE713879 BF354008 BF678726 H90899 AW365145 W38382 AI498487 
436608 32229 2 BC0159B1 AJ301615 AA628980 AI126603 BF184719 



414883 



414110 1634167J 

450506 1529.1 

455813 1515590J 

439780 49082J 

400200 3806J 



412636 1438J 



TABLE 46C , 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Idenfifier (Gf) numbers. "Dunham, ei al' refers to the publication entitled The DMA sequence of 

human chromosome 22" Dunham, et aL (1999) Nature 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nucleotide positions of predicted exons. 



Pkey Ref Strand NLposition 

401781 7249190 Minus 83215^35.83531-^6,8374043901,8423 
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10 
15 
20 
25 
30 



401780 


7249190 


Minus 


28397.28617,28920-29045,29135-29296,2941 


400666 


8118496 


Bus 


17982-18115.20297-20456 


401785 


7249190 


Minus 


165776-165996,166189-166314,166408-16656 


401747 


9789672 


Minus 


118596-118816,119119-119244,119609-11976 


400665 


8118496 


Rus 


16879-17023 


402994 


2996643 


Minus 


4727-4969 


402075 


8117407 


Phis 


121907-122035.122804-122921.124019-12416 


405770 


2735037 


Plus 


61057-62075 


401994 


4153858 


Minus 


42904-43124,43211-43336,44607-44763,4519 


404996 


6007890 


Phis 


37999-38145,38652-38998,39727-3987*4055 


404240 


5002624 


Minus 


116132-116407,116653-116922 


402447 


9796640 


Pius 


47605-47729.51696-51 821 .52070-52257.5330 


402992 


7767907 


Minus 


42137-42515 


402408 


9796239 


Minus 


110326-110491 


404286 


2326514 


Rus 


51086-51301 


405387 


65B7915 


Minus 


3769-3833.5708-5895 


404287 


2326514 


Rus 


53134-53281 


402995 


2996643 


Minus 


5962-6216 


405545 


1054740 


Pius 


1 1 8677-1 18807,1 19091-1 19296,1 21626-1 2182 


401797 


6730720 


Plus 


6973-7118 


402294 


2282012 


Minus 


2575-3000 


401961 


4581193 


Minus 


124054-124209 


404440 


7528051 


Rus 


80430-81581 


405386 


6579238 


Minus 


40959-41297 


404171 


9930793 


Rus 


173667-173783,176876-177055 


405778 


7280331 


Rus 


18748-19757 


406400 


9256298 


Rus 


1553-1712,1878-2140,4252-4385,5922-6077 


401176 


9438469 


Minus 


20475-20734 


404170 


9930793 


Phis 


168836-169248 
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80 



TABLE 47A: 



Pkey. Unique Eos probeset Identifier number 
ExAocre Exemplar Accession number, Genbank accession number 
UnigenelD: Unigene number 
Unlgene Title: Unigene gene fide 



R1: 


Maximum of esophageal tumor Ais divided by the 98th percentile of the normal esophagus Als 




Pkey 


ExAccn 


UnigenelD 


Unlgene Title 


R1 


400289 


X07820 


Hs.2258 


matrix metaDoproteinase 10(strome)ysln 


31.70 


411243 


AB039886 


Hs.69319 


CA11 


30.12 


418007 


M13509 


Hs.83169 


matrix metadoproteinase 1 {interstitial 


18.46 


444325 


AW152618 


Hs.16757 


ESTs 


18.22 


444381 


BE387335 


Hs.283713 


ESTs, WeaWy similar to S64054 hypofteti 


17.52 


421379 


Y15221 


Hs.103982 


small Inducible cytokine subfamily B (Cy 


16.28 


400666 






NM_C02425:Homo sapiens matrix melaflopro 


15.59 


425211 


M18667 


Hs.1867 


progastricsrn (pepsinogen C) 


15.22 


425679 


X05997 


Hs.159177 


lipase, gastric 


14.60 


432239 


X81334 


Hs.2936 


matrix metafloproteinase 13 (coltagenase 


13.14 


431723 


AW058350 


Hs.16762 


Homo sapiens mRNA; cONA DKFZp564B2062 (f 


12.60 


446519 


AU076643 


Hs.313 


secreted phospbo protein 1 (osteopontin. 


1Z0O 


453331 


AI240665 




ESTs 


11.20 


431620 


AA126109 


Hs.264981 


2Vff-ofigoadenylate synthetase 2 (69-71 


10.77 


408380 


AF123050 


Hs.44532 


dluWquitin 


10-32 


423673 


BE003054 


Hs.1695 


matrix metailoproteinase 12 (macrophage 


10.32 


412326 


R07566 


Hs.73817 


small inducible cytokine A3 (homologous 


10.22 


419216 


AU076718 


Hs.164021 


smaS Inducible cytokine subfamily B (Cy 


10.18 


408243 


Y00787 


Hs.624 


mterteukm8 


9.80 


414359 


M62194 


Hs75929 


cadherin 11, type 2, OB-cadherin (osteob 


9.75 


450375 


AA009647 




a dlstotegrin and metaDoproteinase doma 


9.12 


407366 


AF026942 


Hs.17518 


gb:Homo sapiens dg33 mRNA, partial sequ 


8.88 


433447 


U29195 


Hs.3281 


neuronal pentraxin II 


8.64 


421508 


NMJJ04833 


Hs.105115 


absent in melanoma 2 


8.46 


452862 


AW378065 


Hs.8687 


ESTs 


&34 


432828 


AB042326 


Hs.287402 


chondroi tin 4-sulfotransferase 


7.92 


452281 


T93500 


Hs.28792 


Homo sapiens cONA FU11041 fts. clone PL 


7.86 


409757 


NMJB1898 


Hs.123114 


cystaSnSN 


7.62 


452838 


U65011 


Hs.30743 


preferentially expressed antigen In meta 


7.60 


413670 


AB000115 


Hs.75470 


hypothetical protein, expressed in osleo 


7.58 


452410 


AL133619 




Homo sapiens mRNA; cONA DKFZp434E2321 (f 


7.46 


437330 


AL353944 


Hs.50115 


Homo sapiens mRNA; cONA DKFZp761 J1 1 1 2 (f 


7.44 


406687 


M31126 




matrix metaltoproteinase 11 (strcrnelysin 


7.24 


430280 


AA361258 


Hs.237868 


mterfaukin 7 receptor 


7.18 


439343 


AF086161 


Hs.1 14611 


hypolhefcal protein RJ11808 


7.13 


429228 


AI553633 


Hs.326447 


ESTs 


7.04 


421110 


AJ250717 


Hs.1355 


cathepsin E 


6.98 


414004 


AA737033 


Hs.7155 


ESTs, Moderately similar to 2115357A TYK 


6.88 


424321 


W74048 


Hs.1765 


lymphocyte-specific protein tyrosine kin 


688 


406673 


M34996 


Hs.198253 


major histocompatibility complex, class 


672 


421582 


AI910275 




trefoil factor 1 (breast cancer, estroge 


652 



560 
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447164 AF026941 Hs.17518 Homo sapiens cig5 mR^ partial sequence 6.40 

409403 AA668224 Hs.6634 Homo sapiens cDNA: FU 22547 fis, ctone H 6.32 

439926 AW014875 Hs.137007 ESTs 6.32 

418460 M26315 Hs.85258 CD8 anOgen, alpha polypeptide (p32) 6.12 

411296 BE207307 Hs.10114 growth suppressor 1 6.03 

426312 AF026939 Hs.181874 interferon-induced protein with tetratri 5.86 

413441 AI929374 Hs.75367 Srr>like-adapter 5.86 

427337 Z46223 Hs.1 76663 Fc fragment of IgG. low affmiry lllb. r 5.81 

417715 AW969587 Hs.86366 ESTs 5.76 

413808 J00287 Homo sapiens mRNA for caldesmon, 3* UTR 5.63 

400665 NI^L002425:Homo sapiens matrix metallopro 5.60 

424408 AI754B13 Hs.146428 collagen, type V, atpha 1 5.53 

418299 AA279530 Hs.83968 Integrfn. beta 2 (antigen CD18{p95),ly 5.44 

444527 NMJJ05408 Hs. 11383 small inducibte cytokine subfamily A (Cy 5.42 

428368 BE440042 Hs.83326 matrix metaltoproteinase 3 (strometysin 5.40 

416768 AA363733 Hs.1032 regenerating isteMerived 1 atpha (pane 5.38 

430413 AW842182 Hs.241392 small indudble cytokine AS (RANTES) 5.08 

427509 M62505 Hs.2161 complement component 5 receptor 1 (C5a I 5.08 

422530 AW972300 Hs.118110 bone marrow stromal cell anfigen 2 5.04 

413278 BE563085 Hs.833 interferon-sGmulated protein, 15 kDa 4.92 

436856 A1469355 Hs.127310 ESTs 4.80 

426711 AA383471 Hs.34380O conserved gene amplified in osteosarcoma 4.60 

421362 AK000050 Hs.103853 hypothetical protein FU20043 4.53 

452401 NM.007115 Hs.29352 tumor necrosis factor, alpha-induced pro 4.48 

404240 N^018950:HomosapierKrria]orhlstDcompat 4.36 

435523 T62849 Hs.11090 membrane-spanning 4-domains, subfamily A 4,34 

437763 AA469369 Hs.5831 tissue inhibitor of metatloproteinase 1 4.29 

425139 AW63048B Hs.25338 protease, serine, 23 4.24 

415989 AI267700 ESTs 4.20 

408202 AA227710 Hs.43658 DKFZP586L1 51 protein 4.11 

450701 H39960 Hs.288467 hypothetical protein XPJB8151 4.06 

423271 W47225 Hs.126256 interleukinl.beta 4.02 

414774 X02419 Hs.77274 plasminogen acBvator, urokinase 3.96 

443907 AU0764B4 Hs.9963 TYRO protein tyrosine kinase binding pro 3.90 

424687 J05070 Hs.1 51738 matrix metatloprotelnase 9 (gelatinaseB 3.86 

444006 BE395085 Hs.10086 type I transmembrane protein Fn14 3.86 

414915 NM.002462 Hs.76391 myxovinis (Influenza) resistance 1. homo 3.76 

408122 AI432652 Hs.42824 hypothetical protein FU10718 3.49 

408049 AW076098 Hs.345588 desmoplakin (OPt, ORI) 3.44 

431629 AU077025 Hs.265827 interferon, alpha-inducibte protein (do 3.37 

435370 AI964074 Hs.225838 ESTs 3.29 

443378 AW392550 Hs.9280 proteasome (prosome, macropain) subunit. 3.19 

443071 AL080021 Hs.8986 complement componentl.q subcomponent, 3.18 

409154 U72882 Hs.50842 interferon-induced protein 35 3.13 

445417 AK001058 Hs.12680 Homo sapiens cDNA FU10196 Rs, ctone HE 3.12 

413142 M81740 Hs.75212 ornithine decarboxytase 1 3.00 

406646 M336G0 HsJ308026 major histocompatibffiry complex, dass 176 

402992 Target Exon 2.57 

452304 AA0253B6 Hs.61311 ESTs, Weakly similar to S10590 cysteine 154 

418245 AA0B8767 Hs.83883 transmembrane, prostata androgen induced 252 

413945 NMJ00591 Hs.75627 0014 antigen 2.51 

423225 AA852604 Hs.1 25359 Thy-1 cell surface antigen Z50 

443883 AA114212 Hs.9930 serine (or cysteine) proteinase inhibito 2.48 

415149 X12451 Hs.78056 calhepsinL . 147 

425247 NMJJ05940 Hs.155324 matrix metafioprotelnase 11 (stromelysin 146 

410422 AL042014 Hs.63348 Homo sapiens, done MGG1 5203, mRNA.com 145 

413936 AF113676 Hs.297681 serine (or cysteine) proteinase inhibito 145 

409202 AA236881 Hs.51043 hexosaminidase B (beta polypeptide) 139 

422562 A1962060 Hs.118397 AE-Nnding protein 1 135 

443639 BE269042 Hs.9661 proteasome (prosome, macropain) subunit, 128 

444652 BE513613 Ks.11538 actin related protein 2/3 complex, subun 119 

412471 M63193 Hs.73946 endothelial cell growfo factor 1 (platel 119 

449717 AB040935 Hs.23954 cerebral cell adhesion molecule 103 

417389 BE260964 Hs.82045 midkine (neurite growuvpromoOng fador 103 

428981 BE313077 Hs.93135 ESTs, Weakly similar to ALU2_HUMAN ALU S 1.83 

445109 AF039916 Hs.1 2330 ectonudeoslde triphosphate diphosphohyd 1.79 

406778 H06273 Hs.101651 Homo sapiens mRNA; cDNA DKFZp434C107 (fr 1.70 

408716 A1567839 Hs.151714 Homo sapiens mRNA for KIAA1769 protein, 1.69 

412773 H15785 Hs.74573 similar to vacdrtia vims Hindlll K4L OR 1.66 

414024 AA134712 Hjl22410 gb:zm79g08.r1 Stratagene neuroepithefium 1.65 

426530 U24578 Hs^78625 complement component 4A 1.58 

414945 BE076358 Hs.77667 lymphocyte antigen 6 complex, tocus E 1.52 



TABLE 47B __ _ 

Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession — 

453331 16559 1 BG571303 AA410586AA035018 BG572117 BG620022AA147247 BG005785 BG014448 R31981 H02668H12498R36203BF992089 R73999 

T49904 R75732 B1057974 T53681 AA147933 N50695 R68588 R25671 R31935 R25110 R36105 AK05562B BE157467 AW663674 AA190993 
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H01642 BF510304 AA62691 5 AA746952 AI16101 4 AA099554 BG572534 AI803329 AI809932 AI808765 AA41 1449 AI378760 AA976929 AI378620 
AA909684 R75632 A1360919 AI350463 AW069127 AA411621 AA742532 H12451 BE208298 H03612 H12839 N58781 R7S957 BF996484 AI240665 
BF989591 B1056086 BG001590 BF 107035 

450375 16559 3 B6570706 BG572749 AW606284 H04021 AA151166 AW954405 AA131254 BG056461 W46291 H01532 H04384 H03231 AA852876 H04410 
H59605BE157601 AA113758 

452410 59661 1 AL133619 AI435410 AA622747 AW272464 AI215594 AI673758 AI476447 AI804128 AI581345 AI026826 Al 300820 AW5 13621 AA256162 AI559724 

AI493388 AA614641 A1125754 AI214351 AI567080 AI200813 AI476629 AI685732 AA602400 AA730140 AI565082 AI269603 A1807095 AA905453 
AA5O5909 AI204595 A1582930 AI686077 AA757863 AA730154 AA664048 BIB31663 AI734138 AI734130 AI732734 AW043563 AI741241 AI732741 
BF1 1 1 446 BE677727 AA437369 AA426284 AA433997 AA425820 

406687 0_0 M31126 

421582 13358 1 X00474 NM.003225 X52003 M12075 BI765761 AW950155 AI571948 BI760569 AA308400 AA568312 BI761955 AA507595 AA614579 AA614409 

BF747698 BM142326 AA307578 AI925552 AA578674 AA582084 AW009769 AA514776 AA588034 BG271 505 AA858276 BM142503 AW050700 
A1307407 AI202532 AA524242 AI909772 A1970839 BG236516 AW750216 AA587613 AI909749 AI909751 AI910083 AA614539 R55292 AA50741 8 

413808 2905 1 AI570199 AI888812 AW867550 A1921557 AW469095 AI925581 AJ679986 AW473623 BE841 640 BF061 525 AI445703 AI925072 AW8631 88 

AW863076 BE841731 AW863167 BE841390 BE841365 BF374078 BE841760 BE841 694 BE841769 AA335110 BE841692 BF374073 AA335204 
BF374079 BEB41713 AA335167 BEB41584 AW868103 BE841645 BE841765 AI076336 AW867433 BF373831 BEB417S8 AW86891 1 AW863155 
AW868847 BE841651 AA335145 BE841670 BF374260 BF374088 BE841661 BE841728 BI335729 BE841739 BEB41663 AW863104 AA335201 
AA335143 BF906965 AW867493 BE841505 BF374250 BE841766 BF373837 AW863191 8E841705 AW863154 AW868673 AW867311 AA335896 
BE841753 AW863407 BE937102 BF374252 BF374247 BF374255 BE841785 AW029590 AW131278 AI801021 AW058240 AW058400 AW029230 
AW029432 AW130609 AW029128 AW130469 A1570155 AI620272 AW029259 AIB01 389 AI888662 AI926902 AI801799 AI610344 AJ452852 
AW131 174 AI581069 AI225028 AI446689 AI923321 AI439430 AIB01 502 Al 679707 AW02B944 AI933684 AI801724 AI537779 AI354652 AI470250 
AI536872 A1891151 AW868019 AW006034 A1702599 AA335192 M335165 AA335189 AI933725 AW044393 AI888797 BE841677 BE841681 
AA335141 AW008176 AA335223 AI888837 AW868622 A1803901 AW005718 AI538062 AI282258 AI5B0678 A1445803 AI445394 AI868168 
AA335144 AI926349 AA33521 0 AA334919 AA335163 AA335216 AI678342 BF374135 AI932922 AA335214 AA335109 AI570325 AI452619 A19261 09 
A1453488 AI678606 AW869289 AW86921 1 BE841580 AI679368 AI888B82 A1926170 BF508305 AW86931 5 AA334926 BE84171 2 AW026584 
AA335200 BE841764 AV730339 AW474979 A1286344 AI446430 A1537612 AA335166 AW868051 AI679133 AI949520 BE841652 AI949532 
BE9371 13 BE841789 BE841643 AW130556 BE841761 AW868716 AW86B698 BE841669 BE937108 AA335158 AA335153 AA335159 AW867404 
AW868692 BE841742 AW868711 AW867546 BE841699AA335198 AA335146 AW86815OBE841660T99129BE84174OBE841714 AA335154 
AW868815 BF373812 BE841657 BEB41780 A1440394 AA335215 AA335202 AA335162 AA335160 AI801656 AI678499 BF374019 AW130236 
A1826057 AI572459 AI932773 AA335197 AI61 1752 AA335224 AI452592 AA3351 47 AA335149 AA334928 AA3351 14 AA3351 1 1 A1567048 
AW029395 AI570326 BF373838 BE841691 BE841776 AW863485 BF374093 AW130376 BE841732 AI446393 AI446781 AW867547 AWD29Q12 
AA335227 AW869307 AW869350 AW868709 AW869407 AW005017 AI679252 A1925523 AW151 553 AW863109 AI445917 AI799620 AI921607 
AW0081 53 AI520957 A1610620 AI679828 AI868151 AJ537839 AI679547 T28354 A1282567 AA335207 R83655 BF906963 AW131 1 60 A1925626 
AVV029396AW028445AW008410AW152586AW008476^^ BF374075 N53208 BF374246 

AW868723 BE9371 50 AA955002 AW863338 BE841767 

415989 10194 1 BC013389 BC017398 AI023543 AA191424 AI267700 AI469633 AW958465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 

BG285837 AI720344 BF541715 AA355086 AA172236 

TABLE 47C 

Pkey: Unique number corresponding to an Eos probeset 

Ret: Sequence source. Trie 7 digit numbers In this column are Genbank Identifier (GI) numbers. "Dunham, et aL' refers to the publication entitled The DNA sequence of 

human chromosome 22" Dunham, et al. (1999) Nature 402:489495. 
Strand: Indicates DMA strand from which exons were predicted. 



Pkey 


Ref 


Strand 


NLposition 


400666 


8118496 


Plus 


17982-18115,20297-20456 


400665 


8118496 


Plus 


16879-17023 


404240 


5002624 


Minus 


116132-116407,116653-116922 


402992 


7767907 


Minus 


4213742515 



TABLE 48A: 

Pkey: Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigenelD: Unigene number 
Unigene Title: Unigene gene title 



R1: 


90lh percentile of normal esophagus AIs (fivfded by the 90th percentile of esophageal tumor Ais 


Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


407245 


X90568 


Hs.172004 


tifin 


37.43 


426752 


X69490 


Hs.172004 


Utm 


30.23 


425545 


N98529 


Hs.158295 


Homo sapiens, clone MG&12401, mRNA, com 


23.69 


407013 


U35637 




gb:Human nebulin mRNA, partial cds 


17.09 


400440 


X83957 


Hs.83870 


nebulin 


15.56 


406704 


M21665 


Hs.929 


myosin, heavy polypeptide 7, cardiac mus 


14.21 


428087 


AA100573 


Hs.182421 


troponin C2, fast 


13.03 


417070 


Z19077 


Hs.172004 


litin 


13.02 


406707 


S73840 


Hs.931 


myosin, heavy polypeptide 2, skeletal mu 


12.61 


405001 


U58196 




interleukin enhancer binding factor 1 


12.53 


418391 


NMJJ03281 


Hs.84673 


troponin I, skeletal, stow 


12.46 


418205 


L21715 


Hs.83760 


troponin I, skeletal, fast 


12.40 


422633 


X56832 


Hs.1 18804 


enolase 3, (beta, muscle) 


12.21 


400499 






C10001858:giI6679124|reflNP_032759.1| ne 


11.99 


418390 


AF133820 


Hs.84665 


GSn immunoglobulin domain protein (myo 


10.53 


412519 


AA196241 


Hs.73980 


troponin T1, skeletal, slow 


10.21 


417435 


NIVL005181 


Hs.82129 


carbonic anhydrase III, muscle specific 


10.14 


413778 


AA090235 


Hs.75535 


myosin, light polypeptide 2, regulatory. 


10.13 


408493 


BE206854 


Hs.46039 


phosphoglycerate mutase 2 (muscle) 


10.00 


416373 


AA195845 


Hs.73680 


ESTs. Weakly similar to S12658 cystelne- 


9.65 


415672 


N53097 


Hs.193579 


ESTs 


9.57 


409096 


AA194412 


Hs.50550 


sarcomeric musde protein 


9.48 
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431360 NM.000427 Hs.251680 loricrin 9.42 

416982 J05401 Ks.80691 creatine kinase, mitochondrial 2 (sarcom 9.20 

426429 X73114 Hs.169849 myosin-binding protein C slow-type 9.15 

422069 AJ010063 Hs.343603 tilhvcap (telethontn) 8.96 

5 409028 AB014513 Hs.49998 Z-band alternatively spliced PDZ-motif 8.64 

437205 AW975934 Hs.283382 ESTs. Weakly similar to 138344 film, ca 8.48 

421296 NN1002S66 Hs.103253 periiipin 8.47 

412129 M21984 Hs.73454 troponin T3, skeletal fast 8.39 

434352 AF129505 Hs.86492 small muscle protein, X-linked 8.28 

10 418026 BE379727 Hs.83213 fatty acid binding protein 4, adipocyte 7.93 

408591 AF015224 Hs.46452 mammaglobin 1 7.88 

435124 AA725362 Hs.120456 ESTs 7.76 

430681 AW969675 Hs.291232 ESTs 7.70 

454229 AW957744 Hs.278469 tacrirnal proline rich protein 7.68 

15 424734 AI217685 Hs.96844 ESTs 7.59 

428221 U96781 Hs.183075 ATPase. Ca transporting, cardiac muscle, 7.57 

431204 F28841 Hs.250760 cytochrome c oxidase subunit Via polypep 7.41 

443727 Z25389 Hs.18459 ESTs 7.21 

408753 AI337192 Hs.47438 SH3 domain binding glutamic add-rich pr 7.04 

20 413132 NMJ06823 Hs.75209 protein kinase {cAMP-dependent catalyli 6.98 

424485 AI685069 Hs.272556 pepUdylarginine deiminase type I 6.93 

403805 Target Exon 6.87 

429997 NM_006789 Hs.227457 apdipoprotein B mRNA editing enzyme, ca 6.72 

41B532 F00797 Hs.85844 neurotrophic tyrosine kinase, receptor, 6.70 

25 419711 C02621 Hs.159282 ESTs 6.70 

422640 M37984 Ms.1 18845 troponin C. slow 6.68 

433839 F35430 Hs.146070 ESTs, WeaWy similar to ALU1.HUMAN ALUS 6.55 

406703 X13100 Hs.1 73084 myosin, heavy polypeptide 3, skeletal mo 6.34 

451621 A1879148 Hs.26770 (atty add binding protein 7, brain &Z7 

30 446962 AI351421 Hs.279709 muscle specific ring finger protein 1 6.20 

411102 AA401295 Hs.23925 triatfln 6.17 

411852 AA528140 Hs.107515 ESTs, Weakly similar to T00329 hypolheti 6.15 

454059 NM_003154 Hs.37048 slalherln 5.95 

451957 A1796320 Hs.10299 Homo sapiens cDNA FU13545 fis, clone PL 5.85 

35 434360 AW015415 Hs.127780 ESTs 5.57 

420813 X51501 Hs.99949 prdactin^rrduced protein 5.52 

417376 AA253314 Hs.154103 UM protein {similar to rat protein klna 5.46 

424688 AA216287 Hs.1815 myosin, light polypeptide 3, alkali; ven 5.42 

446523 NM.003063 Hs.334629 sarcolipin 5.41 

40 402270 Target Exon 5.25 

437846 AA773866 Hs.244569 esophagus cancer-related gene-2 5.24 

424982 U94777 phosphorytase, glycogen; muscle (McArdJe 5.17 

414657 AA424074 Hs.76780 protein phosphatase 1, regulatory (inhib 5.14 

410621 AA194329 Hs.172004 titin 5.10 

45 429134 AA446953 Hs.99004 ESTs 5.06 

436519 AJ278124 Hs.238756 myozenln 5.04 

447023 AA356764 Hs.17109 integral membrane protein 2A 5.03 

427639 AW444530 Hs.105362 Homo sapiens, clone MGC: 18257, mRNA.com 5.02 

426451 AI908165 Hs.169946 GATA-blnding protein 3 (T-cefl receptor 5.00 

50 433635 AI074502 Hs.134292 hypothetical protein MGC12921 4.98 

429892 NM_003803 Hs.2504 myomesin 1 (skelemin)(165kD) 4.96 

411021 F00055 Hs.172004 tilin 4.95 

416349 X69089 Hs.79227 myomesin (M-protein) 2 (165kD) 4.93 

424897 D63216 Hs.153684 frizzled-related protein 4.92 

55 406741 AA058357 Hs.74466 carcinoembryonic antigen-related ceU ad 4.92 

428824 W23624 Hs.173059 ESTs 4.78 

418692 AK000268 Hs.87383 hypothetical protein 4.74 

448406 AW772298 Hs.21103 Homo sapiens mRNA; cDNA DKFZp564B076 (fr 4.73 

432306 Y18207 Hs.303090 protein phosphatase 1, regulatory (inhib 4.66 

60 424049 AB014524 Hs. 138380 WAA0624 protein 4.65 

439609 AW971945 Hs.293236 ESTs 4.65 

433122 AB019391 Hs.58049 ESTs 4.62 

415447 Z97171 Hs.78454 mycciDn, trabecular meshwork inducible 4.59 

415655 W05433 ESTs 4.59 

65 442376 W95588 Hs. 129982 Homo sapiens cDNA RJ 1 2228 fis, clone MA 4.58 

452308 AI167560 Hs.61297 ESTs 4.57 

418072 F35210 Hs.86507 Human DNA sequence from done RP3-353C17 4.56 

429413 NM.014058 Hs.201877 DESC1 protein 4.53 

423725 AJ403108 Hs.132127 hypothetical protein LOC57822 4.53 

70 438704 AI435060 Hs.32825 ESTs 4.50 

413391 AI223328 Hs.75335 gfydne amkfinotransferase (L-argjnine:g 4.49 

430699 AW969847 Hs.292718 ESTs, Weakly similar to RET2_HUMAN RETIN 4.48 

419050 NM.000036 Hs.89570 adenosine monophosphate deaminase 1 feo 4.46 

422313 AF045941 Hs.115166 sdeirm 4.43 

75 417045 F01180 Hs.332030 Homo sapiens ORF1 4.41 

426158 NM 001982 Hs.199067 v-erb-b2 avian erythroblastic leukemia v 4.39 

435101 AI743156 Hs.131064 ESTs 4.37 

432408 N39127 ESTs, Weakly similar to A46010 X4inked 4.35 

439706 AW872527 Hs.59761 ESTs, Weakly similar to DAP 1_HUMAN DEATH 4.35 

80 429930 A1580809 Hs.99569 ESTs 4.30 

429624 AA458648 Hs.99476 ESTs, Weakly similar to 1313184B alphal 4.26 

429454 AL039940 Hs.202949 KIAA1 102 protein 4.20 

411000 N40449 Hs.201619 ESTs, Weakly similar to S38383 SEB4B pro 4.11 
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429852 AB010445 Hs.225948 small Inducible cytokine subfamily A (Cy 3.99 

428560 AI243209 Hs.98669 ESTs, WeaHy similar to B47411 ADPribosy 3.95 

438328 AI492261 Hs.32450 ESTs 3.84 

451917 AW391351 Hs.50820 Homo sapiens unknown mRNA 3.84 

453876 AW021748 Hs.1 10406 ESTs, Weakly similar to 138022 hypothefi 3.83 

414807 AI738616 Hs.77348 hydroxyprostaglandin dehydrogenase 15-(N 3.82 

430171 AF086289 Hs^34766 sWn-specific protein 3.80 

422287 F1S365 Hs.1 14346 cytochrome c oxidase subunit Vila polype 3.75 

446082 AI274139 Hs.156452 ESTs 3.74 

449003 X76342 Hs.389 alcohol dehydrogenase 7 (class IV). mu o 3.70 

431205 AA194560 Hs.250763 tropomodunn 4 (musde) 3.68 

443265 AI916207 Hs.91b7 SH3 domain binding glutamic acid-rich pr 3.68 

424747 AA346241 Hs.231887 EST 3.67 

410223 S73775 Hs.60708 caisequestrin 1 (fast-twitch, skeletal m 3.63 

423024 AA593731 Hs.325823 ESTs, Moderately similar to ALU5_HUMAN A 3.62 

453817 AW755253 Hs.61920 ESTs 3.57 

416431 AW384459 Hs.1 72004 Win 3.52 

425971 AF135024 Hs.165296 kaJlikrein 13 3.49 

412452 AA215731 Hs.79265 suppression of tumorigenlclty 5 3.48 

421512 AB007923 Hs.265B48 myomegalin 3.41 

413922 AI535895 Hs.221024 ESTs 3.37 

419648 T73661 Hs.91877 thyroid hormone responsive SPOT 14 (rat) 3.36 

418067 A1127958 Hs.83393 cyslaiinE/M 3.32 

428666 AL080190 Hs.189242 Homo sapiens mRNA; cDNA DKFZp434A202 (fr 3.29 

451681 228564 Hs.255950 ESTs, Weakly simflar to AA64 w HUMAN 64 KD 3.26 

420197 AW139647 Hs.88134 ESTs, Weakly similar to A57291 cytokine 3.23 

425869 AA524547 Hs.1 60318 FXYD domain-containing ion transport reg 3.21 

404270 NM_006061:Homo sapiens specific granule 3.21 

409169 F0O991 Hs.50889 (clone PWHLC2-24) myosin light chain 2 3.17 

426350 Nl^.003245 Hs.2022 transglutaminase 3 {E potypeplide. prate 3.13 

452023 AB032999 Hs.27566 KIAA1 173 protein 3.08 

417713 D42047 Hs.82432 KIAA0089 protein 2.99 

435538 AB011540 Hs.4930 tow density lipoprotein receptor-related 2.97 

450300 AL04144Q Hs.58210 ESTs, Highly similar to ITH4_HUMAN INTER 297 

451814 AA847992 Hs.137003 ESTs 2.83 

452360 AI742082 Hs.98539 ESTs 267 

431938 AA938471 Hs.54431 specific granule protein (28 kDa); cyste 2.57 

408104 AW972927 Hs.293968 ESTs 2.57 

444329 W73753 Hs.209637 hypothetjcat protein FU 12921 254 

439652 W67826 Hs.55412 ESTs, Weakly similar to K1CJ_HUMAN KERAT 250 

432191 AA043193 Hs.273186 hypothetical protein, clone TeJelhon{lta 2.33 

425855 AF135025 Hs.159679 kaflikrein12 232 

430560 Z28942 Hs.243960 N-myc downstream-regulated gene 2 2.28 

410677 NM 003278 Hs.65424 tetranectin (rjtasnTlnogen-Wrtding protein 2.25 

41138B X72925 Hs.69752 desmocotlin 1 2.25 

425721 AC002115 Hs.159309 uropiakin 1A 2.12 

430520 NM_016190 Hs.242057 chromosome 1 open reading frame 10 2.10 
429441 AJ224172 Hs.204096 RpophiTin B(uterogtobtofarr%iTiember) 2.02 

417405 W28657 Hs.5307 ESTs 2.01 

434550 R13052 Hs.3964 Homo sapiens clone 24877 mRNA sequence 1.95 

417074 Z49878 Hs.81131 guartdinoacetate r^etrryltransferase 1.79 
430513 AJ012008 Hs.241586 G6C protein 1.68 
454478 AW805749 Hs.318885 superoxide dismutase 2, mitochondria] 1.68 
416559 A1039195 Hs.128060 ESTs 1.66 

447205 BE617015 Hs.1 1006 ESTs, Moderately similar to T17372 plasm 1.64 

415780 U75898 Hs.78846 heat shock 27kD protein 2 1.55 

409702 AT752244 eukaryotic translation elongation factor 1.50 



TAB1548B 

Pkey: Unique Eos probeset identifier number 
CAT number. Gene cluster number 
Accession: Genbank accession numbers 



Pkey 

407013 
424982 



415655 
432408 

409702 



CAT Number Accession 



2073 7 
25362.1 



15499J 
2061J8 



U35637 AA192323 AA194508 BG01 1583 F25712 AL596820 BE185376 

AK057547 BG1B1248 AA883756 F25670 AA778128 F27657 F18914 F25171 AA178844 F21556 F25872 F20457 F27617 F36059 F34817 F26967 
F25922 F3127B F34666 F01176 F35333 F01226 F27408 F27130 F2B742 F24126 F29891 AA1 95955 AA086351 W59291 F25880F32791 F31311 
F32380 F25216 F19679 F18656 F29700 F24954 F32741 F30404 F35470 F33989 F33141 F36382 F34118 F17714 AA176345 F24700 AA55094O 
F18617 F16859 F15633 F34675 F16528 F17281 AA086388 F30859 F21852 C02644 F29425 F25286 C03553 F35259 W80691 F16457 F24094 
F16783 AA180319 F28443 F17763 F17448 F00542 AA197179 AA193012 

AJ276240 N70563 F37502 F29200 F27903 F18577 F19683 F20867 Z28857 F30994 F31752 F17375 F15601 F17543 F1741 1 

AV724258 AA247153 BF736219 BF513744 AW058048 A1082691 AA865520 N39127 AV724549 F20776 AA249747 AW970392 AA535433 F36964 

F33894 

AK056951 AK0^58BI439120BM021106F30243B^5214BrV^ AA563621 AI752243 AI720773 AI933014 F18964 

F35317 F35258 F27772 H39537 AW445222 F19408 H28557 F30608 F31797 F30960 BF837737 BF837688 AL551046 BT758668 BI765038 BI837440 
BE392882 BI438801 AI09351 1 AI752244 AJ7841 1 1 BG490221 BF338840 BF338974 BG895472 AL576843 AW966769 F25388 F37436 H28558 
A!025548M782333 F30929F35002F21229A1720539AA719449 F21231 F18924AA626886 F30774 F27704F31411 F31127 F33381 F36153 
F31793 F31138 F31966 F33901 AA298244 B1757347 AI810201 AI692B43 F29441 H51409 F21804 AW973249 F1B440 F17572 F32499 AA327152 
AA534140 A11B8088 F18893 F23362 AA010888 F18143 Z28500 H27651 A1720790 F22425 H13178 H28577 F21098 F37777 F21466 F16598 
F23420 AL574723 R75610 F34035 F17845 F18560 F25902 R79117 F35534 F15713 A1612800 F16563 F15645 F33609 F29995 BG939623 F17385 
F17384 F1 8660 F17922 F1 5523 AI093253 F18359 F31452 F00232 A1583430 BM021353 AA284108 H27650 H29935 BE708208 AA010737 H51451 
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Z19399 AI678418 A1952535 F17265 F17826 F37939 F3S639 F17367 W75962 R70189 228755 R72106 AA335915 R75700 R791 1 6 W72887 
AI581552 R71403 F23388 C03913 BI756149 BI116109 BF790727 AL553994 R82966 W47487 AA456066 AW984608 BE708220 BG490537 W47419 



TABLE 48C 

Pkey: Unique number corresponding lo an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers. Dunham, el ai." refers lo the publication entitled 'The DMA sequence of 

human chromosome 22" Dunham, et al. ( 1999) Nature 402:489-495. 
Stand: Indicates DNA strand from which exons were predicted, 
reposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


405001 


6015406 


Minus 


104646-104819 


400499 


9796071 


Minus 


148495-148606 


403805 


8140491 


Minus 


51483-51742.53429-53511 


402270 


3108020 


Plus 


117656-117822 


404270 


9828129 


Minus 


3649-3750,4161-4306,5962-6049,6849-6965 



Table 49A. 1562 genes upregulatad in lung cancer relative lo normal body tissues 

Table 49A shows 1562 genes upreguJaied in lung cancer relative to normal body tissues that are likely to encode proteins amenable to modulation by small molecules, peptides or 
antibodies. These genes were selected from 59680 probesets on the Eos/Aftymetrbc Hu03 GenecWp array. Gene expression data for each probeset obtained from this analysis' we 
expressed as average intensity (Al), a normalized value reflecting the relative level ofmRNA expression. The protein products of these genes often contain one or more domains 
indicative of have oncogenic function or of transducing Intracellular signals, or of being modulatable by small molecules, peptides, or antibodies (e.g. pkinase, death-domain, 71m, 
phosphatase, or ^transporter). Certain predicted protdn domains are noted. 



Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar accession number, GenBank accession number 

UniGenelD: UniGene number 

Pred.ProtDcmains: Certain predicted protein domains. Abbreviations used: TM, transmembrane domain; SS, signal sequence; =Y, very Ifcery to contain; =M, likely to contain; other 

protein domain abbreviations are from PFAM (Nucleic Acids Research, 2002, 30/.276-280). 
UniGene Title: UniGene gene fine 

90th percentile of lung tumor Als divided by the 50th percentile of normal tissue Als, where the 15th percentile of normal tissue Ais was subtracted from the 
numerator and denominator. 



R1 



Pkey; ExAccn; UnigenelD; Unigene Title; ^.r^Domams; R1 

421502; AF111856;Hs.106TO9;sohjtec^ L20,Na PLcctrans;TM=Y; 24.06 

439335; AA742697; Hs.62492; ESTs, Weakly similar to B39066 pfolinrwfch protein 15 - cat [R.norvegrcusfc none;SS=M; 21.70 
406621; X57809; Hs.181125; IrnmunogJobuRn bmbdatocus; ig,HSP70,Ppx-GppA;TM=M;; 19.36 
421341; AJ243212; Hs.27961 1; deleted in malignant brain tumors 1; zonaj)elliicida l CUB,SRCR;SS==M; 16.99 
452304; AA025386; Hs.6131 1 ; ESTs, Weakly simHar to S10590 cysteine proteinase (Rsapiens]; none,none; 16.67 
429259; AA420450; Hs.29291 1; ESTs, Highly similar to S6071 2 band^protein (RsaprensJ; none,none; 16.50 
454034; NMJM0691; Hs.575; aldehyde detrydrogenase 3 famity, member A1; aMedh;; 16.24 
408000; L11690; Hs.620; bullous pemphigoid antigen 1 (23Q/240kD); etad,spednXGAS2.SH3,Plectin.^ 
14.75 

421798; N74880; Hs.29877; N-acylsphingosfne amiaohydrotase (addcxrarnidaseHike; SAPA.SurtadanLB.none; 14.18 

439708; AW872527; Hs.59761; ESTs, Weakly similar to DAP1JWMAN DEATH-ASSOCIATED PROTEIN 1 (Rsaplens]; none.none; 13.94 

431846; BE019924; Hs.271580; uroplakin 1B; transmembrane4;TM=Y;SS=M; 1154 

417079; U6559Q; Hs.81 134; tnlerteukin 1 receptor antagonist; IL1;SS=M; 1297 

444381; BE387335; Hs.28371 3; ESTs, Weakly similar to S64054 hypothetical protein YGLOSOw - yeast {Saccharomyces cerevisiae) ISxerevtsbel; Coflaoen;TM=M;SS=M; 1 2.92 

408243; Y00787; Hs.624; inteneukin 8; HLH,PAS,IL8;TM=M;; 12.76 

448133; AA723157; Hs.73769; folate receptor 1 (adult); Fotate^rec.MIP;TM=M;SS=M; 1250 

414809; AI434699; Hs.77356; transferrin receptor (p9Q, C071); PA;TM=Y;; 1212 

436553; AW407157; Hs.181 125; Immunoglobulin lambda locus; tg,HSP70,Ppx.GppA;TM=M; 12.00 

418738; AW388633; Hs.6682; solute carrier family 7, (cationfc amino add transporter, y system) member 1 1; none,none; 11.99 

419693; AA133749; Hs.3O1350; FXYD domain-containing ton transport regulator 3; ATP1G1_PUvLMAT8;TM=Y;SS=M; 11.88 

417866; AW067903; Hs.82772; collagen, type XI, alpha 1; Cotlagen,CXXn,TSPN,larrinln_G,CorA;SS=M; 11.38 

414998; NM.002543; Hs.77729; oxidised low density npoprotein (tecBMike) receptor 1 ; lecfin c;TM=Y;SS=M; 1 1.21 

428970; BE276891; Hs.194691; rerJnolc acid Induced 3; 7tm 3;TM=Y;SS=M; 11.08 

418004; U37519; Hs.87539; aldehyde dehydrogenase 3 family, member B2; aldedh;TM=M;SS=M; 11.01 

425397; J04088; Hs.1 56346; topoisomerase (DNA) II alpha (17QkD); DNA_gyraseB,DNA_topoisolV,HATPase c,SS=M' 10 69 

418478; U38945; Hs.1174; cydirMlependent kinase inhibitor 2A (melanoma, p16, inhibits CDK4); anlq; 10.65 

439223; AW238299; Hs.250618; UL16 binding protein 2; tdl_recepUPKD,MHCJ;TM=M;SS=Y; 10.52 

441835; AB036432; Hs.184; advanced glyccsylaiion end producVsperific receptor, hrjmeorjcxAcyitransferase.notch.EGF.ank^ 1047 

451558; NMJW1089; Hs.26630; ATP-binding cassette, sub-family A (ABC1). member 3; ABC tran,SRP54;TM=Y;SS=M; 1 0 33 

443426; AF098158; Hs.9329; chromosome 20 open reading frame 1; none;TM=M;: 1021 

452747; BE153855; Hs.61460; Ig superfamity receptor LNIR; lg,Rhabd_glycop;TM=Y;SS=M; 10.14 

417389; BE260964; Hs.82045; midkine (neurite growUvpromoting factor 2); PTNJrfK;TM=M;SS=Y; 10.13 

433091; Y12642; Hs.3185; lymphocyte antigen 6 complex, locus O, UPAr\.LY6.toxinA:trvmjecp;TM=M;SS=Y; 10.12 

454098; W27953; Hs.292911; ESTs, Hfghry sintiar to S60712 band-protein [Rsaplensl; none,nons; 10.05 

414812; X72755; Hs.77367; monokine induced by gamma interferon; IL8;TM=M;SS=Y; 9.98 

430832; AI073913; Hs.1 00686; ESTs, Weakly similar to JE0350 Anterior gradierrt-2 IH.sapiensj; none,none; 9.79 

422310; AA316622; Hs.98370; cytochrome P450, subfamily IIS, polypeptide 1; none,pkin3se,fn3.ig; 9.60 

414987; AA524394; Hs.294022; hypothetical protein FU14950; SH2;TM=M;; 9.54 

439453; BE264974; Hs.6566; thyroid hormone receptor interactor 13; AAMBC tran,CoaE;TM=M;; 9.52 

430280; AA361258; Hs.237868; inierleuWn 7 receptor; fn3,none; 9.48 
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423217; NM-000094; Hs.1640; collagen, type VII, alpha 1 (epidermolysis bullosa, dystrophic, dominant and recessive); Kunit^BPTIMvwa,CoDagen.bela-laclamase;TM=M;SS=M; 
9.44 

418882; NMJXM996; Hs.89433; ATP-binding cassette, sub-family C (CFTR/MRP), member 1; ABCjnembrane,ABCJran;TM=Y;SS=M; 132 

435472; AW972330; Hs.283022; triggering receptor expressed on myeloid cells 1; lg;TM=M;SS=M; 9.26 

447343; AA256641; Hs.236894; ESTs, Highly similar to S02392 aIpha-2-macroglobuiin receptor precursor (Rsapiens); none.none; 9.18 

419508; AW997938; Hs.90786; ATP-blnding cassette, sub-family C (CFTR/MRP), member 3; ABC_tran^BC_membrane;TM=Y;SS=M; 9.06 

441384; AA447849; Hs.288660; Homo sapiens cONA: FU22182 lis. done HRC00953; 7tm_3,none; 8.98 

446292; AF081497; Hs.279682; Rh type C glycoprotein; Ammonlum_transp,FecCO;TM=Y;SS=M; 8.74 

436972; AA284679; Hs.25640; claudin 3; PMP22J^udin;TM=Y;SS=M; &71 

421817; AF146074; Hs. 108660; ATP-binding cassette, sub-family C (CFTR/MRP). member 5; Fasctcfm^BC_tr8^ABC_membrane.GTP_EFTU;TM=M;SS=M; 8.71 

423354; AB01 1130; Hs.127436; calcium channel, voltage-dependent, alpha 2/deila subunit 2; vwa,Cache;TM=M;; 8.66 

439606; W79123; Hs.58561; G protein-coupled receptor 87; 7tmJ;TM=Y;SS=M; 8.63 

438091; AW373062; ; nuclear receptor subfamily 1, group I, member 3; hormone._rec^f-C4,none; 8.60 

421506; BE302796; Hs.105097: thymidine kinase 1 , soluble; TK;TM=M;; 8.57 

413278; BE563085; Hs.833; interferon-stimulated protein. 15 kOa; ubiquitin;SS=M; 8.56 

408908; BE296227; Hs.250822: serine/threonine kinase 15; pWnase;SS=M; 8.52 

414774; X02419; Hs.77274; plasminogen activator, urokinase; kringte,trypsin.planLthlonins;SS=M; 8.49 

430630; AW269920; Hs.2621; cystatin A (stefin A); cystatin;TM=M;; 8.42 

413011; AW068115; Hs.821; blglycan; LRR,LRRNT;SS=M; 8.40 

446291; BE397753; Hs.14623; interferon, gammannducible protein 30; GILT;TM=M;SS=Y; 8.39 

41 10B9; AA456454; ; cell division cycle 2-like 1 (PITSLRE proteins); none,none; 8.37 

422765; AW409701; Hs.1578; baculoviral IAP repeat-containing 5 (siirvhrtn); BIR;TM=M;; 8.34 

453922; AF053306; Ks.3670B; budding uninhibited by benzimidazotes 1 (yeast homolog). beta; none;SS=M; 8.25 

449019; AI949095; Hs.67776; ESTs, Weakly similar to T22341 hypothetical protein F47B8.5 - Caenortiabditis etegans (C.elegans]; ncne,none; 8.24 
409799; D11928; Hs.76845; phosphoserine phosphatase-like; Hydrolase;TM=M;; 8.22 
416619; U77735; Hs.80205; pim-2 oncogene; pkrnase;SS=M; 8.19 
451541; BE279383; Hs.26557; plakophflin 3; Armadillo_seg;TM=M;; 8.16 

409142; AL136877; Hs.50758; SMC4 (structural maintenance of chromosomes 4, yeast)-like 1; ABC_tran.M,SMC.N,SMC_C,DUF1 64,none; 8.16 
429002; AW248439; Hs.2340; junction plakogloWn; ArniadiBojBegJNHfc 8.14 
445033; AV652402; Hs.72901; mucin 13, epithelial transmembrane; ante 8.14 
421757; 220897; Hs.296259; paraoxonase 3; Arylesterase;SS=Y; 8.10 

414821; M63835; Hs.77424; Fc fragment of IgG, high affinity la. receptor for (CD64); ig;TM=Y;SS=M; 8.03 
439285; AL133916; ; hypothetical protein FU20093; Ig.pWnase.LRR.LRRNT.LRRCT.none; 7.97 

439738; BE246502; Hs.9598; sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphcrin) 4B; Sema,PSl,lntegrin_B;TM=Y;; 
7.86 

424905; NM.002497; Hs.153704; NIMA (never in mitosis gene a)-related kinase 2; pkinase;TM=M;; 7.85 
424779; AL046851; Hs.153053; CD37 antigen; transmembrane4;TM=Y;SS=M; 7.85 
409340; BE174629; Hs.321130; hypothetical protein MGC2771; aajjernieases.pyridoxalJeQ 
7.84 

415323; BE269352; Hs.949; neutrophil cytosoRc factor 2 (65kO, chronic granulomatous disease, autosomal 2); SH3,TPR;TM=M;; 7.73 

427337; Z46223; Hs.176663; Fc fragment of IgG, low affinity lllb, receptor for (C016); kj;TM=Y;SS=M; 7.72 

430378; Z29572; Hs.2556; tumor necrosis factor receptor sup erfamily, member 17; IL2;SS=M; 7.71 

451253; H48299; Hs.26126; claudin 10; PMP22_aaudtn,Peptidase_M1,K_tBira;TM=:Y;SS=M; 7.70 

435575; AF213457; Hs.44234; triggering receptor expressed on myeloid ceils Z ig;TM=Y;SS=M; 7.70 

427747; AW411425; Hs.180655; serfoe/threonme kinase 12; pWnase;TM=M;; 7.70 

426251; M24283; Hs.168383; intercellular adhesion molecule 1 (C054), human rhinovhus receptor; lg,!CAM_N;TM=M;SS=M; 7.67 
422282; AF019225; Hs.1 14309; apoBpoprotein U MotA_ExbB;TM=Y;SS=M; 7.64 

413859; AW992356; Hs.8364; Homo sapiens pyruvate dehydrogenase kinase 4 mRNA. ? untranslated region, partial sequence; SAM_PNT,none; 7.54 
424008; R0274O; Hs.137555; putative chemoktne receptor; GTP-Mnding protein; 7tmJ;TM=Y;SS=M; 7.52 

418322; AA284166; Hs.84113; cyclirvdependent kinase inhfoltor 3 (CDK2-essodateddual specificity phosphatase); Y_phosphatase,DSPc;TM=Mr, 7.46 

421071; AI311238; Hs.104476; ESTs, Weakly simBar to CGHU1E collagen alpha 1(XT) chain precursor [H-sapiens]; none;TM=Y;SS=M; 7.40 

421481; AW391972; Hs.104696; KIAA1324 protein; none;TM=M;SS=M; 7.39 

438089; W05391; ; nuclear receptor subfamily 1, group I, member 3; hormone_rec,zf-C4,none; 7.38 

428484; AF104032; Hs.184601; solute carrier famBy 7 (calionic amino acid transporter, y system), member 5; 

aaj>erTTKases,pyrWoxaLdeQbror^ 
448988; Y09763; Hs.22785; gamma-aminobutyric acid (GA8A) A receptor, epsilon; Neur_chan_LBD,Neurjchan_rnemb;TM=Y;SS=M; 7.36 
416178; A1808527; Hs.192822; serologically deftned breast cancer antigen NY-BR-81; none;TM=M;; 7.31 
418506; AA084248; Hs.85339; G protein-coupled receptor 39; none,none; 7.25 
441553; AA281219; Hs.121296; ESTs; none,FG-GAP.integrin.A 7.25 
42231 1; AF073515; Hs.114948; cytokine receptor-tike factor 1; fn3;TM=Mr, 7.21 

415817; UB8987; Hs.78867; protein tyrosine phosphatase, receptor-type, Z polypeptide 1; fn3,Yj)hosphatase,(^_anhvarase;TM=Y;SS=M; 7.20 

438746; AI885815; Hs.184727; Human ntelanorna-assodated antigen p97 (melanotransferrin) mRNA, J flank; transferrin.Guanylate.kin.PDZ.SHS; 7.20 

412723; AA648459; Hs.335951; hypothetical protein AF301 222; oone;TM=M;;7.14 

416203; X54942; Hs.83758; CDC28 protein kinase 2; CKS;; 7.14 

428582; BE336699; Hs.1 85055; BENE protein; none;TM=Y;SS=M; 7.12 

418462; BE001596; Hs.85266; inlegrin, beta 4; m3,lntegrin_B,Calx-beta,EGF;TM=M;SS=M; 7.08 

420344; BE463721; Hs.97101; putative G protein-coupled receptor; MethyltransL5;TM=Y;SS=M; 7.02 

428450; NMJJ14791; Hs.184339; KIAA0175 gene product KA1,pkinase;TM=M;; 7.00 

449230; BE613348; Hs.211579; melanoma ceil adhesion molecule; igjsodh,Ri1x)SomaLL6.F-box;TM=Y;SS=M; 6.98 

439237; AW408158; Hs.318893; ESTs, WeaWy similar to A47582 BksB growth factor precursor (Rsapiens); Furin-Oke.pkinase, Recep^U_domain,YlP,none; 6.97 

421508; NM_004833; Hs.1051 15; absent in melanoma 2; PAAD_DAPIN,HIN;TM=M;; 6.96 

410342; R31350; Hs.743; Fc fragment of IgE, high affinity I, receptor for; gamma porypepBde; TTAM;TM=Y;SS=M; 6.93 

428479, Y00272; Hs.334552; cell division cycle 2. G1 to S and G2 to M; pkinase,ICE^p10.lCE_p20;TM=M;SS=M; 6.93 

421532; AW138207; Hs.146170; hypothetical protein FU22969; ArmadHlo_seg,HEAT;TM=M;; 6.91 

451035; AU076785; Hs.430; plastin 1 (I isoform); efhand,CHMap&LN;SS=M; 6.86 

432407; AA221036; ; gb:zr03f1 Zr1 Stratagene NT2 neuronal precursor 937230 Homo sapiens cDNA done $ similar to SW:POL_BAEVM P10272 POL POLYPROTEIN ;, mRNA 

sequence; DEAD.helicase C,rmi,Ndr,CysJcnotTILvvra,vw^^ 

beta,DUF139,TPR,OSPc,tsp_1 ,Ribosomal_S21 ,rvp;TM=M;; 6.84 
442599; AF078037; Hs.324051 ; RelA-associated inhibitor; SH3,ank;TM=M;; 6.77 
448243; AW369771 ; Hs.52620; integrin, beta 8; integrin_B.none; 6.76 

427557; NMJJ02659; Hs.179657; plasminogen activator, urokinase receptor; UPARJ.Y6,ET,PLA3_inh;SS=M; 6.75 
418054; NMJW2318; Hs.83354; rysyl oxidase-like 2; SRCatysyl_oxid3se;TM=M;SS=M; 6.74 

426440; BE382756; Hs.169902; solute carrier family 2 (facilitated glucose transporter), member 1; sugarJr;TM=Y;SS=M; 6.73 

566 



WO 03/042661 



PCT/US02/36810 



430397; AI924533; Hs.105607; bicarbonate transporter related protein 1; HC03_cotransp;TM=Y;; 6.71 
449523; NMJJQ0579; Hs.54443; chemokine (C-C motif) receptor 5; 7tm_1;TM=Y;SS=M; 6.71 

431630; NM 002204; Hs.265829; integrin. alpha 3 (antigen CD49C, alpha 3 subunit of VLA-3 receptor); FG-GAP,RhabdjlycopJntegrin_A;TM=Y;SS=M; 6.70 

410434; AF051152; Hs.63668; toll-like receptor 2; LRaLRRCT,TIR;TM=M;SS=M; 6.69 

424925; NM 002432; Hs.153837; myeloid cell nuclear differentlaUon antigen; PAAD.DAPIN.HIN;; 6.69 

431890; X17033; Hs.271986; integrin, alpha 2 (CD49B. alpha 2subunit of VLA-2 receptor); vwajntegnn J^FG-GAP;TM=Y;SS=M; 6.65 
428157; A1738719; Hs.198427; hexokinase 2; hexoWnase,hexokinase2,none; 6.64 
430770; AA765694; Hs.123296; ESTs; none.none; 6.63 

412270; AC005262; Hs.73797; guanine nucleotide binding protein (G protein), alpha 15 (Gq class); G-alpha,arf;TM=M;; 6.59 

439750; AL359053; Hs.57664; Homo sapiens mRNA full length insert cDMA clone EUROIMAGE 2005735; lMPDH_C,lMPOrtN,CBS.integrin J,Ricin_BJectin; 6.59 

427700; AA262294; Hs.180383; dual specificity phosphatase 6; Rhodanese,DSPc;TM=M;; 6.59 

413048; M93221; Hs.75182; mannose receptor. C type 1; fn24ec6rLC,r^3JecUn^ink;TM=Y;SS=M; 6.58 

429345; R11141; Hs.199695: hypothetical protein; KJetra,SAM; 6.58 

4161 10; 242262; Hs.322844; hypothetical protein DKFZp564Al76; Sema.PSI,TlG,integrin_B;TM=Y;SS=M; 6.58 
418883; BE387036; Hs.1211; acid phosphatase 5. tartrate resistant; MetaBophos;TM=M;SS=M; 6.57 

426746; J03626; Hs.2057; uridine monophosphate synthetase (orotate phosphoribosyl transferase and orotidine-5 , -decarboxylase); Pribosyltran.OMPdecase;TM=M;; 6.57 
402260; ; ; NMJX)1436*:Homo sapiens fibrillarin (FBL), mRNA. transcript) (F8A), mRNA.; pkinase,Fibrillarin,none; 6.56 

456373; BE247706; Hs.89751; membrane-spanning 4-domains, subfamily A member 2 {Fc fragment of IgE high affinity I, receptor for; beta polypeptide); none;TM=Y;; 6.53 
444006; BE395085; Hs.10086; type I Iransmembrane protein Fn14; tdt_recepLa.PK0 1 MHCJ;TM=M;SS=Y; 6.53 

41 1027; AF072099; Hs.67846; leukocyte immunoglobufin-Eke receptor, subfamily B (with TM and ITIM domains), member 4; lnositol_P.ig;TM=M;; 6.52 
435523; T62849; Hs.1 1090; membrane-spanning 4-domains. subfamfly A, member 7; none;TM=Y;SS=M; 6.52 
432920; U37689; Hs.3128; polymerase (RNA) II (ONA directed) polypeptide H; none;TM=M;; 6.48 
412773; H15785; Hs.74573; similar to vaccinia virus Hindlll K4L ORF; PLDc;TM=M;; 6.48 

• 409208; Y00093; Hs.51 077; integrin, alpha X (antigen CD1 1C (p150), alpha polypeptide); \rvva,FG^P,tntegrin_^vwa,integrin^F&GAP; 6.43 
424441; X14850; Hs.147097; H2A histone family, member X; histone,CBFDJ<FYB_HMF;; 6.43 
418918; X07871; Hs.B9476; C02 antigen (p50), sheep red blood cell receptor; ig;TM=Y;SS=M; 6.41 

413219; AAB78200; Hs.118727; Homo sapiens cDNA FLM3692 fc, clone PLACE20001Q3; HLH l death,TNFr\.c6^cyl-CoA L .hydro; 6.41 

429170; NM_001394; Hs.2359; dual specificity phosphatase 4; Rr»danese,DSPc,Yj)ruBphalas^ 6.39 

453914; NkU)00507; Hs.574; fruclose-I.e-bisphosphaiase 1; FBPase;TM=M;; 6.37 

424273; W40460; Hs.144442; phospholipase A2, group X; phosRp;TM=M;SS=Y; 6.37 

428385; AF1 12213; Hs.184082; putative RabWnteracting protein; SH2,SH3;SS=M; 6.36 

432636; AA340864; Hs.27856£ claudin 7; PMP2*_<2audin;TM=Y;SS=M; 6.34 

409430; R21945; Hs.346735; splicing factor, arginine/serine-nch 5; DSPc.Rhodanese.none; 6.34 

451734; NMJJ06176; Hs.26944; neurogranln (protein kinase C substrate, RC3); IQ,7tm_1;TM=M;; 6.34 

443907; AU076484; Hs.9963; TYRO protein tyrosine kinase binding protein; none;TM=M;SS=Y; 6.34 

401027; ; ; Target Exon; none,none; 6.26 

41 8299; AA279530; Hs.83968; integrin, beta 2 (antigen CD18 (p95), lymphocyte function-associated antigen 1 ; macrophage antigen 1 (mar>1 ) beta subunit); 

integrin_B,EGF,PSI;TM=Y;SS=M; 6.22 
429732; U20158; Hs.2488; lymphocyte cytosofic protein 2 (SH2 domain-conlaining leukocyte protein of 76kD); SH2;SS=M; 6.21 
4081 13; T82427; Hs.1941 01 ; Homo sapiens cDNA FU20869 lis, done ADKA02377; 7tm_3.norw; 6.20 

408771; AW732573; Hs.47584; potassium voltage-gated channel, delayed-recfifier, subfamily S, member 3; efhand.ton^.lrans.KJelra.none; 6.19 
456534; X91195; Hs.100623; phosphofipase C, beta 3, neighbor pseudogene; UM,PDZ,pktnase;SS=M; 6.18 
408482; NMJJ00676; Hs.45743; adenosine A2b receptor, 7tmJ;TM=Y;SS=M; 6.17 
426427; M86699; Hs.169840; TTK protein kinase; pkinase;; 6.17 
445019; AI205540; Hs.281295; ESTs; none,none; 6.16 

438552; AJ245820; Hs.6314; type I transmembrane receptor (seizure-related protein); none.nons; 6.16 

414907; X90725; Hs.77597; polo (DrosophlaJ-fike kinase; RitoscmaU37ae,pkinase,POLOJ^ 6.14 

425322; U63630; Hs. 155637; protein kinase, DNA-ariivated, cataJyUc polypeptide; PI3J 3 l4Junase,FAT,FATC;™t=M;; 6.13 

417421; AL138201; Hs.82120; nudear receptor subfamily 4. group A. member 2, hoTmone_rec^f-C4;SS=M; 6.13 

425776; U25128; Hs.159499; parathyroid hormone receptor 2; 7?jtl2,HRM;TM=Y;SS=M; 6.12 

422278; AF072873; Hs.1 14218; frizzled (Drosophna) homolog 6; Fz,Frizzled,7tm_2;TM=Y;SS=M; 6.12 

427490, Z95152; Hs.178695; mitogen-activated protein kinase 13; pktnasa;TM=Mn 6.12 

421445; AA913059; Hs.104433; Homo sapiens, clone IMAGE!4054868, mRNA; iorUrans.KJetra.asp; 6.1 1 

444143; AW747996; Hs.160999; ESTs, Moderately sknUar to A56194 thromboxane A-2 receptor, endothelial (H.sapiensJ: Begone; 6.10 

423887; AL080207; Hs.134585; DKFZP434G232 protein; ABCJran;TM=Y;; 6,10 

409636; AA305729; Hs.18272; amino acid transporter system A1; AaJrans;TM=Y;; 6.09 

41 1020; NM_006770; Hs.67726; macrophage receptor with coflagenous structure; SRCR,Collagen;TM=Y;SS=M; 6.09 

425354; U62027; Hs.155935; complement component 3a receptor 1; 7tm_1;TM=Y;SS=M; 6.0B 

439963; AW247529; Hs.6793; plateletactjvating factor acetylhydrolase, tsotorm lb. gamma subunit (29kD); PAF-AHJb,Lipase_GDSLTM=rvfc 6.07 
421753; BE314828; Hs.10791 1; ATP-bindmg cassette, subfamily B (MDfVTAP), member 6; ABC_tranABC_membrane;TM=Y;SS=H 6.07 
405908; Z25437; ; gb:H.sapiens orotem-tyrosine kinase gene, complete COS.; oone.none; 6.07 
425849; AJ000512; Hs.296323; senjir^tucocorfcofd regulated kinase; pkinase,pkinase^C;TM=M;SS=M; 6.06 

452363; A1582743; Hs.94953; Homo sapiens. Similar to complement component 1, q subcomponent, c polypeptide, clone MGG17279, mRNA, complete cds; C1q,Cotiagen;SS=M; 
6.05 

414883; AA926960; ; COC28 protein kinase 1; CKS;; 6.05 

414166; AW888941; Hs.75789; N-myc downstream regulated; DEAD.heteeJ^.Ndr.CysJmotTlU^ 

beta,DUF139JPR,DSr^tspJ,l^c^ 
452888; AW955454; Hs.30942; ephrin-B2; Ephrin.fn2;TM=Y;SS=M; 6.03 
448782; AL050295; Hs.22039; KIAA0758 protein; 7trru2.kj,GPS,SEA;TM=Yn 6.03 
449101; AA205847; Hs.23016; G protein-coupled receptor, 7trnJ;TM=Y;SS=M; 6.01 
445462; AA378776; Hs.288649; hypothetical protein MGC3077; none;; 6.00 
424381; AA285249; Hs.146329; protein kinase Chk2; pklnase,FHA,OnaJ;TM=M;; 6.00 
420162; BE378432; Hs.95577; eyefin-dependent kinase 4; pkinase;TM=M;; 5.99 
439310; AF08612O, Hs.102793; ESTs; casetn_kappa,pkinase,rg,none; 5.97 
414972; BE263782; Hs.77695; KIAA0008 gene product; GKAP;TM=M;; 5.97 
425976; C75094; Hs.334514; NG22 protein; voltage JXC;TM=Y;SS=M; 5.94 

444946; AW139205; Hs.156457; hypothetfeal protein FU22408; abhydrdase,abhydrdaseJ2;TM=Y;SS=M; 5.93 
41 1263; BE297802; Hs.69350; kinesin-ffce 6 (mitotic centromere^ssocialed kinesin); kinesin;TM=M;; 5.93 
421462; AF016495; Hs.104624; aquaporin 9; MIP;TM=Y;SS=M; 5.92 

426761; AI015709; Hs.172089; Homo sapiens mRNA; cDNA DKFZp586l2022 (from done DKFZp586l2022); none;TM=Y;SS=M; 5.92 

407792; AI077715; Hs.39384; putative secreted Bgand hornotogous to fjxl; none;TM=M;SS=Y; 5.91 

428771; AB028992; Hs.193143; WAA1069 protein; C2,PWLC-Y,P1-PLOX;TM=Mn 5.91 

438564; AA381553; Hs.198253; ma)or histocompatibility complex, class II. DQ alpha 1; ig,MKCJLalpha,none; 5.91 
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440006; AK000517; Hs.6844; hypothetical protein FU20510; AAA,NB-ARC,PAAD_OAPIN,NA;NA; 5.90 

449027; AJ271216; Hs.22880; dipepudylpeptidase III; Peptidase jmEGF,lg ( Neuregurm;TM=M;; 5.90 

408790; AW580227; Hs.47860; neurotrophic tyrosine kinase, receptor, type 2; ig 1 pWnase,LRR l LRROT,LRRCT;TM=Y;SS=M; 5.89 

413186; AU077141; Hs.75231; solute canter family 16 (nnonocarboxyuc acid transporters), member 1; sugar_tr,TM=Y;SS=M; 5.89 

430696; AA531276; Hs.59509; ESTs; pWnase,PP2C,none; 5.88 

422609; Z46023; Hs.118721: siaiidase 1 (lysosomal sialidase); BNRSH2,SH3.pkinase;TM=Y;SS=M; 5.88 

425367; BE271188; Hs.1 55975; protein tyrosine phosphatase, receptor type, (^associated protein; none;TM=M;SS=Y; 5.88 

429619; AL120751; Hs.211568; eukaryotic translation initiation factor4 gamma, 1; none,none; 5.86 

437429; H79981; Hs.5613; Homo sapiens mRNA; cONA OKFZp564E2222 (from clone DKFZp564E2222); SH2.SH3.BTB; 5.86 

436576; AI45B21 3; Hs.77542; ESTs; 7tmJ,DnaJ; 5.85 

429663; M68874; Hs.21 1587; phosphatase A2, group IVA (cytosolic, catclun>dependent); C2,PLA2_B;TM=M;; 5.85 
419981; AAB97581; Hs.128773; ESTs; pkinase.DAG^PE-blnd,pkinase_C,OPR.none; 5.83 

428953; AA306610; Hs.348183; tumor necrosis factor receptor superfamily, member 6b, decoy; 60s.ribosomal ( Ribosomal_L10 l TNFR.c6,DEAD;; 5.83 
414806; D14694; Hs.77329; phosphatidylserine synthase 1; PSS;TM=Y;SS=M; 5.82 
451320; AW1 18072; ; diacylglycerot kinase, zeta (104kD); none;TM=M;; 5.82 
400991; ; ; Target Exon; Arniadillo_seg,lectinj2,none; 5.81 

456906; AF1 17646; Hs.1 56637; Cas-Br-M (murine) ectropic retroviral transforming sequence c; zf-C3HC4,Cbl_N,CbLN2.CW_N3;TM=M;; 5.81 
434263; N34895; Hs.44648; ESTs; lg,none; 5.81 

428293; BE250944; Hs.183556; solute carrier family 1 (neutral amino odd transporter), member 5; elF6,SDF;TM=M;; 5.78 
421959; AW751497; Hs.98370; cytochrome P450, subfamily IIS, polypeptide 1; p450;TM=Y;SS=M; 5.78 
449539; WB0363; Hs.58446; ESTs; pkinase,Fiirirvlike,Recep.Ldorrain^one; 5.77 
409012; AL117435; Hs.49725; DKF2P434I216 protein; PH,RhoGEF;TM=M;SS=M; 5.77 

412276; BE262621; Hs.73798; macrophage migration Inhibitory factor (glycosylation-lnhlbiting factor); MlF,sugar_tr,none; 5.75 
409533; AW969543; Hs.21291; mitogen-activated protein Wnase kinase kinase 13; Peptidase_C48,none; 5.73 
457001; J03258; Hs.2062; vitamin O (1,25- dihydroxyvitamin D3) receptor, hormone jec*f-C4,MelaltothioJ;TM=M;; 5.73 
416084; L16991; Hs.79006; deoxythymidylate kinase (Ihymidylate kinase); none,none; 5.72 

448569; BE382657; Hs.21486; signal transducer and activator of transcription 1, 91kD; SH2,STAT,STATJ)lnd,STAT_prot;TM=M;; 5.72 
452295; BE379936; Hs.28866; programmed ceil death 10; serpMone; 5.72 

448775; AB025237; Hs.3B8; nudbt (nucleoside diphosphate linked moiety X)-type motif 1; NUDIX;TM=M;SS=M; 5.72 

448733; NM_005629; Hs. 187958; solute carrier family 6 (neurotransmitter transporter, creatine), member 8; SNF;TM=Y;; 5.71 

417015; M83772; Hs.80876; flavin containing monooxygenase 3; FMWike,pyr_redox;TM=Y;SS=M; 5.69 

453323; AF034102; Hs.32951; solute carrier family 29 (nucleoside transporters), member 2; NucleosldeJran;TM=Y;SS=M; 5.69 

410290; AA402307; Hs.322844; hypothetical protein DKFZp564A176; Sema,PSI,TtG I integrtn_B;TM=Y;SS=M; 5.69 

412182; AA205588; Hs.155160; Splicing factor, arginineJserine-nch, 46kD; rrm,hormonejeczf-C4,sugar_tr,; 5.69 

418526; BE019020; Hs.85838; solute carrier family 16 (monocarboxylic acid transporters), member 3; none;TM=Y;SS=M; 5.66 

447250; AI878909; Hs.17883; protein phosphatase 1G (formerly 2C). magnesium-dependent, gamma isoform; PP2C;TM=Mn 5.65 

438113; AI467908; Hs.8882; ESTs; 7tmJ.ncne; 5.65 

421391; AW304350; Hs. 191 958; immunoglobulin superfamiJy receptor translocation associated 2; ig,none; 5.64 
417115; AW952792; Hs.334612; small nuclear ribonucleoprotein polypeptide E; Sm.pWnase;; 5.64 

406137; ; ; NM-OWOTflomo sapiens mutS [E cofi) homotog 6 (MSH6), mRNA. VERSION NM_00017ai Gl; MutSj;PWWP,MutS_N;TM=M;; 5.63 

421917; AB028943; Hs.109445; WAA1020 protein; BT8^C2H2,PI3.PI4Jdnase,PI3Ka;TM=M;; 5.62 

445873; AA250970; Hs,251946; poly(A)-binding protein, cytoplasm* 1-Gke; PABP.rrm,pkinase, 144-3; 5.62 

447365; BE383676; Hs.334; Rho guanine nucleoSde exchange factor (GEF) 5; SH3,PH,RnoGEF;TM=M;; 5.61 

446872; X97058; Hs.16362; pyrimidinergic receptor P2Y, G-proteln coupled, 6;7tm_1;TM==Y;SS=M; 5.59 

433662; W07162; Hs.150826; CATX-8 protein; ras 1 ABC^tran,arf;TM=M;SS=M; 5.59 

449029; N28989; Hs.22891; solute carrier family 7 (catioriic amino acid transporter, y system), member 8; aa_permeases;TM=Y;SS=M; 5.58 
431236; AV656840; Hs.285115; Intateukin 13 receptor, alpha 1; fn3;TM=Y;SS=M; 5.57 
430508; AI015435; Hs.104637; ESTs; SDF;TM=Y;SS=M; 5.56 

426227; U67058; Hs.154299; Human proteinase activated receptor-2 mRNA, SUTR; 7tm_1 :TM=Y;SS=M; 5.55 
421677; H64092; Hs.38282; ESTs; A1pp,AjTnadillo_seg,IBB; 5.54 
429083; Y09397; Hs.227817; BCL2-related protein A1; Bd-2;TM=M;; 5.54 

429563; BE619413; Hs.2437; eukaryotic translation initiation factor 2B, subunit 5 (epsBon, 82kD); hexapep,W2.hormone£DUF29;TM=M;; 5.52 
412817; AL0371 59; Hs.74619; proteasome (prosome, macropain) 26S subunit, non-ATPase, 2; PC_rep;TM=M^ 5.51 
452291 ; AF015592; Hs.28853; COC7 (cell division cycle 7, S. cerevlsiae, homologHike 1; pttnase;TM=*fc 5.51 

437412; BE069288; Hs^4744; Homo sapiens mRNA; cDNA DKFZp547C136 (from clone DKF2p547C136); ABCJran,GTP_EFTO.ABCjnembrane,none; 5.50 

423778; Y09267; Hs.132821; flavin containing monooxygenase 2; FMOBke 1 pyrjredox;TM=Y;SS= M; 5.48 

422846; 8E513934; Hs.1583; neutrophil cytosofic factor 1 (47kD, chronic granulomatous disease, autosomal 1); SH3,PX;TM=M;; 5.48 

434699; AA643687; Hs. 149425; Homo sapiens cDNA FU1 1 980 fis, dene HEWBB1 001304; Nudeoside_tra2,none; 5.48 

426691; NMJW6201; Hs.171 834; PCTAIRE protein kinase 1; pWnase;TM=M;; 5.48 

453905; NM.002314; Hs.36566; UM domain kinase 1; r^dnase,UM,PDZ,2f-PARP;TM=M;; 5.48 

412939; AW41 1491; Hs.75069; eukaryofic translation elongation factor 1 gamma; noncnone; 5.44 

430486; BE062109; Hs.241551 ; chloride channel, calcium activated, tarrrily member 2; none;TM=Y;SS=M; 5.43 

430066; AI929659; Hs^37825; signal recognifion partide 72kD; TPR,AIRCSAiCAR^synt: 5.40 

422241; Y00082; Hs.170121; protein tyrosine phosphatase, receptor type, C; ldnesin,fh3.Yjjhosphatase;TM=M;; 5.40 

41 1825; AK000334; Hs.72289; hypothetical protein FU20327; SNF,Zip;TM=Yn 5.36 

400205; ; ; NM_006265*:Homo sapiens RAD21 (S. pombe) homotog (RAMI), mRNA,(APO-VC095 (Fas)-assodated phosphatase) (PTPN13), mRNA.; DUF173;SS=M; 5.35 
410687; U24389; Hs.65436; rysyl oxWase-like 1; Lysyl_oxidase;SS=M; 5.34 
407786; AA687538; Hs.38972; tetraspan 1; transmembrane4;TM=Y;SS=M; 5.34 

425118; AU076611; Hs.154672; methylene tetrahydrofolate dehydrogenase (NAD dependent), melhenyltetrahydrofolatecydohydrolase; myb_DNA- 

blrallng,THFJ)HGJ7r%THFJ)HGjrr>LC.C^ 
400210; ; ; Eos Control; Adap_comp„sub,aaLadaptor_s;TM=M;; 5.32 

414825; X06370; Hs.77432; epidermal growth factor receptor (avian erythroblastic leukemia viral (v-erb-b) oncogene homotog); Funn-Gke 1 pWnase 1 Recep^U_domain;TM=M;SS=M; 
5.31 

414035; Y00630; Hs.75716; serine (or cysteine) proteinase inhibitor, dade B (ovalbumin), member 2, serpin;SS=M; 5J0 

416000; R82342; Hs.79856; ESTs, Weakly similar to S65657 atpha-1 C-adrenergtc receptor splice form 2 (H.sapiensJ; none.sugar.tn 5.30 

414368; W70171; Hs.75939; uridine monophosphate kinase; PRK,CoaE;; 5.29 

424321; W74048; Hs.1765; lymphocyte-specific protein tyrosine kinase; SH2,SH3,pktoase;TM=M;; 5.29 

450296; AL041949; Hs.24756; hepatocyte growth factor-regulated tyrosine kinase substrate; none.none; 5.29 

456672; AK002016; Hs.114727; Homo sapiens, done MGC16327, mRNA, complete cds; none.PK,PK.C,myosin.he3d,RhoGAP; 5.28 

410068; AI633888; Hs.58435; FYN-binding protein (FYB-120/130); SH3;TM=M;; 5.28 

456629; AW891965; Hs.279789; histone deacetylase 3; HSP90,HATPase_c^C2H2,PHD,none; 5.27 

417218; AA005247; Hs.285754; met proto-oncogene (hepatocyte growth fador receptor); pklnase t Sema,PSI,TIG l integrin_B;TM=Y;SS=M; 5.26 
444051; N48373; Hs.10247; acOvated leucocyte cell adhesion molecule; none.none; 5.26 
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404083; ; ; C6002159*:gil628027[plr|JA53593 protein-tyrosine-phosphatase (EC 3.1.3.48), nonreceptor ty; norte;SS=M; 5.26 
422051; AW327546; Hs.11 1024; solute carrier family 25 (milochondrial carrier dtrate transporter), member 1; mito_carr;TM=M;; 5.26 
419034; NNL002110; Hs.89555; hemopoietic cell kinase; SH2,SH3.pkinaseJM=M;; 5.26 
427732; NMJJ02980; Hs.2199; secretin receptor; 7tm_2,HRMJM=M;SS=M; 5.25 

425921; NM_007231; Hs.16221 1; solute carrier family 6 (neurotransmitter transporter), member 14; SNF;TM=Y;SS=M; S.25 

448030; N30714; Hs.325960; membrane-spanning 4-domains, subfamily A, member 4A; none;TNNY;SS=M; 5.24 

441607; NMJJ05010; Hs.791 2; neuronal cell adhesion molecule; WD40,fn3,ig;TM=M;; 5.23 

446520; AA128808; Hs.179902; transporter-like protein; none;TM=Y;SS=M; 5.23 

42261 6; BE300330; Hs.1 1 8725; selenophosphate synthetase 2; AlRS.AlRS_C;TM=M;; 5.23 

447131; NM.004585; Hs.17466; retinae acid receptor responder (tazarotene induced) 3; none;TM=Y;; 5.21 

446272; BE268912; Hs.14601 ; hematopoietic cell-specific Lyn substrate 1; SH3.HS1 jep;TM=M;; 5.20 

450447; AF212223; Hs.2501O; hypothetical protein P15-2; NTF2;TM=M;; 5.19 

425003; AF 1 19046; Hs.154149; apurinic/apyrimidinic endonudease(APEX nucleaseHike 2 protein; Troponin,Exo_endo j3hos,IQ;TM=M;; 5.19 - 

446636; AC002563; Hs.15767; dtron (rho-lnteracting. serine/threonine kinase 21); CNriDAG_PE-bmd,W.lnvolucrin.M;TM=M;; 5.19 

434826; AF155661; Hs.22265; pyruvate dehydrogenase phosphatase; PP2C,none; 5.19 

447081; Y13896; Hs.17287; potassium inwardry-rectifying channel, subfamily J, member 15; IRK;TM=Y^ 5.19 

407949; W21874; Hs.247057; ESTs, Weakly similar to 21 09260A B ceU growft factor [H.sapiens]; RibosomaLS14,ank,pWnase,deaUi,none; 5.18 
442200; AW590572; Hs.235768; ESTs; none.none; 5.18 

446566; H95741; Hs.17914; membrane-spanning 4-domains, subfamily A, member 6A; none;TM=Y;SS=M; 5.18 
452690; A1536070; Hs. 15085; ESTs; pou,homeobox,lig_chan^NF_receptor, 5.18 

419138; U48508; Hs.89631; ryanodine receptor 1 (skeletal); torUrans,SPRY r RYDRJTPR,RyR,MIR;TM=Y;; 5,17 

431441; U81961; Hs.2794; sodium channel, nonvoltage-gated 1 alpha; ASC;TM=Y;; 5.16 

418945; BE246762; Hs.89499; arachidonale 5-lipoxygenase; fipoxygenase,PLAT;TM=M;; 5.16 

407601; AC002300; Hs.37129; sodium channel, nonvoltage-gated 1. beta (Uddla syndrome); ASC;TM=Y;SS=M; 5.15 

429500; X78565; Hs.289114; hexabrachbn (tenascin C, cytotactin); EGF,m3,fit>rinoQen_C 1 toxin_2,KBraIm_B2;TM=M;SS=Y; 5.15 

41 1984; NVL005419; Hs.72988; signal transducer and activator of transcription 2, 1 13kD; SH2,STAT,STAT_bind«STAT_prot;TM=M;; 5.15 

433470; AW960564; ; transmembrane 4 superfamfly member 1; none;TM=Y;SS=M; 5.14 

452817; AA322859; Hs.2B4275; Homo sapiens PAK2 mRNA, complete cds; pkinase,PBD;TM=M;; 5.14 

453102; NM.007197; Hs.31664; frizzled (Drosophlla) homotog 10; Fz,Friz2ted,7tm_2;TM=Y;SS=M; 5.14 

427792; M63928; Hs.180841; tumor necrosis factor receptor superfamiry, member 7; SRP14,TNFFLc6;SS=M; 5.14 

430563; AA481269; ; ATP-binding cassette, sub-family C (CFTR/MRP), member 5; ABCjran.GTP.EFTUABCjnembrane.none; 5.13 

4316B1; AK000378; Hs.267566; hypotheGcal protein FU20371; sugarJnTM=Y;; 5.12 

431 1B3; NN1006855; Hs.250696; KDEL(Lys-Asp-Gtu-Leu) endoplasmic reticulum protein retention receptor 3; ER_lumen_recept;TM=M;SS=M; 5.12 

417771; AA804698; Hs.82547; retinoic acid receptor responder (tazarotene induced) 1; none,none; 5.11 

418613; AA744529; Hs.86575; mitogen-acBvated protein kinase kinase kinase kinase 1; pkmase,CNH;TM=M;; 5.1 1 

409524; AW402151; Hs.54673; tumor necrosis factor (figand) superfamlly, member 13; TNF;TM=Y;SS=M; 5.11 

436856; A1469355; Hs.1 27310; ESTs; pWnase,rrm;TM=M;; 5.09 

411296; BE207307; Hs.10114; growth suppressor 1; 20G-FelLOxy;TM=M;SS=M; 5.09 

410082; AA081594; Hs.15831 1; Musashl (DrosopMa) homotog 1; rrm;TM=M;; 5.09 

404440; ; ; Nr02104&Homo sapiens melanoma antigen, family A, 10 (MAGEA10), mRNA. VERSION NM.021049.1 Gl; MAGE;TM=M;; 5.08 

424977; AA349289; Hs.100057; Homo sapiens cDNA: FU22902 fis, done KAT05581; none.none; 5.08 

422100; AI096988; Hs.111554; ADP-ribosylation factor-like 7; arf,ras;TM=M;; 5.07 

452222; AW806287; Hs.21432; SEX gene; Sema,TlG,PSl.GDI; 5.07 

430300; U60805; Hs.238648; oncostatln M receptor, fn3;TM=Y;SS=M; 5.07 

408359; R38438; Hs.182575; sotute carrier family 15 (H?7? transporter), member 2; PTR2;TM=Y;; 5.07 

422112; BE540240; Hs.111783; Lsm1 protein; Sm,BAG;SS=M; 5.06 

449961; AW265634; Hs.133100; ESTs; pkinase.Furin-Gke.Recep^domain.none; 5.06 

430024; AI808780; Hs.227730, integrin. alpha 6; lntegrin_A,FGGAP;TM=Y;SS=M; 5.06 

412641; M16660; Hs.74335; heal shock 90kD protein 1, beta; HSP90,HATPase_c;TM=M;; 5.05 

437608; AA761605; Hs.292308; ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY [Rsapiensl; pkui3se,R101,none; 
5.05 

400296; AA305627; Hs.139336; ATP-binding cassette, sub-family C (CFTWMRP), member 4; ABC_tran^BC_membrane;TM=Y;; 5.04 
446232; AI281848; Hs.194691; retinoic acid induced 3; 7tm_3,none; 5.04 
425262; D87119; Hs.155418; GS3955 protein; pkinase;SS=M; 5.04 

414703; BE243877; Hs.76941; ATPase, Na? transporting, beta 3 polypeptide; NaJCATPase;TM=Y;SS=M; 5.03 

434808; AF155108; Hs^56150; Homo sapiens, Similar to RiKEN cDNA 2810027019 gene, done MGC;14827, mRNA, complete cds; none;TM=Mn 5.03 
425852; AK001504; Hs.159651; death receptor 6, TNF superfamily member 21; deaih,TNFR_c6;TM=Y;SS=M; 5.03 
449437; A1702038; Hs.100057; Homo sapiens cDNA: FU22902 fis, done KAT05581; none.none; 5.03 
448913; AA194422; Hs.22564; myosin VI; rmu^nBP.pkinase.GST.C.Ets.SAMJW^ 

C2H2,PHD,BTB,TFIISAT_hook,SAM;TM=M;; 5.02 
413441; AI929374; Hs.75367; Src^ike-adapten SH2,SH3;TM=M;; 5.02 

427618; NMJW0760; Hs.2175; colony stimulating factor 3 receptor (granulocyte); fn3;TM=M;SS=M; 5.02 

417666; AI345001 ; Hs.82380; menage a trois 1 (CAK assembly fador); zf-C3HC4;TM=M;; 5.02 

429903; AL134197; Hs.93597; cycEiHtependent kinase 5, regulatory subunit 1 (p35); CDK5_activator,none; 5.01 

445333; BE537641; Hs.44278; hypothetical protein FU12538 similar to ras-related protein RAB17; ras 1 arf.TK;SS=M; 5.01 

426285; U20620: Hs.343581; karyopherin alpha 1 (importin alpha 5); ArmadiOo_seg ( IBB;TM=Mn 5.01 

421233; AA209534; Hs.284243; tetraspan NET-6 protein; transrnernbrane4;TM=Y;SS=M; 5.01 

424517; AI539443; Hs.137447; Homo sapiens cDNA FU12169 (is. done MAMMA1000643; SH2,STAT,STATJbind,STAT_protnone; 5.00 

425345; AU077297; Hs.155894; protein tyrosine phosphatase, norweceptortype 1; Yj)hosphatase,DSPc;TM=M;SS=M; 5.00 

446946; AI878932; Hs.317; topoisomerase (DNA) r; TopoisomeraseJ JorjoisomerJ.N.Rn^ 4.99 

413900; AW409747; Hs.75612; stress-induced-rjhosphoprotein 1 (Hsp70msp90wganlzing protein); TPR,PDZ t WW,GuanytatBjdn;TM=M;; 4.98 

4121 1 6; AW4021 66; Hs.784; Epsteln-Barr virus induced gene 2 (lymphocyte-spedfic G proteifKOupted receptor); 7tmJ;TM=Y;SS=M; 4.98 

400792; AA635062; ; Homo sapiens mRNA; cDNA DKFZp434O0515 (from clone DKFZp434O0515); zf^3HC4,CARD,BIR;TM=M;; 4.98 

417018; M16038; Hs.80887; v-yes-1 Yamaguchi sarcoma viral related oncogene homotog; Sr^Sm.rjkinase;TM=M;; 4.98 

427247; AW504221; Hs.174103; Integrin, alpha L (anligen C01 1A (p180), lymphocyte function-associated antigen 1; alpha polypeptide); vwa,integrinJV,FG-GAP;TM=Y;SS=M; 4.98 
442080; AW444761; Hs.44565; ESTs; ank;; 4.97 

454042; H22570; ; hypotheticat protein FU20093; ig,pkinase.LRR,LRRNT,LRRCT.none; 4.97 

452698; NMJJ01295; Hs.301921; chemokine (OC motiO receptor 1; 7tmJ;TM=Y;SS=M; 4.96 

416276; U41060; Hs.79136; UV-1 protein, estrogen regulated; Pepfidase_C4,OsteopontIn,Zip;TM=Y;SS=M; 4.96 

408847; AW290997; Hs.30348; ESTs; pkinasejg.none; 4.96 

419452; U33635; Hs.90572; PTK7 protein tyrosine kinase 7; ig,pkinase;TM=Y;SS=M; 4.95 

450737; AW007152; Hs.203330; ESTs; trypsinJdLrecepLa,none; 4.95 

443354; AW970672; Hs.9247; protein kinase, AMP-adivated, alpha 1 catalytic subunit pklnase,Rl01;TM4A;; 4.94 
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414135; NM 004419; Hs.212S; dual specificity phosphatase 5; Rhodanese,DSPc,Yj)hosphalase;TM=M;; 4.94 

424247; X14008; Hs.234734; lysozyme (renal arnylotdosis); rys,ig,FAO_Synth # ldh,tdh_Cpkinase;SS=M; 4.94 

434206; AW136973; Hs.180479; ESTs. Weakly similar to S69890 mitogen inducible gene mig-2 [RsapiensJ; PH;TM=M;; 4.93 

416870; AF147204; Hs.89414; chemokine (C-X-C motif), receptor 4 (fusin); 7tm_1.7lm.2;TM=Y;SS=M; 4.93 

408716; AI567839; Hs.151714; Homo sapiens mRNA for KIAA1769 protein, partial cds; UvrOhe!icase,RNB.Runt;TM=M; 4.93 

42S437; BE076537; Hs.169895; ubiquffln-conjugaling enzyme E2L 6; Armadillo_seg,UQ_con f none; 4.92 

424241; AW995948; Hs. 182339; Homo sapiens pyruvate dehydrogenase kinase 4 mRNA, 3* untranslated region, partial sequence; Ets.SAM_PNT;TM=M;: 4.92 
414570; Y00285; Hs.76473; tnsuEn-like growth factor 2 receptor, fn2,CiMR;TM=M;SS=M; 4.92 

407239; AA076350; Hs.67846; leukocyte immunoglobutin-like receptor, subfamily B (with TM and ITIM domains), member 4; ig;TM=Y;SS=M; 4.92 
409512; AW979187; Hs.293591; melanoma differentiation associated prolein-5; DEAD,helicase_CCARD;TM=M;; 4.91 
416714; AF283770; Hs.79630; C079A anDgen (immunoglobuiln-assoclated alpha); ig,ITAM,Zn..dus;TM=Y;SS=M; 4.91 

404289; ; ; NM_002944":Homo sapiens v-ros avian UR2 sarcoma virus oncogene homotog 1 (ROS1), mRNA.; fh3,pkinase.DUF139;TM=Y;SS=M; 4.90 
428141 ; D50402; Hs. 18261 1; solute carrier famfly 1 1 (proton-coupled divalent metal ion transporters), member 1; Nramp;TM=Y;; 4.90 
407853; AA336797; Hs.40499; dickkopf (Xenopus laevis) homotog 1; none;TM=M;SS=Y; 4.89 
432179; X75208; Hs.2913; EphB3; EPHJbd 1 fn3,pkinase,SAM;TM=Y;SS=M; 4.89 

401083; ; ; NMJ)16582*:Homo sapiens peptide transporter 3 (LOC51296), mRNA. VERSION NMJJ16579.1 ©; PTR2;TM=Y;SS=M; 4.89 
402211; AA811738; ; KIAA0430 gene product tonJrans.KJelraf^Y;; 4.8B 

421541; NMJJ03942; Hs.105584; ribosomal protein S6 kinase, 90kD, polypeptide 4; pkinase.pkinase_C;TM=M;; 4.87 

431810; X67155; Hs.270845; kinesin-Bke 5 (mitotic Wnesin-like protein 1); kinesin;TM=M;; 4.86 

425295; AA431366; Hs.37251; ESTs; pkinase.none; 4.86 

424439; AA579635; Hs.1770; ligase I, DNA, ATP-dependenl; DNAJigase;; 4.86 

41 9168; AI336132; Hs.33718; Homo sapiens cDNA FU12641 fis, clone NT2RM4001953; none.none; 4.86 

442875; BE623003; Hs.23625; Homo sapiens clone TCCCTA00142 mRNA sequence; K_tetra.DUF51.none; 4.86 

425465; L18964; Hs.1904; protein kinase C, iota; pklnase,DAG_PE-bind 1 pkinase.C.OPR;TM=M;;4.86 

410293; AK000047; Hs.61960; hypothetical protein; KJetra;TM=M;; 4.86 

443623; AA345519; Hs.9641; complement component 1, q subcomponent, alpha polypeptide; C1q,CoRagen;SS=M; 4.85 

445903; AI347487; Hs.132781; class I cytokine receptor, m3;TM=Y;; 4.85 

427509; M62505; Hs.2161; complement component 5 receptor 1 (C5a ligand); 7tm J;TM=Y;SS=M; 4,85 

428820; AA4361 87; Hs.172631; integral, alpha M (complement component receptor 3, alpha; also known as C01 1b (p170), macrophage antigen alpha polypeptide); 

vwa,lnlegrinJ\,FG^AP > TM=Y;SS=M; 4.84 
445143; U29171; Hs.75852; casein Wnase 1, delta; zf.C3HC4,Rlamin.zf.B_box.NHUpWnase.zf-MIZ;TM=M;^ 4.82 
427157; U51166; Hs.173824; thyrnine-DNAglycosylase; UDGJfvNM;; 4.81 

427857; AL133017; Hs.2210; hypothetical protein FU22665; myosto_head.lQ,zW^YNE>;TM=M;SS=M; 4.81 

422293; X94453; Hs.1 14366; pyrrdirie-Scarboxylate synthetase (ghitamate gamma-semialdehyde synthetase); aldedh,aakinase;TM=M;; 4.81 
414280, BE410769; Hs.75873; zyxin; UM,lg.pkinase;TM=M;SS=M; 4.81 
424570; AA343306; Hs.13351 1; ESTs; SH3,ank,none; 4.80 

451144; AW956103; Hs.61712; pyruvate dehydrogenase kinase, isoenzyme 1; HATPasejJ.none; 4.80 ' 

402705; AA214618; ; activator of S phase kinase; AhpC-TSA;TM=M;SS=M; 4.80 

410024; AW191024; Hs.55016; hypothetical protein FU21935; SH3;TM=M;; 4.80 

419972; AL041465; Hs.182982;golgin-67; none,none; 4.80 

427127; AW802282; Hs.22265; pyruvate dehydrogenase phosphatase; PP2C,none; 4.80 

413476; U25849; Hs.75393; add phosphatase 1, sotubte; UvWVPc;TM=M;SS=M; 4.80 

415801 ; R24219; Hs,278443; Fc fragment of IgG, low affinity lib, receptor for (CD32): ig;TM=Y;; 4.79 

402233; ; ; NM_030760".Homo sapiens endothefial differentiation, sphingofipid Gfroteirvcoupied receptor, 8 (EDG8). mRNA.; 7tm_1;TM=Y;SS=M; 4.79 
448153; Y10805; Hs.20521; HMT1 (hnRNP methyltransferase, S. cerevisiaeHike 2; NusG;SS=M; 4.79 
407722; BE252241; Hs.38041; pyridoxal (pyridoxine, vitamin B6) kinase;- pfkB;TM=M;; 4.79 

405370; ; ; NM_005569*:Homo sapiens UM domain kinase 2 (UMK2), transcript variant 2a, mRNA.; pkinase.UM,PDZ;SS=M; 4.79 

416498; U33632; Hs.79351; potassium channel, subfamily K, member 1 (TYV1K-1); ionJrans;TM=Y;SS=M; 4.78 

429921; AA526911; Hs.82772; collagen, type XI, alpha 1; C^en,COU : IJSPKIammin_G,C()rA;SS=M; 4.78 

424415; NMJJ01975; Hs.145580; enolase 2, (gamma, neuronal); enotese;TM=M;; 4.78 

433133; AB027249; Hs. 104741; POZ-Kndlng kinase; T-ce!l originated protein kinase; pkinase;TM=M;; 4.78 

431629; AU077025; Hs.265827; interferon, alpha-inducible protein (clone IFI-6-16); none;TM=M;SS=Y; 4.78 

417929; R27219; Hs.74647; Human T-celi receptor active alpha-chain mRNA from JM cell line, complete cds; ig.abhydrolase; 4.78 

450334; AF035959; Hs.24879; phosphalidic acid phosphatase type 2Q PAP2;TM=Y;SS=M; 4.78 

447674; BE270640; Hs.19192; cydin-dependent kinase Z pkmase;SS=M; 4.77 

409744; AW67525B; Hs.56265; Homo sapiens mRNA; cDNA DKFZp586P2321 (from dona DKFZp586P2321); none;NA;NA; 4.77 

446196; AI744888; Hs.149470; ESTs; zf-C3HC4.Sulfate_transp,STAS; 4.77 

429305; AF095727; Hs.287832; myelin protein zero-like 1 ; ig,transmembrane4;TM=Y;SS=M; 477 

426812; AF105365; Hs.172613; solute carrier famfly 12(p«tassiumtehJoride transporters), member 7; none;TM=Y^ 4.77 

42581 1; AL039104; Hs,159557; karyopherin alpha 2 (RAG cohort 1, hnportin alpha 1); ArmaaTUoj;eg,IBB,DEAD.helic^ 4.77 

444664; N26362; Hs.11615; map kinase phosphatase-iike protein MK-STYX; DSPc;TM=M;; 4.77 

452256; AK000933; Hs.28661; Homo sapiens cDNA FU10071 fis, done HEMBA1001702; GDI,7tm_1,none; 4.76 

447207; AA442233; Hs.17731; hypothetical protein FU 12892; none;TM=M;; 4.76 

400846; ; ; sortiliiwelated receptor, L(DLR dass) A repeats-containing (SORL1); EGF,fn3,ldr_recepLaJdl _jecepLb,granu5n,BNR;TM=Y;SS=M; 4.76 
452355; N54926; Hs.29202; G protein-coupled receptor 34; 7tm_1,OATP_C;TM=Y;; 4.75 

406809; AF000574; Hs.22405; leukocyte lmmunogtobulln-like receptor, subfamily B (with TM and ITIM domains), member 2; ig,Gemini_mov;TM=M;SS=M; 4.75 
427378; BE515037; Hs.177556; melanoma antigen, family 0, 1; MAGE;TM=M;; 4.75 

444042; NMJJ04915; Hs.10237; ATP-blndhig cassette, subfamily G (WHITE), member 1; ABCjran,PRK.GBP;TM=Y;; 4.74 

410405; A1969703; Hs.1466; glycerol kinase; FGGY,FGGY_C;TM=M;; 4.73 

411653; AF070578; Hs.71168; Homo sapiens done 24674 mRNA sequence; none;NA;NA; 4.73 

437667; BE616412; Hs.286218; junctional adhesion molecule 1 ; none.HLH; 4.73 

417781; BE279380; Hs.82563; WAA0153 protein; TTLAcyLtransf; 4,73 

453966; BE148734; Hs.63325; transmembrane protease, serine 4; trypsin.tdLrecepLa.none; 4.73 

412228; AW503785; Hs.73792; complement component (3d/Epstein Barr virus) receptor 2; sushr,TM=Y;SS=M; 4.73 

418255; AW135405; Hs.37251; ESTs; pkinase.none; 4.73 

413472; BE242870; Hs.75379; solute earner family 1 (glial high affinity glutamate transporter), member 3; SDF;TM=Y;SS=M; 4.73 
406906; Z25424; ; gb:H.sapiens protein-serineAhreonine kinase gene, complete CDS.; none,none; 4.73 
432065; AA401039; Hs.2903; protein phosphatase 4 (formerly X), catalytic subunit; MetaiIophos;TM=M;; 4.72 
424909; S78187; Hs.153752; cell division cycle 25B; Rhodanese;SS=M; 4.72 

422599; BE387202; Hs.1 18638; non-metastatic ceils 1. protein (NM23A) expressed in; NDK,PH,OxysteroLBP;SS=M; 4.71 
426136; AW957239; ; gb:EST369309 MAGE resequences, MAGD Homo sapiens cDNA. mRNA sequence; PP2C.none; 4.71 
446203; 247553; Hs.14286; flavin containing monooxygenase 5; FMOIike,pyr - redox;TM=Y;SS=M; 4.71 

451295; AI557212; Hs.17132; ESTs, Moderately similar to 154374 gene NF2 protein (Usapiens); pkinase,DAG.PE-bind,pkinase^C,OPR f none; 4.71 
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424099; AF071202; Hs.1 39336: ATP-binding cassette, sub-family C (CFTR/MRP), member 4; ABCJran.ABCjnembrane;TM=Y;; 4.70 
424959; NM 005781; Hs.153937; activated p21cdc42Hs kinase; ldh,ldh^C.SH3,pkin3se.UBA;TM=M;; 4.70 
427206; NMJW45B6; Hs.173965; ribosomal protein S6 kinase. 90kD. polypeptide 3; none.none; 4.70 

421662; NM 014141; Hs.106552; cell recognition molecule Caspr2; EGF,F5_F8_typB_C,lan^in_G.Su1fate_transp,ST^^ 4.70 

413431; AW246428; Hs.75355; ubiquitirwonjugating enzyme E2N (homologous to yeast UBC1 3); UCLcon;TM=M," 4.70 

405484; ; ; C3002124':gil12737280(retlXP.006682.2l keratin 18 [Homo sapiens]||6633; none;SS=M; 4.70 

401345; M83738; ; protein tyrosine phosphatase, non-receptor type 9; none;TM=M;; 4.70 

416602; NM 006159: Hs.79389; net {chickenyike 2; EGF,vwc,TSPN;SS=Y; 4.69 

412507; L36645; Hs.73964; EphA4; fo3,pMna$e.SAM,EPHJbd;TM=Y;SS=M; 4,69 

437897; AA770561; Hs.146170; hypothetical protein FU22969; zf-DHHC,none; 4.69 

432886; BE159028; Hs.279704; chromatin accessibility complex 1; none;TM=Mr, 4.69 

400843: ; ; NM Q03105*:Homo sapiens sortilin-related receptor, L(DLR class) A repeats-containing (SORL1), mRNA; 

EGF,fn3,tdl recepLa,ldtrecepLb,granuiln,BNR;TM=Y;SS=M: 4.68 
433409; AI278802; Hs.25661; ESTs; pktnase,pkinase; 4.68 
413869; NMJM0878; Hs.75596; interleukin 2 receptor, beta; none;TM=Y;SS=M; 4.68 
430259; BE550182; Hs.127826; RaJGEFMike protein 3, mouse homolog; fh3,RA,RasGEF;TM=M;SS=M; 4.68 
425761; AW664214; Hs.196729; ESTs; SH3,Ribosomal_S3Ae; 4.68 

431941; AK0001 06; Hs.272227; Homo sapiens cONA FU20099 fis, clone COL04544; pkinase,Furin-nke.Recep_U_domain,none; 4.68 
419493; AF001212; Hs.90744; proteasome (prosome, macropain) 26S subunH. non-ATPase, 11; CDK5_acUvator.Pa.no ne; 4.67 
425966; NM_001761; Hs.1973; cyclin F; cycnn,F-box,cyclin_C;TM=M;; 4.67 
408056; AA312329; Hs.42331; ephrin-A4; Ephrin;TM=M;SS=M; 4.67 

453476; AI640500; Hs.24633; SAM domain. SH3 domain end nuclear localisation signals, 1; SH3,SAM;SS=M; 4.67 

412926; A1879076; Hs.75061; macrophage myristoylated atanine-rich C kinase substrate; MARCKS;SS=M; 4.67 

424635; AA420687; Hs.1 15455; Homo sapiens cONA FU14259 fis, done PLACE1001076; pWnase.Furavlike.Recep_l_domain,none; 4.66 

446051; BE048061; Hs.37054; ephrin-A3; EphrfoA.deamin,dsrm,z-alpha; 4.66 

436729: BE621807; ; transmembrane 4 supeffamBy member 1; none;TM=Y;SS=M; 4.66 

408204; AA454501 ; Hs.43666; protein tyrosine phosphatase type IVA, member 3; Y_phosphatase;TM=M;; 4.66 

435542; AA687376; ; ESTs; SH3,ig,pklnase.PH,spectrin l RhoGEF,none; 4.66 

429682; NM_006306; Hs.211602; SMC1 (structural maintenance of chromosomes 1, yeast)-like 1; ABCJran.SMC_N,SMC_C,KlD;TM=M;; 4.66 

417497; AW402482; Hs.82212; CD53 antigen; transmembrane4;TM=Y;SS=M; 4.66 

418736; T1 8979; Hs.87908; Snf2-related CBP acfivator protein; heIlcase_OVT_hook.SNF2_N;TM=M;; 4.65 

415117; AF120499; Hs.78016; polynucleotide kinase 3 l -phosphatase; Viral_heEcasBl;TM=M;; 4.65 

416629; BE247550; Hs.86859; growth factor receptor-bound protein 7; SH2,PH,RA;SS=M; 4.65 

426108; AA622037; Hs.166468; programmed cell death 5; DUF122;TM=M;; 4.64 

429263; AA019004; Hs.198396; ATP-binding cassette, sub-family A {ABC1}, member 4; ABCjran,SRP54;TM*Y;SS=M; 4.64 
431886; L77964; Hs.271980; mitogeivaclivated protein kinase 6; pkinase;TM=M;; 4.63 
435049; AL122067; Hs.4746; hypothetical protein FU21 324; none;TM=M;; 4.63 

437763; AA469369; Hs.5831; tissue inhibitor of metalfoproteinase 1 (erythroid potentiating activity, coltagenase inhibitor); TIMP.pkinase.OAG.PE-bind.RBD; 4.63 

413436; AF238083; Hs.68061 ; sphingosine kinase 1 ; DAGKc;TM=M.- 4.63 

421846; AA017707; Hs.1432; protein kinase C substrate 80K-H; efhand.Wl_recepLa;SS==M; 4.62 

442590; AI002686; Hs.130313; ESTs; none,Yjjhosphalase.Band_41 l connexin; 4.62 

416224; NMJ302902; Hs.79088; reticuiocatbin 2, EF-hand calcium binding domain; efhand;SS=M; 4.62 

423740; Y07701; Hs.293007; aminopeptidase puromydn sensitive; Peptidase_M1 .Armadillo.seg; 4.61 

429300; AB011108; Hs.1 98891; serine/«veorBneiJrotein kinase PRP4 homolog; pWnase;TM=M;; 4.60 

447232; AW499834; Hs.327; oiterleuHn 10 receptor, alpha; none;TM=M;SS=M; 4.60 

412942; AH 20344; Hs.75074; mitogen-activated protein Wnase-acfivated protein kinase 2; pkinase;TM=M;; 4.60 

419596; BE379320; Hs.91448; MKP-1 tike protein tyrosine phosphatase; DSPc;; 4.59 

417880; BE241595; Hs.82848; setectin L(tymphocyte adhesion molecule 1); EGF,lecfinj:,sushi;TM=M;S$=M; 4.59 

41 1 125; AA1 51647; Hs.68877; (^tochrome b-245, alpha polypeptide; none;TM=Y;SS=M; 4.59 

434883; AW381538; Hs.19807; hypothetical protein MGC12959; SH3,PH,WW,RhoGAP;SS=M; 4.58 

447312; AI434345; Hs.36908; activating transcription factor 1; rrm^-RanBP.pkiriase.GST^C.Ets.SAM^^ 

C2H2,PHD,BTB,TRIS»AT_hook,SAM;TM=M;; 4.58 
435254; AW194689; Hs.30776; ESTs; pkinase,Bacterial_PQanone; 4.58 

426925; NMJ01196; Hs.315689; Homo sapiens cDNA: FU22373 fis, done HRC06741; Esterase,enolase.Pepfidase_S9;TM=M;;458 

421685; AF189723; Hs.106778; ATPase, Ca transporting, type 2C, member 1; tationJtfPaseJXtetk^TPase^^ 438 

447827; U73727; Hs.19718; protein tyrosine phosphatase, receptor type, U;fh3.lg.Y4)hosphatase.MAM;TM=Y;SS=M; 4.58 

427640; AF058293; Hs.1 8001 5; CVdopachrome tautomerase; CX)X8,SKMT > MiF ) GSTj;EF1GJcmain l GSTJJ,S1,Fz,^ 4.57 
441085; AW136551; Hs.181245; Homo sapiens cDNA FU 12532 fis, clone NT2RM4000200; none^one; 4.57 
409581; U66243; Hs.55039; mitogen-activated protein Wnase 12; pkinase;SS=M; 4.57 
423184; NM.004428; Hs.1624; ephruvAl; Ephrto;TM=M;SS=M; 4.56 

443920; AL037764; Hs.35304; Homo sapiens cONA FU 13555 fis, done PLACE 101 1 503; none,FMCMike; 4.56 

422627; BE336857; Hs.118787; transforming growth factor, beta-Induced, 68kD; FasddtnABC_tran^C_mernorane,GTP^EFTlJ;TM=M;SS=M; 4.56 

418869; AW516565; ; gtocq01d05.x1 Soares_NHCeC_cervical_Uimor Homo sapiens cDNA done 3" similar to contains Alu repetitive element titans element MER1 1 repetitive 

element ;, mRNA sequence; none.RasGAP.WW.lQ; 4.56 
430016; NM.004736; Hs.227656; xenotropte and pdytroptc retrovirus receptor; SPX,EXS;TM=Yn 4.56 
437157; BE048860; Hs.120655; ESTs; IRK,none; 4.55 

422769; AA938905; Hs.120017; olfactory receptor, family 7, subfamily E, member 38 pseudogene; none.none; 4.55 

457918; AL359590; Hs.162604; hypothetical protein DKFZp762Ml86; PLDc;TM=M;; 4.55 

434467; BE552368; Hs.231B53; Homo sapiens cONA FU13445 fis, done PLACE1002962; 7tm_1,none; 4.55 

421140; AA298741; Hs.102135; signal sequence receptor, delta (translocoivassociated protein delta); none;TM=Y;SS=M; 4.55 

406364; ; ; Target Exon; hexapep;TM=M;; 4.55 

434682; AA827165; Hs.1 91958; immunoglobulin superfamily receptor translocation associated Z lg,none; 4.54 

438939; H21012; Hs.287657; Homo sapiens cDNA: FU21291 Ms, done COL01963; F5_F8 Jype_C,pWnase,Ets,none; 4.54 

433435; BE545277; Hs.340959; Ts translation elongation factor, rrflochondrial; EFJTS.UBA;; 4.54 

411165; NM.000169; Hs.690B9; gatectosidase, alpha; Me!iNase;SS=M; 4.54 

408956; AK001868; Hs.49344; hypothetical protein FU11006; tonJrans;TM=Y;; 4.54 

416847; L43821; Hs.80261; enhancer of rHamentation 1 (cas-Eke docking; Cric-assodated substrate related); SH3;TM=M;; 4.53 

410226; AI831958; Hs.61053; hypothetical protein; SH3.TPR;TM=Nt 4.53 

422753; AI928995; Hs.1575; small nuclear ribonucteoprotein D3 polypeptide (18k0); Sm;SS=M; 4.52 

418355; L42563; Hs.1165; ATPase, H? transporting, nongastnc, alpha polypeptide; E1^^TPase,CationJkTPase_C,Ca^JVTP3se_N,Hydrolas^ 4.52 

400261; ; ; Eos Control; lg,MHCJI_beta;TM=Y;SS=M; 4.52 

444633; AF1 11713; Hs.286218; junctional adhesion molecule 1; ig;TM=Y;SS=M; 4.52 

422940; BE077458; ; gb:RC1-BT0606-0505004)15-b04 BT0605 Homo sapiens cDNA, mRNA sequence; Sec7,PH^NF_receptorJig_chan,WD40,lRK; 4.52 
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400303; AA242758; Hs.79136; UV-1 piolein. estrogen regulated; none,none; 4.51 

412604; AW97B324; Hs.1904; protein kinase C, iota; pkinase,OAG„PE-bind 1 pklnase^C,OPR;TM=M;; 4.51 

448533; AA311426; Hs.21635; tubulin, gamma 1; tubutin;TM=M;; 4.51 

457906; AW975939; Hs.1 53290; Homo sapiens cDNA FU14318 fis, clone PLACE3000402; none,pkinase; 4.51 
456362; AW973003; Hs.179909; hypothetical protein FU2299S; none;TM=M;; 4.51 
4296S0; AW956329; Hs.23721; ESTs; none,sugarJr,RibosomaLS25; 4.50 

424618: L29472; Hs.1802; major histocompatibility complex, class II, 00 beta; lg,MHCJLbeta;TM=Y;SS=M; 4.50 
444823; BE262989; Hs.12045; putative protein; Mra1 ,MBOAT;TM=M;SS=Y; 4.50 

405490; ; ; NM_031 41 4:Homo sapiens serine/threonine kinase 31 (STK31), transcript varianl 1 , mRNA.; pkinase.TUDOR;TM=M;; 4.50 
424494; U78575; Hs.149255; phosphatidy!inosltol-4-phosphate 5-kinase, type I, alpha; PIP5K;SS=M; 4.50 
441031; AI1 106B4; Hs.7645; fibrinogen. B beta polypeptide; fibrinogen_C&alpha,arf;TM=M;SS=M; 4.50 
443951; F13272; Hs.111334; ferritin, light polypeptide; PMP22_Ctaudin,nane; 4.50 

410423; AW402432; Hs.63489; protein tyrosine phosphatase, non-receptor type 6; SH2,Y jjhosphatase.DSPc;TM=M;; 4.50 

429556; AW1 39399; Hs.98988; ESTs; none;TM=M;; 4.50 

458791; BE615453; Hs.346509; dedicator of cyto-kinesis 1; none;TM=Y;; 4.49 

425209; AU049761; Hs.155140; casein kinase 2, alpha 1 polypeptide; pHnas*ABC1;TM=M;; 4.49 

425695; NM.005401; Hs.159238; protein tyrosine phosphatase, nonreceptor type 14; Y_phosphalase,Band_4l,DSPc;TM=M;; 4.49 

424943; AU077260; Hs.1 53924; death-associated protein kinase 1; ank,rjWnase,deau\SPRY,SAP,Rft»somd^^ 4.49 

412970; AB026436; Hs.177534; dual specificity phosphatase 10; Rhodanese.DSPc;SS=M; 4.48 

400755; AA635062; ; Homo sapiens mRNA; cDNA DKFZp434O0515 (from ctone OKFZp434O0515); zf-C3HC4,CARD,BIR;TM=M;; 4.48 
425566; AW162943; Hs.250618; UL16 binding protein Z !dIjecepLa.PKD.MHCj;TM=M;SS=Y; 4.48 

410151; X15723; Hs.59242; paired basic amino acid cleaving enzyme (furin, membrane associated receptor protein); Peplidase_S8,P;TM=Y;SS=M; 4.48 
423536; 122075; Hs.1666; guanine nucleotide binding protein (G protein), alpha 13; UCrVhinge.G-alpha.8rf;TM=M;; 4.48 
42471 1; NIVL005795; Hs.152175; calcitonin receptor-like; 7trn_.2,HRM;TM=Y;SS=M; 4.48 
427878; C05766; Hs.181022; CGI-07 protein; none,zf-C2H2; 4.48 

443991; NM.002250; Hs.10082; potassium intermediatetemail conductance calcium-activated channel, subfamily N, member 4; CaMBO,SK_channel,ion_trans;TM=Y;SS=M; 4.48 
422605; H16646; Hs.118666; hypothetical protein PP591; PAPS.reductMoCF.btosynth;; 4.47 

410583; AW770280; Hs.36258; ESTs, Moderately similar to JC5238 galactosyiceramide-tike protein, GCP [H.sapiensJ; SM.PDZ,GuanylateJdn,none; 4.47 
434419; AL040606; Hs.296938; dual specificity phosphatase 7; DSPc;TM=M;; 4.47 

410032; BE065985; ; gb:RC3-BT0319-12020(W)14-a09 BT0319 Homo sapiens cDNA, mRNA sequence; abhydrolase_2,none; 4.46 

423078; M35198; Hs.123125; Integrin. beta 6; lntegrin_B.EGF.pr>binding;TM=Y;SS=M; 4.46 

400263; ; ; Eos Control; GTP - EFTU,EFG_C,GTP_ERU_D2,serpin;TM=M;; 4.46 

441406; Z45957; Hs.7837; phosphoprotein regulated by mitogenic pathways; pWnase;TM=M;; 4.45 

434551; BE387162; Hs.280858; ESTs, Highly similar to A35661 DNA exdsion repair cross-comptemenUng protein ERCC3 (Rsapiens); none;TM=M;; 4.45 
413227; M79082; ; ESTs; none,none; 4.45 

441321; H171B2; Hs.7771; &*e!l associated protein; Band_7;TM=M;; 4.45 

457194; H20669; Hs.35408; ESTs, Highly similar to unnamed protein product (risapiensl; none.pkinase.PBD; 4.45 
4t4745; AA160511; Hs.5326; amino acid system N transporter 2; porcupine; none.none; 4.45 

404276; ; ; NM 002944*:Homo sapiens v-ros avian UR2 sarcoma virus oncogene homotog 1 (ROS1), mRNA.; fo3,pkinase.DUF139;TM=Y;SS=M; 4.45 
426966; AI493?34; ; scleroslm; DAN;TM=M;SS=M; 4.45 

408873; AL046017; Hs.1 82278; calmodulin 2 (phosphorylase kinase, delta); none.none; 4.44 

426486; BE178285; Hs.170056; Homo sapiens mRNA; cDNA DKFZp586B0220 (from done DKF2p586B0220); pkinase.none; 4.44 
432798; AA565309; Hs.194015; ESTs; htegrin_B,Sema,PSl,TlG,none; 4.44 

439568; A1091277; Hs. 302634; frizzled (Drosophila) homolog 8; FnzzW,Fz,7tm_2,toxin_2;TM=Y;SS=M; 4.44 
417886; AA214584; ; ESTs; SPRY,7tm_3^NF jeceptor.none; 4.43 

452098; AI858183; ; gb:wl46a12jc1 NCLCGAP Ut1 Homo sapiens cDNA done 3 similar to contains Ah) repetitive dement, mRNA sequence; SH3,none; 4.43 

426874; N67325; Hs.347487; ESTs; SH3,TonB J)OxC.none; 4.43 

422714; AB018335; Hs.1 19387; KIAA0792gene product; DUF221;TM=Y;SS=M; 4.42 

410741; Z11695; Hs.324473; rnitogen-activated protein kinase 1; pWnase,none; 4.42 

432193; AA372264; Hs.273193; hypothefcal protein FU10706; pWnase;TM=M;; 4.41 

409506; NM_006153; Hs.54589; NCK adaptor protein 1; SH2,SH3;TM=M;; 4.41 

429390; AB040942; Hs.201500; WAA1509 protdn; none;TM=M;; 4.41 

421859; AA356620; Hs.108947; KIAA0050 gene product ank,PH/rrSap;SS=M; 4.41 

451527; AF022813; Hs.26518; transmembrane 4 superfamBy member 7; nonejwne; 4.41 

421748; NM.014718; Hs.107809; KIAA0726 gene product; cadherin;TM=Y;; 4.40 

410416; BE410072; Hs.63304; protein phosphatase methylesterase-1; none;TM=Mr 4.40 

450457; AA367701; Hs.6639; KIAA1624 protdn; none;TM=M;SS=M; 4.40 

433029; NR.014322; Hs.279926; opsin 3 (encephatopsin); 7tm_1 ,Monooxygenase;TM=Y;SS=M; 4.40 

408805; H69912; Hs.48269; vacdnia related kinase 1; pkinase;TM=M;; 4.40 

421585; U95626; Hs.302043; chemokine (C-C mofif) receptor-like 2; 7tm_1;TM=Y;SS=M; 4.40 

440014; AW960782; Hs.6856; ash2 (absent, small, or homeotic Drosophila homotogKike; SPRY.BAG.UPF0001; 4.40 

451154; AA015879; Hs.33536; ESTs; TlMP,none; 4.40 

433895; AI287912; Hs.3628; rnitogen-activated protdn kinase kinase kinase kinase 4; pktoase^C4,CNH,ERM;TM=M;; 4.40 
422034; AC006486; Hs.333069; Els2 repressor factor; Ets;TM=M^ 4.39 
444009; A138Q792; Hs.135104; ESTs; TNFR_c6,TIL,none; 4.39 
420020; BE295866; Hs.94382; adenosine kinase; pfkB;SS=M; 4.39 

41 6207; N^014745; HsJ9Q77; Homo sapiens, done MGC2908, mRNA. complete cds; none;TM=Y;SS=M; 4.39 

417655; AA780791; Hs.14014; hypothetical protein FU14813; pWnase,pkinase_C;TM=M;; 4.39 

402915; ; ; ENSP0000020258r:Bfcarbonate transporter-related protein BTR1.; HCQ3j»transp;TM=Y;; 4.39 

453199; A1336266; Hs.32353; rnitogen-activated protein kinase kinase kinase 4; pkinase;TM=M;; 4.38 

416033; NMJJ12201; Hs.78979; Gdgi apparatus protein 1 ; cys_rjch_FGFR;TM=Y;SS=M; 4.38 

453672; U73531; Hs.34526; G protein-coupled receptor; 7tmJ;TM=Y;SS=M; 4.38 

437852; BE001836; Hs.256897; ESTs, WeaWy similar to dJ365012.1 (Rsapiens]; GPS,7tm_2;TM=Y;; 4.38 

420039; NM.004605; Hs.94581; sutfotransferase family, cytosolic, 2B. member 1; Sulfotransfer;SS=M; 4.38 

412834; R77123; Hs.79881; Homo sapiens cDNA: FU23006 fis, done LNG00414; 7tmJ,none; 4.38 

452203; X57522; ; transporter 1, ATP-binding cassette; sub-family B (MDR/TAP); ABC_tran^BC_membrane,SRP54,Thymidylate_kjn;TM=Y;SS=M; 4.37 
425317; AW205118; Hs.210546; interleukin 21 receptor; none;TM=Y;SS=M; 4.37 
432945; AL043883; Hs.8173; hypothetical protein FU10803; none;TM=M;SS=M; 4.37 

424028; AF055084; Hs.153692; Homo sapiens cDNA FU14354 6s, clone Y79AA1001384, highly similar to Homo sapiens very large G-protein coupled receptor-1 (VUGR1) mRNA; 
none,none; 4.37 

434071; AF 116653; Hs.34192; Homo sapiens PRO0823 mRNA, comptete cds; none;TM=M;; 4.37 

412596; AA161219; Hs.799; diphtheria toxin receptor (heparin-binding epidermal growth factor-tike growth factor); EGF;TM=Y;SS=M; 4.36 
440270; NMJM5986; Hs.7120; cytokine receptor-like mdecute 9; fn3;SS=M; 4.36 
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432987; A1864771; Hs.2?954; CD86 antigen (CD28 antigen ligand 2, B7-2 antigen); none;TM=Y;SS=M; 4.36 

436943; AA773838; Hs.5353; caspase 10, apoptosb-related cysteine protease; ICEj>10.ICE j>20,DED;TM=M;; 4.36 

457897; AI356125; Hs.345168; ESTs. Weakly similar to HXA^HUMAN HOMEOBOX PROTEIN H0X-A2 [H.sapiens); homeobox;NA;NA; 4.36 

406671; AA129547; Hs.285754; met proto-oncegene (hepatocyte growth factor receptor); Serna,pkinase,T1G,PSl,none; 4.36 

413969; X14034; Hs.75648; phosphoGpase C. gamma 2 (phosphatidylinosito^specific); SH2.SH3.C2,PH,PI-PLC-Y,Pt-PLC-X,PDGF;SS=M; 4.35 

408101; AW968504; Hs.1 23073; CDC2-related protein kinase 7; none,none; 4.35 

414029; BE297731; Hs.75709; rnannose-6-phosphate receptor (cation dependent); Man-6-P_recep;TM=M;SS=M; 4.35 

425069; AA6B7465; Hs.298184; potassium voltage-gated channel, shaker-related subfamily, beta member 2; akto__keLred,none; 4.35 

438937; AW952654; Hs.244624; ESTs; EPH Jbd,pkinase,fn3,SAM.none; 4.35 

412584; X54870; Hs.74085; DNA segment on chfomosome 12 (unique) 2489 expressed sequence; none,lectin_c; 4.35 
436540; BE397032; Hs.14468; hypotheticai protein MGC14226; frmjtmj ,SNF;TM=M;; 4.34 
435267; N23797; Hs.110114; ESTs; none,Syja_N,Exo_endo_phos; 4.34 
40561 6; ; ; Target Exon; none.SH3.BAR; 4.34 

432141; BE410964; Hs.272736; nuclear receptor binding protein; pkinase;TM=M;; 4.33 
417927; R73095; Hs.24122; ESTs; none.pktnase; 4.33 

429849; U33053; Hs.2499; protein kinase Wike 1; pkinase,pkin3se_C,HR1;TM=M;; 4.33 
425743; BE396495; Hs.159428; BCL2-assodated X protein; Bcl-2;TM=Y;; 4.33 
453863; X02544; Hs.572; orosomucotd 1; lipocalin,aldedh.ubiquitin,IRK;SS=M; 4.33 

400847; ; ; NM.0031 05*:Homo sapiens sortilin-retated receptor, L(DLR class) A repeats-containing (SORL1 ). mRNA.; 

EGF,fn3.ldl recepLa.ldLrecepLb,granulin,BNR;TM=Y;SS=M; 4.33 
414914; U49844; Hs.77613; ataxia telangiectasia and Rad3 related; FAT,FATC,P13_P14Jdnase;TM=M;; 4.33 
413858; NMJJ01610; Hs.75589; acid phosphatase 2, lysosomal; acld_phosphat;TM=Y;SS=M; 4.33 

442539; AL1 19506; Hs.58220; Homo sapiens cDNA: FU23005 fis. clone LNGQ0396, highly similar to AF055023 Homo sapiens clone 24723 mRNA sequence; 

RasGAP,adenylatekinase; 4.33 
419607; R52557; Hs.91579; Homo sapiens clone 23783 mRNA sequence; IMP4;TM=M;; 4.32 
438703; AW88061 4; Hs.146381; RNA binding motif protein, X chromosome; rrm,SH3.PH,CH,RhoGEF; 4.32 
414899; AW975433; Hs.36288; ESTs; pkinase,SH2,SH3,none; 4.32 

444895; Al 674383; Hs.22891 ; solute carrier family 7 (catkwic amino acid transporter, y system), member 8; ASC,dealh,TNFR_c6; 4.31 
415135; AW673559; Hs.78040; KDEL (lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 1; ERJunien_recept,none; 4.31 
444070; NM.Q15367; Hs.10267; MIL1 protein; Bcl-2;TM=Y;; 4.31 

422611; AA158177; Hs.118722; fucosyltransferase 8 (alpha (1.6) fucosyltransferase); SH3,K-box;TM=M;SS=Y; 4.31 
437162; AW005505; Hs.5464; thyroid hormone receptor coact'vating protein; bromodomain;TM=M;; 4.30 
440983; M20681; Hs.7594; solute carrier family 2 (facilitated glucose transporter), member 3; sugar_trJM=Y;SS=M; 4.30 
414080; AA135257; Hs.47783; B aggressive lymphoma gene; A1pp;TM=M;; 4.30 

415072; BE253687; Hs.77876; Homo sapiens, done IMAGE:3461982, mRNA. partial cds; Metal!ophos.Amiadillo_seg;TM=M;; 4.30 
442994; AI026718; Hs.16954; ESTs; ank,pkinase,dealh.Ribosomat_S14; 4.30 

432328; AI572739; Hs.1 95471; 6-ph«riiofriJck>-2-kIn3se^tose-2.6-ttphosphatase 3; PGAM.6PF2K;TM=Mn 4.29 
439490; AW249197; Hs. 100043; ESTs, Weakly similar to A46302 PTB-associated splicing factor, long form [Rsapiensl; none;TM=H; 4.29 
422005; BE266556; Hs.1 10702; Homo sapiens mRNA; cDNA DKFZp761E212 (from done DKFZp761E212); none,Na_H_Exchangen 4.29 
415214; AI445236; Hs.125124; EphB2;fn3,pkInase,SAM 1 EPHJbd;TM=Y;SS=M; 459 

430316; NWL0QO875; Hs.239176; insulin-like growth factor 1 receptor; m3,Furm-^pkbase,Recep_Ldomaln;TM=M;SS=M; 4.29 
429099; BE439952; Hs.196177; phosphorylase kinase, gamma 2 (testis); pkinase,Bac_DNA^binding;TM=M;; 4.29 
425843; BE313280; Hs.159627; death associated protein 3; mybJ^bmdingmBAH.bron^^ 4.28 
437603; AW979259; Hs.293673; ESTs; death,none; 4.28 

439975; AW328081; Hs.6817; inoslne triphosphatase (nudeoside triphosphate pyrophosphatase); Ham1p_like;TM=M;; 4.28 
424512; X53002; Hs.149846; integrln, beta 5; lntegrln_B,EGF;TM=Y;SS=M; 4.28 
442980; AA857025; Hs.8878; Wnesin-tike 1; Wnesm,Luteo_ORF3,DUF164;TM=M^ 4.28 

420166; AW732276; Hs.95583; transmembrane 4 supeif amity member (tetraspan NET-7); transmembrane4;TM=Y;SS=M; 4.27 
409582; R27430; Hs.271565; ESTs; rwne.Neur^chan^LBD.Neurjmanjnemb; 4.27 
439096; AA830185; ; ESTs; ras,none; 4.27 

414561; AIQ64813; Hs.195155; Homo sapiens amino acid transport system N2 (SN2) mRNA, complete cds; AaJraris;TM=Y;; 4.27 

41 1835; U29343; Hs.72550; hyaluronan-medlated motflity receptor (RHAMM); bZIP;SS=M; 4.27 

428781; AF164799; Hs.193384; putatative 28 kDa protein; pkm8se ( 0AGJ , E-bind.pkinase.C.OPR;SS=M; 457 

430603; AA148164; Hs.247280; HBV associated factor; zf-C3HC4^RanBP,pkinase; 4.27 

415149; X12451; Hs.78056; cathepsin L; Pepfidase_C1;SS=M; 426 

444838; AV651680; Hs.208558; ESTs; integrinJ\,FG<3AP,none; 4.26 

402328; ; ; Target Exon; pkinase;TM= M,~ 4.26 

416094; AW995512; Hs.225977; nuclear receptor coadrvator 3; none.none; 4.26 
420942; H03514; Hs.15589; ESTs; none.pkinase; 4.26 
453902; BE502341; Hs.3402; ESTs; none.none; 456 

425505; AL036456; ; gb:DKFZp564D2062L_r1 564 (synonym: hfbr2) Homo sapiens cONA clone DKFZp564O2062 5*. mRNA sequence; arf.G-alpha.none; 4.26 

427344; NM_000869; Ks.2142; Wiydroxytryptarnlne (serotonin) receptor 3Aj Neur_chan_I^D.Neiff_char_memb;TM=Y;SS=M; 4.26 

432269; NM.002447; Hs.2942; macrophage sCmulafing 1 receptor (omet-retated tyrosine kinase); pklnase,Sema.PSI,TIG^4_EXTRA;TM=M;SS=M; 4.26 

417007; AF224741 ; Hs.80768; chloride channel 7; CBS.voItage CLC;TM=Yn 456 

447960; AW954377; Hs.26412; ring finger protein 26; zf-C3HC4;TM=Y;SS=M; 4.26 

442300; AI765908; Hs.129166; ESTs; none;SS=M; 455 

421856; NM 016447; Hs.108931; MAGUK protein p55T; Protein Associated with tins Z SH3.PDZ,Guanylate_kin,L27;TM=M;; 4.25 
452110; T47667; Hs. 28005; Homo sapiens cDNA FU 1 1 309 fis, clone PLACE 1 01 0076; pWnase.Activin_recp^one; 455 

422451 ; AA31 0753; Hs.42491; ESTs, Weakly similar to S65657 aJpha-1 C-adrenerglc receptor splice form 2 [UsapiensJ; PD2,SH2,STAT,STATJ)lnd,STATj)rolnone; 4.25 
453955; AW579207; Hs.304666; ESTs, WeaWy similar to I78885 senne/threonme-specific protein kinase IH-sapiens]; fn3,ig,MAM,none; 4.25 
457670; AF1 19666; Hs.23449; insulin receptor tyrosine kinase substrate; SH3;TM=Mr, 4.25 

419133; U46116; Ks.89627; protein tyrosine phosphatase, receptor type, G; fr^.Yjjhosphatase.carb_anhydrase.DSPc;TM=Y;SS=M; 4.25 
41 9650; BE280337; Hs. 1 94693; solute carrier family 7 (cationfc amino acid transporter, y system), member 7; aa_permeases;TM=Y;SS=M; 4.25 
41 51 98; AW009480; Hs.943; natural killer cell transcript 4; nons;TM=M;; 4.24 

416440; AI823912; Hs.79335; Homo sapiens, Similar to SWI/SNF related, matrix asscdaled. acOn dependent regulator of chromatin, subfamily d, member 1, done MGC:15280. 

mRNA, complete cds; SWIB;TM=M;; 4.24 
419169; AW851980; Hs.262346; ESTs, Weakly similar to S72482 hypothetical protein fRsapiens]; none,spectrin,SH3.PH.CH; 4.24 
449444; AW818436; Hs.23590; sdute carrier family 16 (monocarboxyfc acid transporters), member 4; none;TM=Y;SS=M; 4.24 
433848; AF095719; Hs.93764; carboxypeptidase A4; Zn_carbOpeptPropep.M14;SS=M; 4.24 
442213; N361 10; Hs.305971; solute carrier family 2 (facilitated glucose transporter), member 10; sugarJr;TM=Y;SS=M; 4.24 
412681; AW983655; Hs.172004; titin; m3 ( lg,SGXXSG.pkInase;TM=M,i 4.24 

424653; AW977534; Hs.151469; calciumfcalrrodulir^ protein kinase (MAGUK family); none,none; 4.24 

421066; AU076725; Hs.101408; branched chain aminotransferase 2, mitochondrial: aminolran_4;; 4.23 
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428338; AF147765; Hs.232093; ESTs;m2,aMR;TM=M;SS=M; 4.23 

443329; BE262943; Hs.9234; hypothsScal protein MGC1936; none;TM=Y;SS=M; 4.23 

432314; AA533447; Hs.312989; ESTs; X3ink,none; 4.23 

434508; AA8Q5443; Hs.179909; hypothetical protein FU22995; none;TM=M;; 4.23 

454166; AW993356; Hs.285814; sprouty (Drosophila) homolog 4; SH2,SH3;TM=M;SS=M; 4.23 

442596; AI457102; Hs.347970; Human glucose transporter pseudogene; none.none; 4.23 

442549; AI751601; Hs.B375; TNF receptor-associated factor 4; MATH,zf-TRAF,zf-C3HC4;SS=M; 4.22 

424154; AF026004; Hs.141660; chbride channel 2; vollage_CLC,CBS,EPO_TPO,PCjep; 4.22 

433419; AI830342; Hs.211272; ESTs; transmembrane4,none; 4.22 

421921; H83363; Hs.6820; transtocase of inner mitochondrial membrane 10 (yeast) homotog; zf.Tim10_DDP,efhand,CH,spectrin.serpin;TM=M;; 4.22 

445633; A1453386; Hs.17287; ESTs, Weakly similar to S26689 hypothetical protein hd - mouse [Mmusculusfc IRK,none; 4.22 

424812; AF059252; Hs.153299; OOM-3 (C. eiegans) homolog Z; none;TM=M;; 4.22 

41 0668; BE379794; Hs.65403; hypothetica! protein; death,TNFR_c6;TM=Y;SS=M; 4.22 

416636; N32536; Hs.42645; solute earner family 16 (monocarboxylic acid transporters), member 6; none,none; 4.22 

418969; W33191; Hs.28907; hypothetical protein FLJ20258; SH3;TM=M;; 4.21 

447200; BE543146; Hs.281434; Homo sapiens cDNA FU14028 fis, clone HEMBA1003838; none,none; 4.21 

400208; ; ; Eos Control; FCH,RhoGAP,SH3;TM=M;; 4.21 

405369; ; ; NM_005569':Homo sapiens UM domain kinase 2 (UMK2), transcript variant 2a, mRNA.; ptdnase.LllW > DZ;SS=M; 4.21 
445350; AF052112; Hs.12540; lysophosphotlpase I; abhydroiase_2;TM=M;; 4.21 

441208; AI339704; Hs. 150401; ESTs, Weakly similar to ALU1.HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY fH.sapiens]; 

Ion trans.RYDR_lTPR.MIR.none; 4.21 
427217; AA399272; Hs.144341; ESTs; ANP.GHMP_Wnases.none; 4.21 

400845; ; ; NMJ)03105*:Homo sapiens sortilin-related receptor, L(DLR class) A repeatSHConlaintng (SORL1 ), mRNA.; 

EGFJn3,la1_recepta,ldLn3cepLb.granulin l BNR;TM=Y;SS=M;4.21 
422667; H25642; ; ESTs; FMCMike.FMCMike; 4.21 

450056; BE047394; Hs.820B; ESTs, Weakly similar to S71512 hypothetical protein T2 - mouse (M.musculusJ; 

ABC.tranABC membrane^.MHCJI_beta,SRF^,pmteasom9^BC_membrane^BC - tran; 4.20 
448950; AF288687; Hs.9275; CGI-152 protein; E1-E2_ATPase,Hydro!ase;TM-Y;; 4.20 
408634; AW407254; Hs.182278; calmodulin 2 (phosphorylase kinase, delta); none.none; 4.20 
422335; AA375957; Hs.6682; solute carrier family 7, (cationlc amino acid transporter, y system) member 11; none.none; 4.20 
426754; NM.014264; Hs.172052; serine/threonine kinase 18; pkinase;TM=M;; 4.20 
435810; BE349853; Hs.2785; keratin 17; zf.Tim10_DDP.SH2,SH3.pkir^.PH,BTK.Ribcsomal_L44; 4.20 
446143; BE245342; Hs.306079; sec61 homolog; NUDlX,secY l E1_dehydrog,transketpyr.TM=Y;SS=M; 4.20 
426626; AI124572; Hs.323879; inhibitor of kappa light polypeptide gene enhancer in f^cells, kinase gamma; zf-C2H2;TM=M; 4.20 
403716; ; ; Target Exon; Adap_comp_sub,PDZ 1 DEP,DIX,Dishsve!led,h8xapep,W2^BC_trBn; 4.19 
415749; BE262529; Hs.78771; phosphoglycerate kinase 1; PGK,none; 4.19 
434599; AB002313; Hs.3989; plexln B2; PSI,SernaJIG;NA#A; 4.19 
412600; L28824; Hs.74101; spleen tyrosine kinase; SH2,pkinase;; 4.19 
416738; N29218; Hs.40290; ESTs; ABC_tranABC_mernbrane.none; 4.19 
410839; BE269047; Hs.65234; hypothetical protein FU20596; DEAD,helicase_C,PRK ( AlP3;TM=M;; 4.19 
431385; BE178538; Hs.1 1090; membrane-spanning 4-domains, subfamBy A, member 7; none,none; 4.19 

407305; AA71 5284; ; gb:rw35f03 jl NCI CGAP Br5 Homo sapiens cDNA clone similar to contains Alu repetitive element, mRNA sequence; pkinase,integrin_B,Seina,PSI,TIG,none; 
4.18 

452880; AA029332; Hs.87549; ESTs; none,lntegrin_B; 4.18 

428245; AF151048; Hs.183180; anaphase promoting complex subunit 11 (yeast APC1 1 homolog); none;SS=M; 4.18 
421964; X73079; Hs.288579; polymeric immunoglobuGn receptor, ig,Cobalamin_bind;TM=M;SS=M; 4.18 
409213; U61412; Hs.51133; PTK6 protein tyrosine kinase 6; SH2,SH3,pkinase;TM=M;; 4.18 

421790; AW896201; Hs.22654; sodium channel, voltage^ated, type 1, alpha polypeptide; ion_u^ns,iaPEP-utilizers_C;TM=Y;; 4.18 
429668; AA626142; Hs.179991; ESTs, Weakly similar to S28942 protein kinase C ^sapiens]; none^one; 4.18 
443068; AI188710; ; ESTs; Endonudease.pWnaseA^ivirurecp.none; 4.18 
418827; BE327311; Hs.47166; HT021; noneT^M,-; 4.18 

447887; AA1 14050; Hs.19949; caspase 8, apoptosis-retated cysteine protease; ICE_p10,lCE_p20,DED;TM=M;; 4.18 

429109; AL008637; Hs.196352; neutrophil cytosoBc factor 4 (40kD): SH3,OPR,PX;TM=M;; 4.18 

422083; NM_001141; Hs.111256; arachWonate IS-TipoxygenasG, second type; none.none; 4.18 

438974; AF089816; Hs.6454; chromosome 19 open reading frame 3; PDZ;SS=M; 4.18 

413407; AI356293; Hs.75339; Inositol polyphosphate phosphatase-like 1; SH2,SAM,Exo_endo_phos;SS=M; 4.18 

424954; NM_000546; Hs.1846; tumor protein p53 (U-Fraumeni syndpome); P53,WD40,lRK;TM=Mn 4.17 

421836; AF109219; Hs.108787; phosphatidylinositol gtycan, class N; none,none; 4.17 

431544; AK000770; Hs.299329; Homo sapiens cONA FU20763 fis, clone COL0991 1; none,none; 4.17 

413781; J05272; Hs.850; IMP (inosine monophosphate) dehydrogenase 1; CBS,IMP0H_C,IMPOa.N,NPD;TM=M;; 4.17 

452012: AA307703; Hs.279766; ktnesln famtty member 4A; kinesin,DNA_topoisolV l K-box;TM=M;; 4.17 

425606; U52112; Hs.158331; renin-Wnding protein; none;; 4.16 

416817; AA398045; Hs.104679; ESTs; Furhvfike.pkinase, Recep_L_domain,fn3,none; 4.16 

402447; ; ; C100020t:gj|2044l6lgblAAA02627.1j (L05195) fructose transporter (Rattus norvegicusj gjl44; none;TM=Y;SS=M; 4.16 
452875; BE275760; Hs.30928; DNA segment on chromosome 19 (unique) 1 177 expressed sequence; Euk_ponn;TM=M;SS=M; 4.15 
426395; BE1 51985; Hs.5722; hypothetical protein FLJ23316; pkinase.none; 4.15 

4041 40; ; ; NM.00651 (fcHomo sapiens ret finger protein (RFP). transcript variant alpha, mRNA.; zf-C3HC4,SPRY^8_box;SS=M; 4.1 5 

432268; BE31 1856; Hs.274230; 3 , -phosphoadenosine 5'-phosphosulfate synthase 2; APS_Wnase^TP-sulfurylase;TM=M;; 4.15 

405516; ; ; ENSPOOT00200457':Thyrokj receptor Interacting protein 6 (TRIP6) (OP/Wrrteractingprotein 1) (Zyxin related protein 1) (ZRP-1).; LIM;TM=M;; 4.15 

448390, AL035414; Hs.21068; hypothetical protein; FGGY_C;TM=M;; 4.15 

435732; AF229178; Hs.1 23136; leucine rich repeat and death domain containing protein; none.none; 4.15 

414108; AI267592; Hs.75761; SFRS protein kinase 1; ank,PH.OxysteroLBP,pkinase;TM=M;; 4.15 

411558; AA102670; Hs.70725; gamma-amlnobutyric acid (GABA) A receptor, pi; Neur_chan_LBD,Neur_chanjnemb;TM=Y;SS=M; 4.14 
424339; BE257148; Hs.145416; endoglycan; none;TM=Y;SS=M; 4.14 

427274; NKL005211; Hs.174142; colony stimulating factor 1 receptor, formerly McOonough feline sarcoma viral (v-fms) oncogene homolog; ig,pHnase;TM=Y;SS=M; 4.14 
440524; R71264; Hs.16798; ESTs; SH3,ig,pkmase,PH,srjectrin,RhoGEF,none; 4.14 
436115; AW512033; Hs.102004; ESTs; pWnasejone;4.14 

447050; NMJM6314; Hs.17200; STAM-like protein containing SH3 and ITAM domains 2; SH3,VHS,UlM;SS=M; 4.14 

418529; AW005695; Hs.2508^7; TRK-fused gene; Band 41,ERM,pkin3se 1 LRRUttCT,MAM,r^e^ 4.14 
420727; H75701; Hs.99B86; complement component 4-btoding protein, beta; sushl;SS=M; 4.14 
433075; NM JM2959; ; sortilin 1; Exo_endo_phosAtrophin-1,BNR,Kelch;TM=M;;4.14 
422783; AA598956; Hs.120439; ethandamine kinase; ChormeJcinase;TM==Y;; 4.14 
410726; AI623859; Hs.15936; ESTs; pklnase.projsomerase.none; 4.14 
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417903; NMJJ02342; Hs.11 16; lymphotoxin bela receptor (TNFR superfamily, member 3); TNFRj;6;TM=M;SS=M; 4.14 

428307; W27393; Hs.183648; protelri tyrosine phosphatase, receptor type, f pdypepb'de (PTPRF), interacting protein (iiprin), alpha 1; SAM.SH3.HS1 jep; 4.14 
442434; AA995787; Hs.129583; ESTs; IRK,none; 4.13 

438361; AA805666; Hs.146217; Homo sapiens cDNA: RJ23077 lis, clone LNG05840; pJdnase,pkinase_C,none; 4.13 

445580; AF167572; Hs.12912; skbl (S. pombe) homolog; none;SS=M; 4.13 

421425; AK001564; Hs.104222; hypothetical protein FU10702; efr^,kazal,arf,r8S.7trrLl;TM=M;; 4.13 

400252; ; ; NM 004651':Homo sapiens uWquitln spedfic protease 11 (USP11), mRNA. substrate 1 (PTPNS1), mRNA.; UCH-1,UCH-2;TM=H; 4.13 

446641; AL049229; Hs.15787; Homosapiens mRNA; cDNA DKFZp564O1016 (from clone DKFZp564O1016); none.pkmase.PeD; 4.13 

400209; ; ; NM 001666:Homo sapiens Rho GTPase activating protein 4 (ARHGAP4), mRNA. VERSION NM_006083.2 Gt; FCH,RhoGAP,SH3;TM=M;; 4.13 

429012; AW629596; Hs.194726; BCL2-associated athanogene 4; Sm,BAG;SS=M; 4.13 

411826; AW947946; Hs.26706; CGM21 protein; none.DSPc; 4.13 

423189; M59371; Hs.171596; EphA2; fn3.pWnase,SAM,EPHJbd;TM=Y;SS=M; 4.12 

413934; U03056; Hs.75619; hyduronogluccsarninidase 1; integrin3,GrycoJiydro_56;SS=M; 4.12 

414874; D25351; Hs.77515; Inositol 1,4,5-triphosphate receptor, type 3; Ion_trans,MlR,RYDRJTPR;TM=Y;; 4.12 

432047; NM_016247; HS.2723B0; interphotoreceptor matrix proteoglycan 200; EGF,SEA;TM=Y;SS=M; 4.12 

451820; AW058357; Hs.199248; ESTs; 7trnJ;TM=Y;SS=M; 4.12 

445515; BE388665; Hs.179999; Homo sapiens, clone IMAGE:3457003, mRNA; zf-C2H2 f BTB.K_letra,WD40,Synlaxin; 4.12 

424539; L0291 1; Hs.150402; Acfivin A receptor, type I (ACVR1) (ALK-2); pkinase,Activinjecp;TM=M;SS=M; 4.12 

4051 10; ; ; C7000199:gi|12643960[sp|W6T7|KDG8JHUMAN DiACYLGLYCEROL KINASE. BETA (DIGIYCER1DE KINASE :; none,none; 4.12 

441026; AW179058; Hs.99858; ribosomal protein L7a; pklnase l LRR,LRRCT,Ribosomal_L7Ae,none; 4.11 

443142; AI69651 3; Hs,108705; protein phosphatase 2 {formerly 2A), regulatory subunit A (PR 65), beta isoform; HEAT,ViteOogenin_N,HEAT_PBS;SS=M; 4.11 
450505; NM.004572; Hs.25051; piakophilin 2; Armaoiilo_seg;TM=M;; 4.11 

459601 ; AL044470; Hs.270604; ESTs, Weakly similar to ALU7 HUMAN ALU SUBFAMILY SQ SEQUENCE CONTAMINATION WARNING ENTRY [H.sapiens]; 
none,SH3.PGAM,UBA;4.10 

417300; AI765227; Hs.55610; solute carrier family 30 (zinc transporter), member 1; CaUon_efflux;TM=Y;SS=M; 4.10 

427315; AA179949, Hs.175563; Homo sapiens mRNA; cDNA DKF2p564N0763 (from clone DKFZp564N0763); none,spectrin,SH3,PH,CH; 4.10 

416239; AL03B450; Hs.48948; ESTs; E1-E2_ATPase,(^ion_ATPase_C,Catjon_ATPase_.N l Hydrolase,none; 4.10 

429311; AF080157; Hs.198998; conserved heTa-loop-helix ubiquitous kinase; pkinase,none; 4.10 

412146; M92444; Hs.73722; APEX nuclease (multifunctional DNA repair enzyme); Exo„endoj)hosAtrophin-1,BNR,Keteh;TM=M;; 4.10 

418420; AW604405; Hs.324874; hypotheticai protein MGC3Q79; Phosphodiesl;TM=Y;; 4.10 

434396; AA632270; Hs.162851; Homo sapiens cDNA FU14317 fis, done PLACE3000401 ; pkinase,none; 4.10 

454438; AA224053; Hs.172405; cell division cyde 27; SPRY,7tm_3ANF_.receptor; 4.10 

43957B; AW263124; Hs.3151 11; nuclear receptor <x>repressor/HDAC3 complex subunit; WD40;TM=M;; 4.10 

451995; AI827431; Hs.224645; ESTs, Weakly sinter to iF16_HUMAN GAMMA-INTERFERON-INDUCIBLE PROTEIN IF1-16 [H^aptens]; none.PAAD_DAPlN.HIN; 4.10 

420340; NMJW0734; Hs.97087; CD3Z antigen, zeta polypeptide (TIT 3 complex); ITAM;TM=M;SS=M; 4.10 

442942; AW1 67087; Hs.131562; ESTs; pkinase.none; 4.09 

428187; A16B7303; Hs.285529; G protein-coupted receptor 49, 7tmJ,none; 4.09 

418838; AW3B5224; Hs.35198; ectonudeotide pyrophosphatase/phosphodiesterase 5 (putative function); Phosphodiest;TM=Y;SS=M; 4.09 
416445; AL043004; Hs.79337; KIAA0135 protein; pHnase,PAS;TM=M;; 4.08 

427001; NM 006482; Hs.173135; dual-specificity tyrosfoe^^hcsphoryiation regulated kinase 2; pkinase;TM=M;; 4.08 

403B08; ; ; C300119^i|7494834lpir|[T15308 hypothetical protein B0286.2- Caenorhabditis elegansl|41; 7tn\.1,7trn_2.GPS,WlF;TM=Y;SS=M; 4.08 

427177; AB006537; Hs.173880; interieukin 1 receptor accessory protein; ig,TlR;TM=Y;SS=M; 4.08 

401241; AB028989; ; mitogen-acfivated protein kinase 8 Interacting protein 3; Cys_knotTGF-beta,vwa.vwc,vwd.TlUDUF139- l SS=M; 4.07 

444805; AB007899; Hs.12017; homolog of yeast ublquiun-proteln figase Rsp5; potential epithelial sodium channel regulator, WW,HECT,RNAj)oLAnone; 4.07 

448888; AW196663; Hs.200242; caspase recruitment domain protein 6; CARD;TM=M;; 4.06 

426006; R49031; Hs.22627; ESTs; pkinase.TBC; 4.06 

434521; NM.002267; Hs.3886; karyopherin alpha 3 (importin alpha 4); Armafllo.seg.lBBfl^M,-; 4.06 

408761; AA057264; Hs.238936; ESTs. Weakly similar to (deffine not available 7496841) ICetegans); 7tm_1,none; 4.05 

425289; AW139342; Hs.155530; interferon, gamm*indudble protein 16; PAADJ)APIN,H1N;SS=M; 4.05 

413109; AW389845; Hs.110855; ESTs; PH04.none; 4.05 

426457; AW894667; Hs.169965; cWrnerin (chimaerin) 1; DAG_PE-b1nd,RhoGAP,SH2;TM=M^ 4.05 
435730; AB020635; Hs.4984; WAA0828 protein; Ad oHcy ase,TrkA-N,2-Hadd_D H_C;TM=M; ; 4.04 

429747; M87507; Hs.2490; caspase 1, apoptosis-related cysteine protease (interteukin 1, beta, convertase); CARD,lCE_p10,ICE4>20;SS=M; 4.04 

444378; R41339; Hs.12569; ESTs; ig,pkirtase,LRR,LRRNT,LRRCT^one; 4.04 

449843; R85337; Hs.24030; sdute carrier family 31 (copper transporters), member 2; none;TM=Y;SS=M; 4.04 

427359, AW020782; Hs.79881; Homo sapiens cDNA: FU23006 fis, clone LNG00414; 7trr\J,none; 4.04 

413095; AA494359; Hs.30715; potassium voltage-gated channel, Isk-retaled family, member 3; none,START; 4.04 

418540; A1821597; Hs.90877; ESTs, WeaWy similar to ALU 1 HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (Ksapiens); ank,CAP_GLY,7tm_1; 
4.03 

442007; AA301116; Hs.142838; nudeotar phosphoprotein Nopp34; rrm,IRK;SS=M; 4.02 

448659; AF191838; Hs.21712; TANK-btoding kinase 1; pWnase;TM=Mr, 4.02 

412935; BE267045; Hs.75054; tubufin-spedfic chaperone c; nones 4.02 

414844; AA296874; Hs.77494; deoxyguanosine kinase; dNK;; 4.02 

445817; NMJM3642; Hs. 13340; histone acetyitransferase 1; none;TM=M;; 4.02 

426728; NMJM7118; Hs.171957; triple functional domain (PTPRF interacting); SH3^g,plunase,PH^pectnn,RhoGEF;TM=M;; 4.02 
420676; AI434780; Hs.4248; vav 2 oncogene; RhoGEF,PH,CH,SH2,SH3,DAG_PE-b3nd,none; 4.02 

40510?, ; ; C15001220*:gil4469558|gblAAD21311.1| (AF126008) breast wncer rrudeariweptof-binding auxi; DAG^PE-Wnd,PH.RhoGEF,DC1;SS=M; 4.02 
439964; AI732902; Hs.124652; Homo sapiens cDNA FU12376 fis, clone MAMMA1002494; pkinase,none; 4.01 
429680; AU035754; Hs.2474; toH-Qke receptor 1; LRR,LRRCT,TIR;TM=M;SS=M; 4.01 

453891 ; AB037751 ; Hs.36353; Homo sapiens mRNA full length insert cONA done EUROIMAGE 1035904; none.nomr, 4.01 

426535; AU077012; Hs.288582; ESTs, WeaWy simflar to ubiquitous TPR motif, Y Isoform [UsapiensJ; Kunltz_BPTl,Kiinitz_BPTI,7tnv2,HRM; 349 

424232; AB015982; Hs.143460; protein kinase C, nu; pkinase,DAG_PE-blnd 1 PH;TM=Ms 3.99 

408308; AL033377; Hs.44197; hypothetical protein DKFZp564D0462; none.none; 3.98 

449517; AW500106; Hs.23543; serine/threonine protein kinase MASK; pklnase;TM=M;; 3.98 

404185; ; ; Target Exon; sugar JnTM=Y;SS=M; 3.98 

441226; BE563042; Hs.118820; Homo sapiens, Similar to RIKEN cDNA 0610012G03 gene, done MGC:14132, mRNA, complete cds; none;TM=M;; 3.98 

429638; A1916662; Hs.21 1 577; kinectin 1 (Wnesin receptor); bZlP.Trorjomyosin^pectrin.LBP _BPt_CETP.B56,M;TM=Y;SS=M; 3.97 

417386; AL03722B; Hs.82043; D123 gene product NUDIX.secY,E1.dehydrog,transkeLpyr;TM=Y;SS=M; 3.97 

452721; AJ269529, Hs.301871; sdute carrier family 37 (gtycerol-3-phosphale transporter), member 1; MORN,sugarjr,TM=Y;SS=M; 3.96 

417183; R52089; Hs.172717; ESTs; pktoase.U^.ig.LRKLRRNT.none; 3.95 

439176; AI446444; Hs.1 90394; ESTs, Weakly similar to B28096 Hne-1 protein ORF2 (H^apiens); none;TM=M;; 3.94 

424490; AJ278016; Hs.55565; ankyrin repeat domain 3; ank,pkinase;TM=M;; 3.94 

422610; AF 153820; Hs.1547; potassium inwardly-rectifying channel, subfamily J, member 2; IRK;TM=Y;; 3.94 
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450746; D82673; Hs.278589; general transcription factor II, i; none.SH3.PX: 3.94 

418516; NMJKJ5218; Hs.85701; phosphoinosi«de.3*inase, catalytic, alpha polypeptide; PI3_P14^klnase,PI3Ka.P13K_C2,PI3K^rbd.P13Kj)858 t none; 3.94 

414217; AI309298; Hs.279898; Homo sapiens cDNA FU23165 fis, done LNG09846; none;NA;NA; 3.93 

416537; T99086; Hs.144904; nuclear receptor co-repressor 1; mybjm-binamg.RNA_pol_A.none; 3.93 

450747; AI064821; Hs.318535; ESTs, Highly similar to 1818357A EWS gene |H.sapiens]; rrm,zf-RanBP,GAS2; 193 

444825; AW167613; ; mitog en-activated protein kinase kinase kinase 8; pkinase;TM=M;; 3.93 

4083S4; A1332803; Hs.159235; ESTs; none.none; 193 

453945; NM 005171; Hs.36908; activating transcription factor 1; rrm,zWtenBP,pkin3se,GSTj;,Ete,SAM_PNT,ABC2ji^ 

C2H2,PHD,BTB,TFIISAT_hook,SAM;TM=M;; 3.93 
428532; AF157326; Hs.184786; TBP-interacting protein; Armadillo_seg p VHS,HEAT;TM=M;; 3.92 

413967; AW204431; Hs.117853; ESTs, Weakly similar to I3B022 hypothetical protein Haptens]; Armadillo.seg.lBB.PHD.DDLnone; 3.91 
415906; AI751357; Hs.288741; Homo sapiens cDNA: FU22256 lis, clone HRC02860; Ephrin,none; 3.91 
450139; AK001838; Hs.296323; serum/glucoccrticoid regulated kinase; none.none; 3.91 
440255; AI932285; Hs.160569; ESTs; none.pkinase; 3.90 

421077; AK000061; Hs.101590; hypothetical protein; ank,plunase,death l SPRY 1 SAP.RtoosomaU^4e,SRPM.^^ 3.90 

433211; H11850; Hs.12808; MARK; pWnase.U8A,KA1;SS=M; 190 

433233; AB040927; Hs.301604; KIAA1494 protein; SH3,zf-C3HC4;TM=M;; 190 

41 9609; U4641 5; Hs.270379; gb:HSU4641 5 Human pancreatic cancer cell line Patu 8988t Homo sapiens cDNA done xs476, mRNA sequence; PWWP.none; 3.90 
433198; AA992841; Hs.27263; WAA1458 protein; none.none; 3.89 

407721; Y12735; Hs.38018; dual-spedncity r^str^{Y)-phosphorytation regulated kinase 3; pkinase;TM=M;; 189 
427657; AV652249; Hs.180107; polymerase (DNA directed), beta; none;TM=M;; 3.89 
453035; AW581943; Hs.334; Rho guanine nucleotide exchange factor (GEF) 5; none,none; 3.89 

446329; NM 013272; Hs.14805; solute carrier famfly 21 (organic anion transporter), member 11; kaza],OATP_N.OATP^C;TM=Y;SS=M; 189 

429922; Z97530; Hs.2261 17; Ht histone family, member 0; IInker_histone;TM=M^ 3.88 

432074; AA525248; Hs.149723; ESTs; Y_phosphatase.none; 3.88 

435143; R1 2375; Hs. 194600; ESTs; SH3Jg,pkinase.PH,spectrin.RhoGEF.none; 187 

423198; M81933; Hs.1634; cell division cycle 25A; Rhodanese,none; 187 

428474; AB023182; Hs.184523; WAA0965 protein; pkinase;TM=M;; 3.87 

419073; AW372170; Hs.1 83918; Homo sapiens cDNA FU12797 fis, clone NT2RP2002066, highly similar to Rattus norvegicus transmembrane receptor Unc5H2 mRNA; 
death,ZU5;SS=M;3.86 

415457; AW081710; Hs.7369; ESTs. Weakly similar to ALU 1 JHUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY pisapiens]; 

MORRsugar Jr,TM=Y;SS=M; 186 
447061; D86964; Hs.17211; dedicator of cylo-kinests 2; SH3;TM=M;; 185 
426490; NMJJ01621; Hs.170087; aryl hydrocarbon receptor; PAC.PAS;TM=M;; 186 

451961; NM_003800; Hs.27345; RNA guanytyttransf erase and 5*-phosphalase; mr^cap_enzyme,DSPc.DNAJgase.mRNA_cap,C;TM=M;; 3.86 
417874; BE616160; Hs.82829; protein tyrosine phosphatase. nofKeceplor type 2; Yj>hosphalase;TM=Y;; 186 
446874; AW968304; Hs.56156; ESTs; none,RGS; 185 

418630; AI351311; Hs.251946; por/(A)-binding protein, cytoplasmic 1-Bke; pkinase.none; 185 

416140; AI918035; Hs.301198; roundabout (axon guidance receptor, Drosophtla) homotog 1; none,none; 3.85 

425474; Z48054; Hs.158084; peroxisome receptor 1; TPR;TM=M;; 3.85 

413073; AL038165; Hs.75187; translocase of witerntitocru)rKJrialrr^rane20(yeast) homolog; MAS20.zf-A20,VPS9;TM=M;SS=M; 185 
41 1770; NMJM278; Hs.71992; heat shock protein (hspl 10 family); HSP70;TM=M;; 184 
428782; X12830; Hs.193400; interieuWn 6 recepton fn3,ig;TM=Y;SS=M; 184 
450684; AA872605; Hs.25333; mterteuWn 1 receptor, type It; ig;TM=Y;SS=M; 184 

433376; AI249361; Hs.74122; caspase 4, apoptosis-reiated cysteine protease; CARD.ICE_p10.IC^j>20;SS=M; 183 
440332; AI218517; Hs.1 88051; ESTs; fn3.pkinase,SAM,EPH_tt)d.none; 183 
445803; AV655264; Hs.4283; ESTs; pWr^RGS.PH,myostn_head,MyoslrLtaif; 183 
435905; AW997484; Hs.5003; KIAA0456 protein; SH3,RhoGAP t FCH;TM=M;; 183 

414991; C17898; ; gb:C17898 Human placenta cONA (TFujiwara) Homo sapiens cDNA done GEN-554E10 S, mRNA sequence; 2p.none; 183 

423067; AA321355; Hs.285401; colony stimulating tactor 2 receptor, beta, tow-affinity (granulocyte^nacrophage); fn3;TM=Y;SS=M; 3.82 

419088; AI538323; Hs.52620; integrin, beta 8; integrin_B,none; 182 

41 1704; AI499220; Hs.71573; hypothetical protein FU 10074; pldnase;TM=M;; 182 

459346; AW510557; Hs. 2580 16; EST; none;TM=M,-; 182 

445330; R52656; Hs.21691; ESTs; 7tm_1 jione; 182 

451452; BE560065; Hs.26433; dcfichyVphosphate (UDP-N-acetytyucosarnine) N^tylglucosaminephosphotransferase 1 (GteNAc-1-P transferase); Glycos_transL4;TM=Y;SS=M; 
3.81 

405545; ; ; Target Exon; ABC^tran.SRP54^C_manbrane;TM=Y;SS=M; 181 , 

448165; NM.005591; Hs.20555; meiotic recombination (S. cerevtsiae) 11 homolog B; MelaIlophos.Ribosomal_L15e;SS=M; 181 
416305; AU076628; Hs.79187; coxsackie virus and adenovirus receptor; ig;TM=Y;SS=M 160 
415444; BE247295; Hs.78452; solute earner family 20 (phosphate transporter), member 1; PH04,UM;TM=M;; 180 
421684; BE281591; Hs.106768; hypothetical protein FU10511; ArmacfiIto_seg;SS=M; 180 

438581; AW977766; Hs.292133; ESTs, Moderately similar to I78885 serine/threonines pecific protein kinase {H^aplensJ pkin3se,RI01,none; 179 
439199; R40373; Hs.26299; ESTs; ionJrans,none; 3.78 

450931; N25156; Hs.25648; tumor necrosis factor receptor superfamily, member 5; TNFR_c6;TM=Y;SS=M; 178 
417691 ; AU076610; Hs.82399; low density lipoprotein receptor defect C complementing; none;SS=M; 3.78 

430355; NNL006219; Hs.239818; phosrjhotnosiBde-3*inase, catalytic beta polypeptide; PI3_W4^Wnase,PI3Ka,PI31CCZPI3IObd,PI3K_p85B;TM=Mn 3.78 
4481 19; H38587; Hs.346509; dedicator of cyto-kinesis 1; none;TM=Y;; 178 

442013; AA506476; Hs.10600; Human DNA sequence from done RP11-353C18 on chromosome 20 Contains ESTs, STSs. GSSs and CpG Islands. Contains the NIFS gene for 

cysteine desuifurase, two genes for novel proteins and the gene for the splicing fador CC1.3 with a second isoform (CC1 .; none^one; 3.77 
425481; AW978162; Hs.18571; ESTs; none,Oxysterol_BP; 3.77 

411411; AA345241; Hs.55950; ESTs, Weakly simitar to WAA1330 protein [H.sapiensJ; RNAj»l - A,ig,MHCK.EF^.kinase;SS=M; 3.77 

426856; U02330; Hs.172816; neuregutln 1; PepfidaseJM9,EGF,ig,Neuregutin;TM=M;; 177 

430396; D49742; Hs.241363; hyaluronan-binding protein 2. anx.death^U5 1 EGF.kringte.trypsin.Neburin.UM;SS=M; 3.77 

434398; AA1 21098; Hs.3838; serurmnducibte kinase; pWnase.POLO_box;TM=M;; 177 

415485; AW272990; Hs.18571; ESTs; none.OxvsteroLBP; 3.76 

453226; AA641926; Hs.61712; pyruvate dehydrogenase kinase, isoenzyme 1; HATPasej;,none; 3.76 
418758; AW959311; Hs.172012; hypothetical protein DKFZp434J037; pxtnase.RI01;TM=M;; 3.76 

424842; AA034127; Hs.153487; signal transdudng adaptor molecule (SH3 domain and (TAM moliO 1; SH3.VHS.UIM;TM=M;; 3.75 

426500; NM.014638; Hs.170156; WAA0450 gene product; C2,PI-PLC-Y;TM=M;; 3.75 

419952; AK000967; Hs.93872; KIAA16B2 protein; none;TM=M;; 3.75 

425424; NM_004954; Hs.157199; ELKL motif kinase; pkinase,UBA,KA1;TM=M;; 3.75 

431696; AA259068; Hs.267819; protein phosphatase 1. regulatory (inhibitor) subunH 2; none;SS=M; 3.75 
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444184- T87841; Hs.282990; Human DNA sequence from done RP1-28H20 on chromosome 20q13.1. Contains part of a gene for a novel protein similar to membrane transport 

proteins, the S end of a novel gene, ESTs, STSs, GSSs and three CpG Islands; pkinase.RIOI ,APH,KOW;TM=M;; 3.75 
405411; ; ; ENSP0000025221 3: SODIUM BICARBONATE COTRANSPORTER.; none;TM=Y;SS=M; 3.75 
405602; ; ; Target Exon; pkinase;SS=M; 3,75 

429355; AW973253; Hs.292689; ESTs; pJdnase,bZJPArmadiIlo_seg,none; 3.75 
430153; AW968128; Hs.33B679; ESTs; pkinase.none; 3.74 

4141B0; AI863304; Hs.120905; Homo sapiens cDNA FU1 1448 lis. clone HEMBA1001391; PI3_PI4_kinase,PI3Ka,PI3K - C2.PI3K.rbd,PI3K.p85B,none; 3.74 
432236; AA531 132; ; gb:nj47h06.s1 NCI CGAP_Pr9 Homo sapiens cDNA clone, mRNA sequence; pklnase,none; 3.74 

433390; AA586950; Hs.260180; Homo sapiens mRNA; cDNA DKFZp761G18121 (from clone DKFZp761G18121); complete cds; none.spectrin,SH3,PH,CH; 3.74 

426485; NM 006207; Hs.170040; plateleWerived growth factor receptor-like; ig;SS=M; 3.74 

408414; All 14688; Hs.17998; ESTs, WeaWy similar to 2109260A B cell growth factor [Rsapiens]; fn3,ig;TM=Y;SS=M; 3.73 

409793; AI825463; Hs.147996; protein kinase, X^inked; pkinase,pWnase_C;TM=M;; 3.73 

412456; T32689; Hs.7B59; ESTs; BAG,none;3.73 

407894; AJ278313; Hs.41143; phospholnositide-specificphospholipase Cbeta 1; C2,Pl-PLC-Y,PI-PLC-X;TM=M,~ 173 
442229; AI885776; Hs.8164; Mulibrey nanism; MATH,DENN,GRAM^f-8_box,dDENN,uDENN;SS=M; 3.73 
450151; AI088196; Hs.22968; Homo sapiens clone IMAGE:451939, mRNA sequence; ig .pkinase.none; 3.72 
408331; NM_007240; Hs.44229; dual specificity phosphatase 12; DSPc;TM=M;; 3.72 

417821; BE245149; Hs.82643; protein tyrosine kinase 9; cofflin_ADF;SS=M; 3.72 . 

403391; ; ; C3001164':gi|1730196lspIP50573|GAR3.RAT GAMMA-AMI NOBUTYRIOACID RECEPTOR RH04 SUBUN1T PRE; none;TM=Y^ 3.72 

417527; AA203524; ; gbzx56e10x1 Soares.fetal tiver_spleen JNFLS_S1 Homo sapiens cDNA clone 5\ mRNA sequence; SH3;SS=M, 3.71 

428428; AL037544; Hs.1 84298; cydirwiependent kinase 7 (homotog of Xenopus M015 cdk-activating kinase); pWnase;TM=M;; 3.71 

428180; AI129767; Hs.182874; guanine nucleotide binding protein (G protein) alpha 12; G-aIpha,arf;TM=M;; 3.71 

422127; AW504286; Hs.1 12049; SET binding factor 1; dDENN,DENN,GRAM,PH;SS=M; 170 

430570; A1417BB1; Hs.292464; ESTs; 7tn\.2,Fz,Frizzted,none; 170 

452561; AI692181; Hs.49169; WAA1634 protein; TPR,PDZ.WW,Guanylate_kin;TM=M;; 3.59 

432336; NM.002759; Hs.274382; protein kinase, interferon-inducible double stranded RNA dependent; dsrm,pk!nase;TM=M;; 3.69 

419945; AW290975; Hs.1 1 8923; ESTs; SH3,PDZ,Guanylate_lan,tr8nsferTin; 3.69 

426539; AB01 1 155; Hs.170290; discs, large (Drosophila) homolog 5; SH3,PDZ,GuanylateJdn;TM=M;; 3.68 

436534; AA721628; Hs.191958; immunoglobufin superfamily receptor translocation associated 2; ig;TM=Y;SS=M; 3.68 

407202; N58172; Hs. 109370; ESTs; F5 F8 type C.pkinase,Ets,none; 3.67 

420297; AI628272- Hs 88323; ESTs. Weakly similar to ALU1 HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY [H .sapiens* pk!nase,TUDOR.none; 
167 

417883; AB000450; Hs.82771; vaccinia related kinase 2; pkinase;TM=M;; 167 

425304; AA463844; Hs.31339; fibroblast growth factor 11; FGF l Neur„crian_LBD,Neur_chanjnemb,none; 167 
418318; U47732; Hs.84072; transmembrane 4 superfamily member 3; transmembrane4;TM=Y;SS=M; 167 
419511; AA429750; Hs.75113; general transcription factor UlA; Glypican,none; 166 
424315; AW614850; Hs.193384; putatative 28 kOa protein; none,rtone; 166 
413076; U10564; Hs.75188; w»1 (S. pornbe) hon^^ 

425838; NM_014071; Hs.159613; nuclear receptor coacGvator RAP250; peroxisome proliferator-activated receptor Interacting protein; thyroid hormone receptor binding protein; 
none;TM=M;; 165 

446983; AA157484; Hs.97199; complement component Clq receptor; EGF,lectin.c,Tissue_fac^Ilnk,TlL;TM=Y;SS=M; 3.65 

434350; ALO42940; Hs.93872; WAA1682 protein; none,none; 165 

457317; AA683016; Hs.12210; hypothetical protein FU13732 similar to tensin; SH2;TM=M;; 165 

434416; AA805903; Hs.59498; cell division cycle 2-ltke 5 (cholinesterase-related cell division controller); pkinase,none; 165 

410174; AA306007; Hs.59461; DKF2P434C245 protein; none,DSPc; 3.65 

423598; BE247600; Hs.155538; ESTs; 7tm_1;TM=Y;SS=M; 165 

440861; BE244115; Hs.7482; KiAA0682gene product; rrm,GuanylateJdn;TM=M;; 164 

454954; AW993013; Hs.49169; WAA1634 protein; TPR.PDZ,WW,Guanylate_kin;TM=M;; 164 

430250; NMJ)16929; Hs.2B3021; chloride intracellular channel 5; none;TM=M;; 164 

450587; A1828854; Hs.258538; striatin. catmoduthvblndlng protein; pWnase,WD40;TM=Y;; 3.64 

424893; AW295112; Hs.153648; Homo sapiens cDNA FU13303 fe, clone OVARC1001372, highly similar to Homo sapiens Rprin-alpha4 mRNA; SAM;SS=M; 3.64 

429645; AA361027; ; gb:EST70242T-cell lymphoma Homo sapiens cDNA S end, mRNA sequence; HMG_bw,DNA w inisjepair,HATPase_c,none; 3.64 

417426; NML002291; Hs.82124; laminin, beta 1; temliuXEGF,lan^in_Ntemlntegrin_B;SS=M; 163 

451292; AB037716; Hs.26204; WAA1 295 protein; SH3;TM=M;; 163 

412314; AA825247; Hs.250899; heat shock factor binding protein 1; 7tmJ;TM=Y;SS=M; 163 

418303; AA215701; Hs.186541; ESTs, Weakly similar to (38022 hypothetical protein [Ksapiens]; elF5jilF2B,W2 l pktnase,UBA,KA1; 163 
452716; A1914925; Hs^22240; ESTs; SH2,STAT,STAT_bind ( STATjjrotnone; 163 

403869; ; ; NMJKM520*:Komo sapiens kinesin heavy chain member 2 (KIF2), mRNA. member 3 (KCNQ3). mRNA.; kinesin;TM=M;; 3.63 

450377; AB033091; Hs.74313; KIAA1 265 protein; 2p;TM=M;SS=M; 3.63 

417793; AW405434; Hs.82575; small nuclear ribonucleoprotein polypeptide 8"; rrm;TM=Mr, 163 

404942; U30B2S; ; splicing factor, argirane/serine-rich 9; CD36;TM-Y;SS=M; 3.63 

429554; NMJM2275; Hs.207224; interieukin 1, delta; IL1;TM=M;; 163 

417871; AA521368; Hs.24252; ESTs; IBB.ArrnadiIlo_seg,none; 3.62 

437672; AW748265; Hs.5741; flavohemoproteln b57; heme^1,NAD_Wndlng t rirjoxygenase l FAD_birriingJ;TM^; 3.62 
438698; AW297855; Hs.125815; ESTs, WeaWy similar to 138022 hypolheScal protein [H.sapiensJ; Cpoxygenase.PLAT.none; 3.62 
447217; BE465754; Hs.17778; neuropinn 2; CUB,MAM,F5J : 8_type_C;TM=M;SS=M; 161 

407961; AW672939; Hs.41694; origin recognition complex, subunit 2 (yeast homoiogHike; none,pWnase,pro_isomerase; 161 
428840; M15990; Hs.194148; v-yes-1 Yamaguchi sarcoma viral oncogene homolog 1; SH2,SH3,pkinase;SS=M; 3.61 
455608; BE011437; ; gb:CM4-BN0220-080500-170.f03 BN0220 Homo sapiens cDNA, mRNA sequence; none.CDKS.acQvator, 3.61 
407748; AL079409; Hs.38176; K1AA0606 protein; SCN Orcadian Oscillatory Protein (SCOP); PP2C,LRR,PH;TM=M;; 160 
421474; U76362; Hs.104637; solute carrier family 1 (glutamate transporter), member 7; SDF;TM=Y;SS=M; 160 

449987; AW079749; Hs.1B4719; ESTs, Weakly similar to ALU1.HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (Hsapiensfc 

ABC trail ABC membrane,lon_trans; 160 
403142; : ; NMJW2706':Homo sapiens protein phosphatase IB (formerly 2Q. rriagnesiunvdependent. beta isoform (PPM1B), mRNA.; PP2C;TM=M;; 3.60 
400844; ; ; NMJ)03105*:Homo sapiens sortiflrKelated receptor. L(DLRdass) A repeats^ ntaining (SORL1), mRNA.; 

EGF.m3,ldLrecepLaldl_^^ 
450152; AI138635; Hs.2868; Homo sapiens clone IMAGE:451939, mRNA sequence: ig,pklnase.none; 3.59 
429782: NM_005754; Hs.220689; Ras-GTPase-acfivaling protein SH34omatn-binding protein; rrm,NTF2;TM=M;; 3.59 
436469; AK001455; Hs.5198; Down syndrome critical region gene 2; none;SS=M; 159 
437400; AB011542; Hs.5599; EGMke-domatn, multiple 5; TNFR_c6,lamlnin_EGF;TM=Y;; 158 
426797; AW936258; Hs.342849; ADP-ribosylation factor-like 5; arf.Ca_channel_B.SH3: 3.58 
431170; AW971246; Hs.291022; ESTs; LRR,CARD,none; 3.58 

43454?, AA769310; Hs.61260; hypothetical protein FU13164; PH.Oxysterd_BP;TM=M;SS=M; 3.58 
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420181; AI380089; Hs.1 58951; ESTs; none,ig,pkmase,LRR,LRRCT; 3.57 

450572; AI700863; Hs.202494; Homo sapiens cDNA FU13245 fis, done OVARC1000681; Na_sulph_.symp.none; 3.57 
433618; AA602539; Hs.345494; ESTs; G-a!pha,Ajieamlnase; 157 

452695; AW780199; Hs.30327; mitogen-acGvated protein kinase-aclivated protein kinase 5; pkinase.none; 3.57 

418512; AW498974; ; dlacylgrycerol kinase, zeta (104kD); ras.none; 3.57 

451752; AB032997; Hs.26966; KIM1171 protein; ATP-synLC.TBC;TM=Y;SS=M; 3.57 

417129; AI381800; Hs.300684; calcitonin gene-related peptide-reeeptor component protein; nonejione; 157 

449474; AA019344; Hs.2055; ubiquilin-activaling enzyme E1 (A1S9T and BN75 temperature sensitivity complementing); TNF,U8ACT,pkinase,UCH-2,U(>i-1,rrm.zf-C2H2^f- 
RanBP.G-patch; 3.57 

412124; H43378; Hs.288550; Homo sapiens cDNA: FU23156 lis, done LNG09509; none,none; 3.56 
435021; AA922192; Hs.54709; ESTs; EPHJbd,pkinase,fn3,SAM,none; 3.56 

431341; AA307211; Hs.251531; proteasome (prosome. macropain) subunit, alpha type, 4; proteasome;TM=M;; 3.56 

437387; Al 198874; Hs.28847; AD026 protein; none.7tmJ.WD40; 3.56 

422583; AA410506; Hs.27973; K1AA0874 protein; ank.G-alphaJMsW; 3.56 

452102; U04343; Hs.27954; C086 antigen (CD28 antigen ligand 2, B7-2 antigen); none;TM=Y;SS=M; 3.56 

4201 12; NNL005109; Hs.95220; oxidatlve-stress responsive 1; pkinase;TM=M;; 3.55 

437639; AA827712; Hs.291880; ESTs; SHlnone; 3.55 

457500; NM_002759; Hs.274382; protein kinase, tnterferon-mdudbte double stranded RNA dependent; dsrm,pkinase;TM=M;; 3.55 
415660; AI909007; Hs.78563; ubiouiDivcbnjugafing enzyme E2G 1 (homologous to a elegans UBC7); UQ_con;TM=M;; 3.55 
423393; R37772; Hs.21420; p21-activated protein kinase 6; pWnase,PBD;TM=M;; 3.55 

428727; AF078847; Hs.191356; general transcripfion factor IIH, polypeptide 2 (44kD subunil); PH04,UM;TM=M;; 3.55 
411190; AA306342; Hs.69171; protein kinase Wke 2; pWnase l pkinase_C,HR1;TM=M;; 3.55 
408683; R58665; Hs.46847; TRAP and TNF receptor-associated protein; Exo_endo_phos;TM=M;; 3.55 

412350; AI659306; Hs.73826; protein tyrosine phosphatase, non-receptor type 4 (megakaryocyte); Yjjhosphatase,Band_.41,PDZ;TM=M;; 3.55 

446742; AA23211 9; Hs.16085;putafiveG^^ ^ ^ d* BPhos hodi t,Endonud TM-M-SS Y 3.55 

414888; AL039185; HsJ7558; thyroid hormone receptor interactor 7; HMG14_17,none; 3.55 
424848; AI263231; Hs.327090; EST; SH3,PDZ,Guanytate_kin,none; 3.54 

402704; ; ; C1001099*:gil6005896|reqNP_009101.1| testis-specSic protein kinase 2 (Homo sapiens] gi)4; none,none; 3.54 

444099; D87432; Hs.10315; solute carrier family 7 (cationic amino acid transporter, y system), member 6; aa_permeases;TM=Y;SS=M; 3.54 

429687; AI675749; Hs.211608; nucleoporin 153kD; zf-RanBP,mtegrin_B;TM=M;; 3.53 

413879; AA132961; Hs.212533; Homo sapiens cDNA: FU22572fis, clone HSI02313; none.none; 3.53 

431045; AW968560; Hs.301957; nudix (nucleoside diphosphate linked moiety X^-type motif 5; NUD1X^ecY,E1_dehydfog,transketpyr,TM=Y;SS=M; 3.53 

423855; AA331761; Hs.254859; ESTs; none,pkir^UCLcon,vwa,FGWjntegnaA 3.53 

440682; AW3621 52; Hs.27181; nuclear receptor binding factor-2; cycnn,bZlP;TM=M;; 3.52 

410686; AI733735; Hs.1 14905; 1RE1, S. cerevisiae, homolog of; pkinase,Bacteriai„PQQ;TM=M;SS=M; 152 

449810; AB008681; Hs.23994; activin A receptor, type IIB; pkinase,Aclh/lnjecp;TM=Y;SS=M; 3.52 

418755; Y14443; Hs.88219; zinc finger protein 200; zf-C2H2,zf-BED;TM=M;; 3.52 

448804; AW512213; Hs.342849; ADP-nbosytafion factor-Eke 5; an\Ca_channd_B,SH3; 3.52 

438507; AA809052; Hs.182018; ESTs; none.none; 152 

455559; AI336273; Hs.102548; glucocorticoid receptor DNA binding factor 1; none,PAS; 151 

41 0054; AL1 20050; Hs.58220; Homo sapiens cDNA: FU23005 fis. clone LNG00396. highly similar to AF055O23 Homo sapiens done 24723 mRNA sequence; 

RasGAP.adenyiatekinase; 3.51 
422321; AA906427; Hs.181035; hypothetical protein MGC11296; none;TM=Mn 3.51 
445701; AF055581; Hs.1 31 31; lymphocyte adaptor protein; SH2.PH;TM=M;; 3.50 

407393; AB038237; ; gfcHomo sapiens mRNA for G protelrwoupled receptor C5L2, complete cds.; 7tm J ;TM=Y;SS=M; 150 

443303; U67319; Hs.9216; caspase 7, apoptosis-relaled cystelnB protease; pkmase,lCE_p10 l ICE_p20;TM=M;SS=M; 150 

420673; AB0081 12; Hs. 99847; peroxisome biogenesis factor 1; AAA^PSJdnase;TM=M;SS=M; 149 

424663; NM_002351; Hs.151 544; SH2 domain protein 1 A, Duncan's disease {lymphoproliferath/e syndrome); SH2;TM=M;; 149 

429327; AA283981; Hs.199248; prostaglandin E receptor 4 (subtype EP4); 7tm_1;TM=Y;SS=M; 149 

400178; ; ; Eos Control; rtone,Somatomedin_B; 149 

439549; AW937885; Hs.137314; ESTs; SH2,none; 3.49 

436345; AA673008; Hs.121572; ESTs; CARD,BIR^f-C3HC4 1 CARD,BIR^C3HC4; 3.49 
427658; H61387; Hs, 30868; nogo recepton LRR,LRRNT,LRRCT;SS=M; 148 

402833; ; ; C10Q2508^il6691937|emb|CAB65797.1| (AL096770) DA150A6.2 (novel 7 transmembrane receptor; nonwne; 3.48 

442363; AI337304; Hs.23120; PIST; fh3,pWnase,PDZ,DUF13$TM=Y;SS=M; 3.48 

409132; AJ224538; Hs.50732; protein kinase. AMP-acbvated, beta 2 norvcatatytic subunil; none;TM=M;; 3.47 

417971; Y08991; Hs.83050; phc5pholnosn1de-3*mase, regulatory subunft 4. p1 50; pkfoase,WD40,HEAT;SS=M; 3.47 

432169; Y00971; Hs.2910; phosphoribosyl pyrophosphate synthetase Z Pribosyttran;; 3.47 

447425; AI963747; Hs.1 8573; acytphosphatase 1, erythrocyte (common) type; Acylphosphatase;SS=M; 3.47 

427231; AW851989; HS.285B14; sprouty (Drosophila) homolog 4; SH2.SH3;TM=M;SS=M; 146 

401 851 ; ; ; NM_0Q2401*;Homo sapiens mUogerv-activated protein kinase Mnase kinase 3 (MAP3K3), mRNA.; pktnase;SS=M; 146 

407877; AW01681 1; Hs^34478; Homo sapiens cDNA: FU22648 fis, done HSI07329; pkinase.pkinase„C.none; 3,45 
432279; N95104; Hs.274260; ATP-Wndlng cassette, sub-family C (CFTR/MRP). member 6; ABCJran.ABC^membrane.nona; 145 
437103; AW139408; Hs.152940; ESTs; ChdineJdnase,none; 145 

420338; AA825595; Hs.88269; Homo sapiens, done MGC:17339, mRNA, complete cds; 7tm_1;TM=Y;SS=M; 144 
422209; AF005210; Hs.113222; chemoWne (C-C motif) receptor 8; 7tm_1,7tm_2;TM=Y;SS=M; 144 
410781; AI375672; Hs.165028; ESTs; pkmase,lam!itmjltem\l^ 3.44 
437296; AA350994; Hs,20281; WAA1700; Rhodanese,DSPc;TM=M;; 3.43 

419855; AI935182; Hs.144139; ESTs; zf-C3HC4.UBA.Cbl JI,CbLN2.CN_N3.zf-^^ 143 
433336; AF017986; Hs.31386; secreted frizzted-felated protein 2; Fz,NTR;SS=M; 3.43 
428483; AI908539; Hs.184592; KIAA0344 gene product none.none; 3.43 

4451 19; AF035121; Hs.12337; kinase insert domain receptor (a type 111 receptor tyrosine kinase); ig.pkinase;TM=Y;SS=M; 3.42 
454468; A1590319; Hs.19122; eukaryofic translafion initiation factor 4E-Bke 3; none,Neur_*an_LBD,Neur_charunemb.lF4E; 3.42 
410386; W26187; Hs.3327; Homo sapiens cDNA: FU22219 fis. done HRC01637; pkinase ? Guanylate_kinPDZ.SH3.U7.none; 142 
422907; AI879263; Hs.77273; Human glucose transporter pseudogene; none,none; 142 
449816; AI701457; Hs.38694; ESTs; SET,BAH,PK,PK_.C; 3.42 

440074; AA863045; Hs.10669; ESTs, Weakly similar to T00050 hypothetical protein KIAA0400 [H.saplensl; SHlank,tubunn-bindingArfGap.PH;TM=M;SS=M; 142 
425475; W56339; Hs,107057; ESTs; pWnasejione; 3.42 

401242; AB028989; ; mitogen-activated protein kinase 8 interacting protein 3; (^JmotTGF-beta,vwa,vwc,vwd,TIL,DUF139;SS=M; 3.41 
429276; AF056085; Hs.19861 2; G protein-coupled receptof 51; 7tm_3^NF_receptor.bZlP;TM=Y;; 3.41 
445800; AA126419; Hs.32944; inositol polyphosphate^phosphatase. type 1. 107kD; none,none; 3.41 
410908; AA121686; Hs.10592; ESTs; GTP_EFTU,GTP^EFTU_03.GTP_EFTU_02j 1 one; 3.41 
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452960: AK001335; Hs.31 137; protein tyrosine phosphatase, receptor type, E; Y_phosphatase.none; 140 

447898; AW969638; Hs.112318; 6.2 kd protein; none,none; 3.40 

450402; BE218027; Hs.89969; ESTs; SH3,none; 3.40 

441466; AW673081; Hs.54828; ESTs; pkinase,zW2H2 ( KRAB,none; 3.40 

40B546; W49512; Hs.46348; bradytonin receptor B1; 7tm_1;TM=Y;SS=M; 3.40 

41 0927; T77635; ; gb.yc91h06.r1 Scares Infant brain 1 NIB Homo sapiens cDNA done 5', mRNA sequence; none,none; 3.40 
409646; AW161 391; Hs.709; deoxycytidine Wnase; dNK;SS=M; 3.39 

417165; R80137; Hs.302738; Homo sapiens cDNA; FU21425 fis. done COL04162; Sulfate_transp t STAS.HMG_box; 3.39 
449343; AM 51418; ; protein phosphatase 3 (formerly 2B), catalytic subunit, alpha isoform (caktoeurin A alpha); none.none; 3.39 
45051 1; R07423; Hs.85092; thyroid hormone receptor inleractor 11; MyosinJail,EGF; 139 
414271; AK000275; Hs.75871; protein kinase C binding protein 1; brornodomain.PHD.PWWP,zf-MYND;TM=M;; 3.38 
418428; Y12490; Hs.85092; thyroid hormone receptor tnteractor 11; bZ!P 1 krnesin,GTP_cydohydrol,M;TM=M;; 3.37 
422369; AF005216; Hs.115541; Janus kinase 2 (a protein tyrosine Wnase); SH2.pkinase;TM=M;; 3.37 
456451; AI761180; Hs.94211; rcdl (required for cell differentiation, S.pombe) homolog 1; none;TM=M;; 3.37 
438543; M810141; Hs.192182; ESTs; SH2,pkin8se,none; 3.37 

401943; NMJJ12434; ; solute carrier family 17 (anion/sugar transporter), member 5; none;TM=M;; 3.36 
415276; U88666; Hs.78353; SFRS protein kinase 2; pkinase;TM=M;; 3.36 

447881; BE620B86; Hs75354; GCN1 (general control of amino-acid synthesis 1 t yeast)-like 1; pklnase.pkinase; 3.35 
434533; AA639257; Hs.292549; ESTs; SH3,PDZ,Guany!ateJdn.none; 3.35 

432639; AW973785; ; gb:EST385886 MAGE resequences, MAGM Homo sapiens cDNA, mRNA sequence; none.IRK; 3.35 
410678; BE540516; Hs.293732; hypothetical protein MGC3195; Armadillo_$eg;TM=M;SS=Y; 3.35 
402807; ; ; ENSP00000235229:SEMB.; integrin_B,Sema,PSI;TM=Y;; 3.35 
420189; AW296380; Hs.95821; osteoclast stimulating factor 1; SH3,ank;; 3.34 

437389; AL359587; Hs.271588; hypothetical protein DKFZp762M115; secY.ELdehydrog.lranskeLpyr.none; 3.34 
453423; NMJK)2647; Hs,32971; phosphdnosiBde-3-kinase, class 3; R3_Pl4_kinase,PI3Ka,PI3K_C2;TM=M;; 3.34 
414270; L20852; Hs.347527; solute earner family 20 (phosphate transporter), member 2; Enterotoxin_APH04;TM=Y;SS=M; 3.33 
417479; AI057052; ; ESTs, Weakly similar to Z195jiUMAN ZINC FINGER PROTEIN 195 (H^aplens]; LRR.CARD.none; 3.33 
424946; M64572; Hs.153932; protein tyrosine phosphatase, nonreceptor type 3; Band_41,PDZ,Yj)hosphatase,none; 133 
452681 ; AF1 53330; Hs.30246; solute carrier family 19 (thiamine transporter), member 2; Fdate_carrier;TM=Y;SS=M; 3.33 
426477; AA379464; ; gb:EST92386 Skin tumor I Homo sapiens cDNA 5* end. mRNA sequence; DUF6.MATH.BTB; 3.33 
438283; A145B931; Hs.37282; ESTs; none l transmembrane4; 3.33 
421327; AA837295; Hs.188802; ESTs; none,IMP4,Yj)hosphatase; 3.33 

432481; AW451645; Hs.151504; Homo sapiens cDNA FU11973 fis. done HEMBB1001221; larwnln.G.Collagen.COLFI.CorA.TSPN.none; 3.33 

452682; AA4561 93; Hs.9071 ; progesterone membrane binding protein; homeobox,none; 3.32 

428997; AF065391; Hs.19471 8; zinc finger protein 265; zf-RanBP;TM=M;; 3.32 

43221 1; BE274530; Hs.273333; hypothetical protein FU 10986; FGGY_QTM=M;; 3.31 

443601; AI078554; Hs.15682; ESTs; ank,pkinase,death l Ribosomal„S14; 3.31 

430597; AF062006; Hs.285529; G protein-coupled receptor 49; 7tn\_1 ,LRR,LRRNT;TM=Y;SS=M; 3.31 

419912; AF249745; Hs.6066; Rho guanine nudeofide exchange factor (GEF) 4; SK3,PH,RhoGEF;TM=M," 131 

400380; NM_018485; Hs283079; G protein-coupled receptor C5L2; 7tmJ;TM=Y;SS=M; 3.31 

415983; AI436798; Hs.1 17078; Homo sapiens cONA: FU23028 fis, clone LNG01852. highly similar to HSU08023 Human cellular protooncogene (wner) mRNA; 

fn3,rg,pkinase;TM=Y;SS=M; 131 
441054; AA913591; Hs.126480; ESTs; none,7tmJ: 3.31 
418342; BE002723; ; lepfin receptor; lCE_p20 t DED,ICE_p10,ICej)20,DED; 131 
446128; AW836779; Hs.113029; ribosomal protein S25; nonejtmj; 131 

425086; AW957571; Hs.12319; Homo sapiens cDNA FU12774 fis. done NT2RP2001663, moderately similar to ENOLASE (EC 42.1.1 1); none,Guanytate_km.PDZ,SH3; 3.31 
425725; NM.012243; Hs.159322; sdute carrier family 35 (UDP^-acatytgtucosamine (UDP-GlcNAc) transporter), member 3; DUF6;TM=Y;SS=M; 130 
422608; AW160644; Hs.118695; potassium voltage-gated channel, subfamily G, member 1; ionJransXtetra;TM=Y;; 130 
429061; Y14039; Hs.195175; CASP8 and FADCMike apoptosts regulator; ICE_p20 t DED;TM=M,~ 3-30 

433656; AW974941; Hs.292385; ESTs, Weakly similar to 178885 senne/mreonlne-specific protein kinase (Hsapiensl; pkinase.ABCI.none; 130 
413132; NMJJ06823; Hs.75209; protein kinase (cAMP-dependent, catalytic) inhibitor alpha; PKI;SS=M; 130 
402603; ; ; ENSP00000251206*:KIAA0778 PROTEIN (FRAGMENT).; none;TM=Y;; 3.30 
418801; AA228366; Hs.1 15122: ESTs; mtegnXAF(W3AP,none; 130 

400275; ; ; NM.00651 3*:Homo sapiens seryi-tRNA synthetase (SARS), mRNA. (SAM68), mRNA.; tRNA-synL2b.Seryl_tRNA_N;TM=M;; 3.29 

440286; U29589; Hs.7138; cholinergic receptor, muscarinic 3; 7tm_1;TM=Y;; 129 

409101; NM_004297; Hs.50612; guanine nucleotide binding protein (G protein), alpha 14; &alpha,none; 129 

432736; AA788898; Ks. 179902; transporter-fike protein; none;TM=Y;SS=M; 3.29 

408738; NM 014785; Hs.47313; WAA0258 gene product none;TM=M; 129 

443195; BE148235; Hs.193063; Homo sapiens cONA FU14201 fis, clone NT2RP3002955; Aajrans.none; 3.29 

405328; ; ; NM_005391 :Homo sapiens pyruvate dehydrogenase kinase, isoenzyme 3 (PDK3). mRNA; HATPase_c;SS=M; 126 

418764; N30531; Hs.42215; protein phosphatase 1, regutatoy subunit 6; none.none; 3.28 

408756; AA524743; Hs.44881. ESTs;Arn^no„segJB8,DEAD,he5c3Se_C,Sec63 l DDT,PKD 1 bromodc^ 3.28 

415474; NM.014252; Hs.78457; solute carrier family 25 (mitochondrial carrier; ornithine transporter) member 15; mito_carr;TM=M;; 3.28 

417805; U38545; Hs.82587; phosphdipase D1, prmphaMyteholir^rjecific; PH,PLDc,PX;TM=M;; 128 

410254; BE004131; Hs.318510; Homo sapiens cDNA FU13682 fis, clone PLACE2000015, weakly similar to EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE 

SUBSTRATE 15; efhand.none; 328 
443968; AA287702; Hs.10031; KIAA0955 protein; CARD;TM=M;SS=M; 3.28 
438899; AF0B5833; Hs.135624; ESTs; rrarie,R3_R4Jdnase,Pl3Ka,PI3K^(^PI3}Ot)d.PI3rU>85B; 327 
415663; AW296B41; Hs.313332; ESTs; UQ_con.Neur_chaji^LBD.Neur_chan_memb; 3.27 

414087; W1971 2; ; gb3b36d03.r1 Soares _parathyroid_tumor_NbHPA Homo sapiens cONA done 5\ mRNA sequence; pk}nase,none; 327 

442833; AA328153; Hs.88201; ESTs, WeaMy similar to A Chain A. Crystal Structure Of The Human Acyl Protein Thioesterase 1 At 1.5 A Resolution [Ksapiens]; 

abhydrolase_2;TM=M;;3.27 
444754; T83911; Hs.11881; transmembrane 4 superfamily member 4; none;TM=Y;SS=M; 3.26 
432579; AF043244; Hs.278439; nudeolar protein 3 (apoptosis repressor with CARD domain); CARD;TM=M;; 3.26 

458943; AW249181; Hs.19954; ESTs, Weakly simitar to T19873 hypolhetical protein C41C4.2 - Caenorhabdifis elegans ICdegansfc none,pkinase,RGS; 326 
41 1974; AW880414; Hs.84264; acidic protein rich in teudnes; E1-E2J^TPase l Cation^TPase_C,CationJVTPas€_N,HYdrol3se.asp; 326 
437145; AF007216: Hs.5462; solute carrier family 4, sodium bicarbonate cotransporter, member 4; HC03_colransp;TM=Y~ 326 
423387; AJ012074; ; vasoactive intestinal peptide receptor 1; 7tm J,HRM,CSD;TM=Y;SS=M; 3.25 
442643; U82756; Hs.3991; PRP4/STK/WD spHdng factor, WD40;SS=M; 325 

417525; R93355; Hs.192991; ESTs. Weakly similar to ALUB.HUMAN !!!! ALU CLASS B WARNING ENTRY Ul (Ksaptans]; SW,ig,pWnase,PH,sr^trinJ^hoGEF;SS=M; 3.25 
412283; BE069084; ; gb:QV3-BT0379-140100M)58^12 BT0379 Homo sapiens cDNA, mRNA sequence; tonJrans,RYORJTPR,MIR^one; 325 
411213; AA676939; Hs.69285; neuropifin 1; MAM.F5_F8_type_C.CUB.CUB l MAM.F5_F8^type_C; 3.25 
40O352; AF227133; ; taste receptor, type 2. member 7; none;TM=Y;SS=M; 325 
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402974; ; ; Target Exon; Y_phosphatase,GnRH,hormone5,hormone4; 3.25 

407644; D16815; Hs.37288; nuclear receptor subfamily 1, group D, member 2; hormaiejec.zf-C4;TM=M;SS=M; 3.25 
421654; AW163267; Hs.106469; suppressor of varl (S.cerevislae) 3-Cke 1; he!tcase_C;SS=M; 3.25 
438022; AW517524; Hs.135201; NO02 protein; I^R,CARD,GTP_COC.Wal^he!icase1;TM=M;; 3.24 
449964; AW001741; Hs.24243; hypothetical protein FU10706; pkinase;TM=M;; 3.24 

428816; AA004986; Hs.193852; ATP-binding cassette, sub-family C(CFTR/MRP), member 2; EGF t sushi,trypsin,CUB,ABC - .tran < ABC_membrane;SS=M; 3.24 
427319; AW631495; Hs.27135; BksH receptor-associated protein BAP29; fi!ament;TM=Y;SS=M; 124 
421970; AF227156; Hs. 110103; RNA polymerase I transcription factor RRN3; 

aaj>ermeases.pyridoxaljJeC^^ 
411887; AW182924; Hs.128790; ESTs; pkinase;TM=M;;l24 
430180; AA331406; Hs.75456; A kinase (PRKA) anchor protein 10; RGS;SS=M; 3.24 
410267; AW978005; Hs.12600; N-ethytma!eimide-sensitive factor attachment protein, beta; none,NTF2; 3.23 
41 0240; AL157424; Hs.61 289; synaptojanin 2; Exo.endojjhos,SyjXN,frni,Gram-vejxirins;TM=M;; 3.23 
434510; AF143885; Hs.18190; EST; SHlFCHnone; 3.22 

422592; BE0S1857; Hs.9421 1; rcdl (required for cell differentiation, S.pombe) homotog 1; norie,PI-PLC-X,PH.PI-PLC-Y,C2; 3.22 

439803; AA001021; Hs.6685; thyroid hormone receptor interactor 8; none,none; 3.22 

448520; AB002367; Hs.21355; doublecorfin and CaM kinase-like 1; pWnase,DCX;TM=M;; 122 

409245; AA361037; Hs.28B036;tR^isop«ntenylpyrophosphate transferase; Armadaio_seg;TM=M;; 3.22 

458946; AA009716; Hs.42311; ESTs; none,DSPc.Y_phosphatase; 3.22 

409048; H59990; Ks.37699; ESTs; ArmadiDo_seg,IBB,none; 3.22 

420357; U94333; Hs.97199; complement component C1q receptor; EGF 1 !ectin_c,Tissue_fac,Xrink,TlL;TM=Y;SS=M; 3.22 
426230; AA367019; Hs.241395; protease, serine, 1 (trypsin 1); trypsto,loxin_4;SS=M; 3.21 

411352; NM_002890; Hs.758; RAS p21 protein activator (GTPase activating protein} 1; SH2,SH3,C2,PH 1 RasGAP;TM=M;SS=M; 3.21 

438333; R39382; Hs.25263; cydirwfependent kinase B; pkinase,none; 3.20 

414202; BE275653; Hs.270379; transmembrane 6 superfamity member 1; 7tm_5,none; 3.20 

429651; 079248; Hs.279B70; ESTs, Weakly similar to A46010 X-tinked retinopathy protein [H.saptensl; MgtE,none; 3.20 

400987; ; ; C11000939rgiJ1 1464993lreflNP_065260.1| gene for odorant receptor M0R83 [Mus musculus] gi[6; none;TM=Y;SS=M; 3.20 

413760; 225101; Hs.25127; Homo sapiens mRNAforKIAA1725 protein, partial cds; none,ank,ArfGap; 3.20 

408468; AI909712; HS.93B37; phosphatidylinositot transfer protein, rnembrane-associated; PX,PH,PLDcPH,PLDcPX; 3.20 

409463; AI458165; Hs.17296; hypothetical protein MGC2376; K_tetra;TM=M;; 3.20 

425910; AA830797; Hs.1 84760; CCAAT-box-binding transcription factor; none;TM=M;; 3.19 

423798; AF047033; Hs.1 32904; solute carrier family 4, sodium bicarbonate cotransporter, member 7; HC03j»transp;TM=Y;SS=M; 3.19 

407753; AL045916; Hs.293419; ESTs; Ephrin.none; 3.19 

419355; AA428520; Hs.90061; progesterone binding protein; heme_1;TM=Y;SS=M; 3.19 

454128; AL031259; Hs.41639; programmed cefl death 2; zf-MYND;TM=M,~ 3.19 

421202; AF193339; Hs.1 02506; eukaryotlc translation initiation factor 2-a!pha kinase 3; pkinase;TM=Y;SS=M; 3.19 

44636a, N42553; Hs.267914; homotog of mouse transient receptor potentiatyhosphoEpase (^interacting kinase CHaK; hypothetical protein FU201 17; 

tonJrans,MHCK_EF^kinase;TM=M;; 118 
458882; R34993; Hs.226666; ESTs, Moderately similar to I54374 gene NF2 protein fH^aplensJ CRAUTOO.PKI; 3.18 
424124; AA335609; Hs.7589; ESTs, Weakly similar to A46010 X-Hnked retinopathy protein Irisaptensl; pkinaseJBC; 118 
444745; AF1 17754; Hs.1 1861; thyroid hormone receptor-associated protein, 240 kDa subunit; none;TM=M;; 3.1 8 
426399; AA6525B8; Hs.301348; Homo sapiens cDNA FU13271 fis, done OVARC1001000; SH3.HS1_rep.none; 3.18 
425836; AW955696; Hs.90960; ESTs; CbLN,CbLN2,CbI_N3,UB\zf-C3HC4,none; 3.18 

403335; ; ; NMJJ21 815:Homo sapiens solute carrier family 5 (choline transporter), member 7 (SLC5A7), mRNA.; SSF;TM=Y;SS=M; 3. 17 
428788; AF0822B3; Hs.193516; B-ceB CUUIymphoma 10; CARD;TM=M;; 3.17 

429558; AI391454; Hs.20725l; nucleolar autoantigen (55kO) similar to rat synaptonemal complex protein; none;SS=M; 3.17 

440248; AA876138; Hs.153136; ESTs; SH2,none; 3.17 

423706; U95218; Hs.131924; G protein-coupled receptor 65; 7tm_1;TM=Y;SS=M; 3.17 

429752; H52348; Hs.36636; ESTs; pkmase,pkrnase; 3.17 

446163; AA026880; Hs.25252; Homo sapiens cDMA FU13603 fis. done PLACE1010270; none;NA;NA; 3.17 

456773; AI038192; Hs.129764; EGF-Hce repeats and discotdin Wke domains 3; rim I SH3^os)n_headJQ,MyTH4,EGF l F5_re_type_C,Ba7Ki_^ 3.17 
434392; AW983709; Hs.250B24; Homo saptens cDNA: FU23435 fis. done HRC12631; pkinase,none; 3.16 
435972; W9508B; Hs.114198; ESTs; pkmase,OPR,none; 3.16 
441401; A1824338; Hs.126891; ESTs; T1ssueJac;TM=M;S$=M; 3.16 

410497; A1157648; Hs.1 57078; Homo sapiens cDNA FU12793 fis, done ^21^2002033; none,none; 116 

401 1 13; H25530; ; solute carrier family 22 (organic cation transporter), member 1-Jike; none;SS=M; 11 6 

424833; NMJW3894; Hs.153405; period (Drosophlla) homotog 2; PAS;SS=M; 115 

453880; AI803166; Hs.28462; ESTs, Weakly similar to 138022 hypothetical protein (H^apiens); HSP70.none; 3.15 

435391; AA704588; Hs.58934; ESTs; PlP5K.none; 3.15 

428065; AI634046; Hs.157313; ESTs; IC^J)20,DED.ICEj)10,tCEj»20,DED; 3.15 

4526B8; AA721140; Hs.49930; ESTs, Weakly similar to putative p150 (H^aptensj; SH3,none; 115 

426839; M74782; Hs.1 72689; mterteukin 3 receptor, alpha (low affinity); none;TM=M;SS=M; 115 

421247; BE391727; Hs.102910; general transcription factor IIR pofypepBde 4 (52kO subunit); none;TM=M;; 3.14 

440249; AI246590; Hs.249175; ESTs; TatDJ3Nase,pkJnase,dea1h,none; 3.14 

409619; AK001015; Hs.55220; BCL2-assoclated alhanogene 2; BAG;TM=Mn 113 

446135; AW130288; Hs.170318; hypothetical protein FU10147; rwrmone_rec,zf-C4;SS=M; 113 

400440; X83957; Hs.83870; nebuBn; SH3,Nebutin;; 112 

409099; AK000725; Hs.50579; hypofoefJcai protein FU20718; Armacfilb_seg;TM=M^ 3.12 
434237; AF1 19908; Hs.235516; hypothetical protein PR02955; none;SS=M; 112 

428179; AI127772; Hs.279696; ESTs, Weakly similar to I38022 hypothetical protein lH.sapiens|; pkinase,PX.planase_C;SS=M; 112 
422824; NMJJ12108; Hs.121128; BCR downstream signafing 1; SH2,PH;TM=fJfc 111 

409745; AA077391; ; gb:7B14E12 Chromosome 7 Fetal Brain cDNA Library Homo sapiens cDNA ctone 7B14E12, mRNA sequence; 7tm_Vf-C3HC4,fh3,SPRY.KRAB,zf- 

C2H2,rve.zf-B_box;TM=Y;SS=M; 3.1 1 
435411; AW444619; Hs.138211; ESTs; none,pkinase; 111 
424852; AI222779; Hs.144848; ESTs; adenytatekinase,SH2,pkJnase,none; 111 
441970; AW959918; Hs.155160; ESTs; rrm,zf-C2H2; 111 

453370; A1470523; Hs.139336; ATP-binding cassette, sub-family C (CFTR/MRP), member 4; ABC_tran^BC_membrane;TM=Y;; 3.1 1 
4132B5; BE07B405; ; gb:QV2-BT0617-080300-071-g03 BT0617 Homo sapiens cDNA, mRNA sequence; GCV_T;SS=M; 110 
429458; BE161832; Hs.292689; ESTs; pkinase ( bZIP^rmadiIlo_.seg,fione; 110 

401185; ; ; NMJ)21625:Homo sapiens vanObcd receptor-related osmotically activated channel; OTRPC4 protein (OTRPC4). mRNA.; ank,ion_trans;TM=Y;; 3.10 

404537; Z258B4; ; chloridB channel 1 . skeletal musde (Thornsen dfeease, autosomal dominant); none;TM=Y;; 110 
417089; H52280; Hs.1 8612; Homo sapiens cDNA: FU21909 fis, ctone HEP03834; voItage^aCCBS.none; 3.09 
450792; AA400323; Hs.183041; ESTs; none,ABCjren; 3.09 

580 



WO 03/042661 



PCT/US02/36810 



420361; N92054; Hs.194718; zinc finger protein 255; zf-RanBP,7tm_1; 3.09 
444040; AF204231; Hs.182982; golgin-67; SH3,C2PH,RhoGEF,efhand;TM=M;; 3.09 
416990; AF124145; Hs.80731; autocrine motaity factor receptor; zf-C3HC4,CUE;TM=Y;; 3.09 
442215; AI703172; Hs.1 29005; ESTs. WeaWy simaar to 2109260A B cell growth factor [ftsapienst none.none; 109 
5 4241 87; AA336561 ; Hs. 17287; ESTs. WeaWy similar to S26689 hypothetical protein hc1 - mouse [M.muscutust IRK,none; 3.09 
426523; AA382826; Hs.132793; ESTs; none;TM=M;; 3.08 
419577; L36531; Hs.91296; integrin, alpha 8; integrm^.FG-GARTM=Y;; 3.08 
426618; AL036456; Hs.171374; smg GDS-ASSOCIATED PROTEIN; Arrnadillo_seg;TM=M;; 3.08 

445133; AW157646; Hs.153506; ESTs; elhand,spectrin,GAS2,SH3.flectinMXyloseJs^ 3.08 
1 0 423681; AB023215; Hs.131525; Homo sapiens mRNA; cDNA DKFZp434E199 (fromcione DKFZp434E199); partial cds; TTL;TM=M;; 3.08 
428730; AA625947; Hs.25750; ESTs; HECT.none; 3.08 

427976; AW977808; Hs.80545; mitogen-activated protein kinase 8 Interacting protein 2; RibosomaLL37e,pkinase; 3.08 
412448; L12964; Hs.73895; tumor necrosis factor receptor superfarrHly, member 9; TNFR_c6;TM=Y;SS=M; 3.08 
416814; AW192307; Hs.B0042; dolichyt-P-Gte:Man9GlcNAc24V^Jo!ichylglucosyltrarsferBse; A)g6_Alg8,7tmJ;TM=Y;SS=M; 3.08 
1 5 427395; AW298741; Hs.97861 ; ESTs, Moderately similar to 138022 hypothetical protein [HsapiensJ; none.aldeoTi.aakinase: 3.08 
436267; AW450938; Hs.180115; ESTs; none,PFK; 3.07 

422309; U79745; Hs.1 14924; solute carrier family 16 (rnonocarboxylfc acid transporters), member 6; sugar_tnTM=Y;SS=M; 3.07 
439238; N47305; Hs.46668; ESTs; 7tm_1;TM=Y;SS=M; 3.07 

458760; AI49B631; Hs.1 11334; ferritin, light polypeptide; cystaUn,ferritin,Rlstone,HC03j»trare^^ 3.07 
20 424236; AW05811 4; Hs.7837; phosphoprotein regulated by mitogenlc pathways; pklnase;TM=M;; 3.06 

427286; AW732802; Hs.21 32; epidermal growth factor receptor pathway substrate 8; SH3,TonB_boxC;TM=M;; 3.06 

423878; AI907090; Hs.52891; hypothetical protein PR01853; cystatin.femtin.histone.HC^ 3.06 
419270; NM_005232; Hs.89839; EphA1; m3 1 pWnase,SAM,EPHJbd;TM=M;SS=M; 3.06 

450407; NMJ00810; Hs.24969; gamma-aminobutyric acid (GABA) A receptor, alpha 5; Neur_chan_LBD,Neur_crian_mBmb;TM=Y;; 3.08 
25 456249; AI206144; Hs.82508; HRIHFB2206 protein; none;SS=M; 3.06 

441560; F13386; Hs.7888; Homo sapiens clone 23736 mRNA sequence; pklnase,Recep_Ldomain.Furin-iike,YLPjione; 3.05 
446488; AB037782; Hs.15119; KIAA1361 protein; pkmase;SS=M; 3.05 

447495; AW401864; Hs.18720; programmed cell death 8 (aj»ptosis4nducing factor); pyrjedox;TM=M;; 3.05 
425390; AI092634; Hs.1561 14; protein tyrosine phosphatase, non-receptor type substrate 1; ig;TM=Y;SS=M; 3.04 
30 409705; M37762; Hs.56023; brain-derived neurotrophic factor; NGF;SS=M; 3.04 
413962; AA331563; Hs.24678; sphingosine-1-phosphatase; PAP2;TM=Y;; 3.04 

426578; R23027; ; gb:yh27e07.r1 Soares placenta Nb2HP Homo sapiens cDNA clone 5\ mRNA sequence; pkinase,none; 3.04 
438005; BE151746; ; gfcPM1-HTO305461299-003-a06 HT0305 Homo sapiens cDNA, mRNA sequence; pkmase.UBA.KA1 .none; 3.04 
438316; AA789249; Hs.80042; gb:aj27g08.s1 Soares_tes8s_NHT Homo sapiens cDNA clone 1391582 3\ mRNA sequence; none, none; 3.04 
3 5 452850; H23230; Hs.22481 ; ESTs, Moderately similar" to A4601 0 X-linked retinopathy protein [Rsaplens]; CB$,valtage_CLCnone; 3.03 
405266; ; ; Target Exon; arf,G-atpha;SS=M; 3.03 

402615; ; ; C1003844*:gi|6912550|reflNP 036483.1 1 olfactory receptor, family 10, subfamily J. member 1; none;TM=Y;SS=M; 3.03 
422803; W28669; Hs.139041; ESTs; transmembrane4,none; 102 

439325; AF086139; Hs.150423; cycBiMtependent kinase 9 (CDC2-reJated kinase); pkinase,Mur_ligase,MurJigase_C; 3.02 
40 416389; M18Q072; Hs.149846; integrin, beta 5; integrin_B,none; 3.02 

418836; AI655499; Hs.161712; ESTs; pkmase.Acfiviruecp,PDZ^5,death; 3.02 

438996; AW748336; Hs.110613; KIAA0421 protein; none;TM=M;; 3.02 

422676; D28481; Hs.1 570; histamine receptor H1; 7tmJ;TM=Y;SS=M; 3.02 

450267; AW505538; Hs.243620; ESTs; pWnase,none; 3.01 
45 400566; ; ; Target Exon; none;TM=Y;; 3.01 

407816; AW500857; Hs.40137; anaphase-promoting complex 1; meiotic checkpoint regulator; PI-PLOX.C2,SH2,PH,SH3,PI-PLC-Y,PAN J none; 101 

429673; AAB84407; Hs.211595; protein tyrosine phosphatase, non-receptor type 13 (APO-1/CD95 (Fas)-assoclated phosphatase); Y_phosphatase,Band_41 ,PDZ;SS=M; 3.01 

417067; AJ001417; Hs.81086; solute carrier famBy 22 {extraneuronal monoamine transporter), member 3; sugar_1r;TM=Y;SS=M; 3.00 

403212; ;;NhL019595:Homo sapiens intersectin 2 (ITSN2), mRNA. (CHRNA9). mRNA.; SH3 1 efhand,C2,PH.RhoGEF;TM=M;; 3.00 
5 0 410141; R07775; Hs.287657; Homo sapiens cDNA: FU21291 fis, done COL01963; F5J r 8Jype_C,pkinase.Ets,none; 3.00 

421059; Al 654 133; Hs.30212; thyroid receptor interacting protein 15; none.none; 3.00 

452335; AW188944; Hs.61272; ESTs; none,lRK; Z99 

437644; AA748575; Hs.136748; lectm-like NK cell receptor; lectin_c;TM=Y;SS=M; 2.99 
435876; AW612586; Hs.160271; G protein-coupled receptor 48; 7tm_1 ,LRR,LRRNT;TM=Y;SS=M; Z99 
55 429177; AA447527; Hs.207429; ESTs; 7tmJ,none; 2.99 

449289; BE466067; Hs^25660; ESTs; 3Beta_HSD,pWnase; 2.99 

454701; AW854930; ; gbPMO-CT0263-201099-003-f06 CT0263 Homo sapiens cDNA, mRNA sequence; SH2,STAT,STAT_bmd,STAT_prot,none; 299 
409995; AVY960597; Hs.129206; ESTs; pkinase.none; 2.98 
. _ 446860; AV660685; Hs.282953; ESTs; none,PP2C; 2.98 

60 438684; AA830105; Hs.194976; SH2 domain-containing phosphatase anchor protein 1; ig;TM=Y;SS=M; 2.98 
434164; AW207019; Hs.148135; serine/threonine kinase 33; pldnase;TM=M;; Z98 

403290; ; ; C1 0001 01 1^475821 2|nrf|NP_00441 1.1 1 dual specificity phosphatase 8 [Homo sapiens] gffl601; none;TM=M;; 2.97 
433556; W56321; Hs.1 11460; calctum/calmodurirHlependent protein kinase (CaM kinase) II delta; pkinasejione; Z97 
421990; T31811; Hs.110480; DC12 protein; GKAP,OUF159;TM=M.-; Z97 
65 428315; AA688152; Hs.98505; ESTs; pkinase,none; 2.97 

41 1 140; AW819463; ; gb:RC5-ST0293-061299-031-C07 ST0293 Homo sapiens cDNA, mRNA sequence; ChcrtneJdnase.Camj^transf.Sdfe^ 297 
453998; H47802; Hs.7557; FK506-bindlng protein 5; none t none; 297 
401342; ; ; Target Exon; nonejione; Z97 

453020; AL162039; Hs.31422; Homo sapiens mRNA; cDNA DKF2p434M229 (from clone OKFZp434M229); dNK,none; 2.96 
70 410976; R36207; Hs.25092; hypothetical protein MGC10744; none;TM=M;SS=M; Z96 

431074; BEQ72772; Hs.153279; ESTs. Moderately similar to A46010 X-linked retinopathy protein (UsapfensJ; none^erptn; Z96 

443829; A1067954; Hs.23348; S-phase kmase-associated protein 2 (p45); F-box,none; Z96 

400356; AF227137; ; taste receptor, type 2. member 13; none;TM=Y;SS=M; 2.95 

422559; AW247696; Hs.155639; hypothetical protein MGC12934; adh^PGK.Semialdhyde_dh;SS=M; Z95 
75 423482; BE2B0172; Hs.129228; galactokinase 2; GHMPJdnases;TM=M;; Z95 

438330; AW450572; Hs.257316; ESTs; pkinase,zf-C4,ERM,CNH,none; Z95 

414581; AA256213; Hs.72010; ESTs; none,C^acyllr3nsf,ChormeJdnase,S^ Z95 

453058; AW612293; Hs.288684; Homo sapiens cDNA FU1 1750 fis. clone HEMBA1 005568; SHZSH3,CZPH,RasGAP,none; Z95 
_ 430556; AW967807; Hs.13797; ESTs; HECT.none; Z94 

80 400471; ; ; Target Exon; none;TM=M;; 2.94 

419459; AW291 12B; Hs.278422; OKFZP586G1122 protein; Metaltophos.7tm_1; 294 

407013; U35637; ; gb:Human nebulin mRNA. partial cds; SH3,Nebulin;; Z94 

421476; AW953805; Hs.21887; ESTs; Piwi.PAZ.Piwi; 2.94 

581 



WO 03/042661 



PCT/US02/36810 



426B06; T19228; Hs.172572; hypothetical protein FU20093; ank,pkinase.UPF0073;SS=M; 2.94 

405588; ; ; NNL000299*:Homo sapiens pJakophilin 1 (ectodermal dysplasla/skin fragility syndrome) (PKP1), mRNA.; ArmadiIlo_seg;TM=M;; 2.94 

443614; AV6553B6; Hs.7645; fibrinogen, 6 beta polypeptide; none,none; 2.94 

416737; AF154335; Hs.79691; UM domain protein; LIM,PDZ;TM=M;; 193 ' 
428522; R10184; Hs.191 987; ESTs. Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY [H.sapiens]; 

none,ArfGap,PH,TNFR_c6; 193 
447818; W79940; Hs.21906; Homo sapiens done 24670 mRNA sequence; none.pkinase; 2.93 
432925; AAB78324; ; ESTs: none,none; 193 

443670; AW1 78935; Hs.238707; ESTs; RrnaAD,DENN,dDENN,uDENN;TM=M;; 2.93 

447555; AI391662; Hs.1 60963; Homo sapiens, clone MG£12318> mRNA, complete cds; none;TM=M;; 2.93 

435092; AL137310; Hs.4749; Homo sapiens mRNA; cDNA DKFZp761E13121 (from clone DKFZp761E13121); partial cds; none;TM=M;; 193 

417670; R07785; ; gb:yf1 5c06j1 Soares fetal liver spleen 1NFLS Homo sapiens cDNA clone 5* similar to contains AIu repetitive etementcontains MSR1 repetitive element ;, mRNA 

sequence; XYPPX,ABC_membrane,ABCJran; 2.93 
424148; BE242274; Hs.1741; integrin, beta 7; rntegrin3.EGF,metaithio,PSI;TI*=Y;SS=M; 2.92 

439090; H65724; Hs.347158; gb:yr76a11.r1 Soares fetal liver spleen 1NFLS Homo sapiens cDNA clone 5\ mRNA sequence; pkinase,none; 2.92 
408048; NNL007203; Hs.42322; A kinase (PRKA) anchor protein Z ParaIemmin;TM=M;; 2.92 

428796; AU076734; Hs.193665; solute carrier family 28 (sodium-coupled nucleoside transporter), member 2; Nudeoside Jra2,BPDJransp_2;TM=Y;; 2.92 

415272; AA164215; Hs.203186; ESTs; none,Exo_endo_phos,BNaAtrophin-1,B56.pkinase l ig,TPR; 2.92 

424775; AB014540; Hs.153026; SWAP-70 protein; efhand,PH,Neuregulin;TM=M;; 2.92 

439569; AW602166; Hs.222399; CEGP1 protein; EGFJNr^c6,granulin,CUB t Keratin_B2,TlL;TM=M;SS=M; 2.92 

441680; AW444598; Hs.7940; RAPt, GTP-GDP dissociation stimulator 1; Armadito_seg;TM=M;; 2.91 

444784; D12485; Hs.11951; ectonucleotide pyrophosphatase/phosphodiesterase 1; S<)mdonTedin_B,Enaonuclease,Phosr^odiesaM=Y;SS=M; 191 
400398; AF137396; Hs.283879; ubiquilin 3; 7lrnJ.Abi;TM=Y;SS=M; 2.91 
435592; AI830490; Hs.1 466; glycerol kinase; FGGY,FGGY__C;TM=M;; 2.90 
400539; ; ; Target Exon; none;TM=M;; 2.90 

403743; ; ; C1002604:gil8393668lref|NPJ)58989.1| kinase interacBng with leukemia-associated gene {st none;TM=M;; 2.90 

418913; BE046745; Hs.91579; Homo sapiens clone 23783 mRNA sequence; Y_phosphatase.IMP4.none; 2,90 

428169; A1928984; Hs.1 82793; golgi phosphoprotein 2; photoRC,UPF0118;TM=Yn 2.90 

403912; ; ; C5000394*:gi|1 2737280|ref]XPJ)066812i keratin 18 [Homo sapiens]l|6633; none;TM=M;; 2.89 

431868; BE246400; Hs,285176; acetyl-Coenzyme A transporter; none;TM=Y;; 2.89 

421 558; AB01 1 125; Hs.105749; KIAA0553 protein; none;TM=M;; 189 

444100; AA383343; Hs.221 16; COC14 (cell division cycle 14, S. cerevlslae) homolog B; Y_phosphatase,DSPc;TM=M;; 189 

447437; U07225; Hs.339; purineraic receptor P2Y, G-proteln coupled, 2; 7tmJ.SH2;TM=Y;SS=M; 189 

431512; BE270734; Hs.2795; lactate dehydrogenase A; ldhJdh_C,SH3,pkinase.UBA;TM=M;; 189 

446601 ; AI312783; Hs.1 55772; Homo sapiens thymic stromal co-transporter mRNA, complete cds; sugar Jr;TM=Y;; 189 

420747; BE294407; Hs.99910; phosphofructoklnase, platelet; PFK;TM=M;; 2.88 

449459; BE546B46; Hs.195048; ESTs; ank,ras 1 PHAfGap,HC03_cotransp; 188 

405099; ; ; Target Exon; C2.P1-PLC-Y.P W>LC-X;TM=M;; 188 

445890; AF055019; Hs.21906; Homo sapiens clone 24670 mRNA sequence; pkinase,pkinase; 2.88 

401445; ; ; NMJ21 161 *:Homo sapiens potassium channel, subfamily K, member 10 (KCNK10), mRNA^ tan_trans;TM=Y;SS=M; 187 

405480; ; ; Target Exon; none,none; 187 

400189; ; ; Eos Control; LRR,PPTA;TM=M;; 187 

450125; AA005418; Hs.158186; ESTs; CIDE-N,7tmJ.none; 187 

432056; AB040973; Hs.272385; G protelrwoupted receptor 72; 7tm_1;TM-Y;SS=M; 186 

423619; T48691; Hs.249159; adrenergic. alpha-2A-, receptor; 7tm_1.7tmJ2;TM-Y;SS=M; 186 

417381; AF164142; Hs.82042; solute carrier family 23 (nudeobase transporters), member 1; xan_ur_permease,RA; 186 

420035; F26725; Hs.187908; ESTs, Weakly similar to A47582 &cetl growth factor precursor [H.saptens]; HATPase_c,MO^.SAS^C2H2; 186 

425480; AB023198; Hs.158135; WAA0981 protein; PIP5K;SS=M; 186 

446700; AW206257; Hs.156326; Human DNA sequence from done RP11-145L22 on chromosome 6p21.32-211 Contains the gene for myelWofigodendrocyte glycoprotem MOG, 

(part of) the gene for a novel KRAB box containing C2H2 type zinc finger protein, ESTs, STSs, GSSs and a putative CpG; none;TM=M^ 186 
444595; AL121094; Hs.83572; hypothetical protein MGC14433; Yj>hosph_tase,SH2,Y_phosphatase.SH2; 185 
411331; AW83717B; ; gb:QV1-LT0037-07030r>10M11 LT0037 Homo sapiens cDNA, mRNA sequence; SH2,none; 185 
410763; AF279145; Hs.8966; hypothetical protein RJ21776; nonejone; 185 
440617; AA894880; Hs.181 181; ESTs; none^one; 185 
454071; AI041793; Hs.42502; ESTs; 7tmJ ( none; 185 

41 1040; AF007393; Hs.1 77574; protein-Wnase. interferon-lndudble double stranded RNA dependent Inhibitor, repressor of (P58 repressor); HLH;TM=M;; 185 

402183; ; ; NM_.004491*:Homo sapiens glucocorticoid receptor DNA binding factor 1 (GRLF1), mRNA.; none;SS=M; 185 

428753; AW939252; Hs. 192927; hypothetical protein FU20251; none;TM=M;; 184 

417070; Z19077; Hs.172004;fiin; fh3 t lg.SGXXSG 1 pkinase;TM=M^ 184 

458456; AI122709; Hs.153609; ESTs; bZlP^rniadmo_seg,rnn.NTF2,none; 184 

421226; AL096748; Hs.102708; DKFZP434A043 protein; Annadilto_seg,integrin_B,PSI,TlG;TM=M;SS=M; 184 

436733; BE327477; Hs.1 66941; ESTs; 7tn\_3,oxiaored_q5_N 1 Presennin.PWI; 184 

427161; AI024595; Hs.97508; a disintegrin and metalloproteinase domain 6; Ig;TM=Y;SS=M; 184 

419462; AF071076; Hs.1 12255; nudeoporin 98kD; DEAD,heIlcase_(;r^eoporaU : G I homeobox;SS=M; 183 

413658; AA055369; Hs.75456; A kinase (PRKA) anchor protein 10; none.none; 183 

400749; ; ; NM_003105*:Homo sapiens sorfiDn-related receptor, L(DLR dass) A repeats-containing (SORL1), mRNA.; 

EGF.ni3JcljecepLa.ld_recepLb 1 granutin,BNR;TM=Y;SS=M; 183 
44738 B; AW630534; Hs.76277; Homo sapiens, clone MGC:9381 , mRNA, complete cds; TB2_DP1_HVA22;TM=Y;SS=M; 183 
413243; AA769266; Hs.193657; ESTs; pkinase,zf-C4,ERM,CNH,none; 183 

423690; AA329648; Hs.23804; ESTs, WeaMy similar to PN0099 son3 protein [Rsaplens]; ion_trans.IQ.none; 182 

447993; AW139525; H£ 170362; ESTs; nonejione; 182 

423061; AI290473; Hs.44807; ESTs; integrin_B.Sema.PSI.TlG.none; 2.82 

440619; AW408586; Hs.91052; ESTs. Moderately similar to ALU5_HUMAN ALU SUBFAMILY SC SEQUENCE CONTAMINATION WARNING ENTRY (Rsapiens); 

abhydrolase_lnone; 182 
423497; U92642; Hs.129701; G proteiivcoupled receptor 45; 7tmJ;TM=Y;SS=M; 181 
446126; AW085909; Hs.10177; pteckstrin homology domain interacflng protein; none,none; 2.81 
452488; N74921; Hs.184389; ESTs; none;TM=M;; 180 
449515; AI653378; Hs.302012; ESTs; ton_trans;TM=Y;SS=M; 2.79 
443881; R64512; Hs.237146; hypothetical protein FU12752; none,none; 2.79 

449636; AI656608; Hs.281328; ESTs, Weakly similar to T00378 KIAA0641 protein [H.sapiensl; pkinase.hormone3;TM=Y;SS=M; 178 

424348; AB020523; Hs.266258; endonudease G4ike 1; Endonudease;TM=M;SS=M; 178 

418844; M62982; Hs.1200; arachidonata 12-lipoxygenase; lipoxyg Bnase,PLAT;TM=M,"; 178 

442233; AW967149; Hs.28439; ESTs. Weakly similar to I38022 hypothetical protein (H.sapiens); MIF.sug3rJr.n0nB; 2.78 
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450010; AW293B01; Hs.255052; ESTs; ARiD,7trn_1; 2.78 
452813; U54727; Hs.191445; ESTs; pkinase,AcQvio.recp,none; 2.78 
418177; N44967; ; ESTs; pkinase.none; 2.78 

408014; AA723782; Hs.41749; protein kinase. cGMP-dependent type It; cNMP_binding,pkinase;SS=M; Z77 
448362; AA641767; Hs.21015; hypothetical protein OKFZp564L0864 similar to HIAT1; sugar Jr,TM=Y;SS=M; 2.77 
423994; X01057; Hs.1724; Interteukin 2 receptor, alpha; sushl;TM=Y;SS=M; 277 

427342; AL110150; Hs.176680; Homo sapiens mRNA; cDNA DKFZp586D0724 (from clone DKFZp586D0724); none;NA;NA; 2.76 
447574; AF1 62666; Hs.18895; tousled-like kinase 1; pkinase;TM=M;; Z76 

442681; AI809182; Hs.130907; ESTs; transketolase,E1 _dehydrog,transkeLpyr,transketolase_C,pkinase; 2.75 
433637; AW024214; Hs. 102307; ESTs; Na_sulph_symp.aa_permeases;TM=Y;SS=M; 2.75 
458997; AW937420; Hs.69662; ESTs; SH3,RhoGAP,FCH,TM=M;; 275 
432284; AA532B07; Hs.105822; ESTs; pkinase.none; 2.74 

406139;;; Target Exon; ig,Tub;TM=Y;SS=M; 274 " 
43951 8; W76326' ; gb:zd50d04.r1 Scares fetal_hearLNbHH19W Homo sapiens cDNA clone 5" similar to contains Ahi repetitive element mRNA sequence; ArmadiBo.seg.none 
274 

428536; AI143139; Hs.2288; vislnln-like 1; efhand;SS=M; 2.73 m _ ^ _ ^ m ^ 

400211; ; ; NM 003899*:Homo sapiens PAK-foteracting exchange factor beta (P85SPR), mRNA. VERSION NMJJ03897.1 Gl; SH3.PH,RhoGEFJerpene.synth;TM=M;; 273 
402129; ; ; Target Exon; SHZPeptidase_C9;TM=M;; 273 
424238; AA337401; Hs.137635; ESTs; none;TM=M;SS=M; 273 
433834; AA620742; Hs.130786; ESTs; SPX,EXS;TM=Y;; 2.73 

409339; AB020686; Hs.54037; ectonudeotide pyrophosphatase/phosphodiesterase 4 (putative function); Sulfatase.Phosphodiesl;TM=M;SS=M; 2.73 
408163; AW779842; Hs,258217; ESTs; 7tm_1,zf-B-box,zf-C3HC4 t 7tm_1,zf-B_bcx l zf-C3HC4; 2.73 
422358;AL133030;Hs.115429;Homosapiensrr^forKiAA1666protein ( part^ 

426409; AA594207;;gb:nn29eQ1.s1 NCLCGAP.GasI Homo sapiens cDNA done 3\ mRNA sequence; pHnase.Fibrillarin.nono; 2.72 
400645; ; ; Target Exon; ^chan,SBP_bac_3,ANFjeceptor,none; 2.72 

443661; AA336609; Hs.10862; Homo sapiens cDNA: FU23313 fis, done HEP11919; adenylatekinase,none; 271 
442572; A1001922; Hs.135121; hypothetical protein FU22415; none.HSP70; 2.71 _.__„ 0 „ ^ 

409317; U20165; Hs.53250; bone morphogenetic protein receptor, type II (BMPR2); pklnaseA;tnnn^recp;TM=M;SS=M; 271 

403201; ;; Target Exon; none:; 2.71 

459357; AW848421; ; gb:IL3-CT0214-150200-075-B11 CT0214 Homo sapiens cONA, mRNA sequence; ABCjran,ABCjiiembrane,lorUrans; Z70 

439935; S75105; Hs.8358; gtutamate receptor, ionotroplc. kainate 2; ANF_receptc* ,ng_chan,none; 270 

414924; C06267; Hs.44247; ESTs; none.none; Z69 

421008; BE259378; Hs.103147; hypotheBcai protein FU21347; DUF255;; Z69 

449951; AA00498Z; Hs.120904; ESTs; DED.Catsequestrin; Z69 

41 1226; AW833022; ; gb:RC3-TTQ005-19109941 2-d04 TT0005 Homo sapiens cDNA, mRNA sequence; pkinase,none; 2.68 

417625; U59305; Hs.44708; Ser-Thr protein kinase related to the myotonic dystrophy protein kinase; pkir^,bZIP,(^amma,K-box,pkinase_C;SS=M; 2.68 

408051; A1623351; Hs.172148; ESTs; PH.RhoGAP,none; 2.68 

412521; AW753481; Hs.294022; hypofoetical protein FU14950; SH2;TM=M;; 2.68 

413922; AI535895; Hs.221024; ESTs; lon - trans,RYDR_rTPR,MIR t UDPGT; 2.68 

432188; A1362952; Hs.2928; solute carrier family 7 (cationic amino add transporter, y system), member 1; aa_permeases;TM=Y;SS=M; 2.67 
415516; F11411; ;gb:HSC2WF081 normalized infant brain cDNA Homo sapiens cONA done c-2wf08, mRNA sequence; ion_trans,none; Z67 
41974ft X73608; Hs.93029; sparc/osteonecfjn, cwcv and kazaHike domains proteoglycan (testican); teal,thyrofltobulIn_1;SS=M; Z66 
416095; AW014327; Hs.221951; ESTs, Weakly similar to 138022 hypothetical protein [H.saplens]; ig^C3HC4,CbLN.CbLN2,CbLN3,none; Z66 
403609; ; ; C3001199:gi|7494834|pir||T15308 hypothetical protein B0286.2- Caenortiabditis elegansl|41; 7tm„1,7tn\_2,GPS,WlF;TM=Y;SS=M; 2.66 
458213; AL047521; Hs.1 2210; hypothetical protein FU13732 similar to tensin; pkinase,none; 2.66 

426158; NM_001982; Hs.199067; v-erb-b2 avian erythroblastic leukemia viral oncogene homolog 3; Fiirin4ite,pkmase,Recep_L_domain,Funn- 

Iike,pWnase,Recep_L.domain ) Peptidase.M24; Z65 
435410; AL135067; Hs.1 17182; ESTs; none.pWnase.RBD.DAG.PE-bind; Z66 

437838; AI307229; Hs.184304; ESTs; CARD,l(^20,lCEj)10,HIT,voltage_CLC,CBS,HCCA t .isonTerase; 2.66 
430293; AI416988; Hs.238272; Inositol 1,4,5-triphosphate receptor, type 2r, ion_trans,RYDFUTPR,MlR,none; Z65 
433090; AI720050; ; immortaUzatioiHJpregulated protein; none;SS=M; Z65 

432103; T15803; Hs.272458; protein phosphatase 3 (formerly 2B). catalyfic subunit, alpha isoform (cafcineurin A alpha); Metaltophos;TM=M;; Z65 
435852; H72303; Hs.36011; ESTs; pklnase,none; Z64 
433327; AI674779; Hs.126744; ESTs; none.7tmJ; 2.64 

438459; T49300; Hs.35304; Homo sapiens cONAFU 13655 fis, done PLACE 101 1503; none,FMWike; Z64 
432251; AW972983; Hs.232165; polycythemia rubra vera 1; cell surface receptor; none;TM=M;SS=M; Z63 
446963; AJ86266B; Hs.1 76333; ESTs; OMPdecase.Pribosyltran.pkinase.RhoGEF.PH; Z63 
444821; AA053564; Hs.12040; STE20-tike kinase; pWnase;TM^M;; Z63 
436206; AK001451; ; CD2-assodated protem; none,none; Z63 

434370; AF130988; Hs.58346; ectodysplasln 1, anhidrotic receptor; death,Kunitz»BPTl;TM=Y;SS=M; 2.63 

439039; AI656707; Hs.48713; ESTs; pkinase,none; Z63 

449656; AA002008; Hs.188533; ESTs; PtP5K*one; Z63 

429341; X73874; Hs.2393; phosphorytese kinase, alpha 1 (muscle); none;TM=M;; Z62 

445174; AV652850; Hs.172004; b'tin; fh3,ig,SGXXSG,none; Z62 

424950; AA602917; Hs.155974; ESTs; none.CDP-OHJ>Jranst Z62 

438141; AW946871; ; gb:RC2-€T0022-080500-012-d02 ET0022 Homo sapiens cDNA, mRNA sequence; SH2,STAT,STATJxnd,STATj)rot,none; 2.61 
434938; AW500718; Hs.81 15; Homo sapiens, done MGG16169, mRNA, complete cds; pkinase,TBC,Rhodanese;TM=M;; Z61 
409264; NM_014937; Hs.52463; K1AA0966 protein; Syja_N;TM=M;; 2.60 

458438; AI141520; Hs.151 464; ESTs, Weakly similar to ALUCJHUMAN Ml ALU CLASS C WARNING ENTRY !!! (Rsapiensl; pkinase.none; Z60 
400719; ;; NM 004055*:Homo sapiens calpain 5 (CAPN5), mRNA. VERSION NM.004335.2 Q; C2,Pepfidase_C2.Calpain JHIMfc Z60 
427318; AF1 86081; Hs.175783; zinc transporter; Zip;TM=Y;SS=M; Z59 
426086; T94907; Hs.188572; ESTs; PH,Ets,01,spectrin,Ca_channeLB.none; 2.59 

430105; X70297; Hs.2540; cholinergic receptor, nicotinic, alpha polypeptide 7; Neur_chan_LBD,Neur_chan_memb,pWn3se;TM=Y;SS=M; Z58 

411495; AP000693; Hs.70359; WAA0136 protein; HATPase_c,bZIP;TM=M;; Z58 

438167; R28363; Hs.24286; ESTs; none;TM=Y;SS=M; Z58 

418749; N75147; Hs.22488; ESTs; none^f-C2H2,KRAB,pkinase; Z58 

454289; AL137554; Hs.49927; protein kinase NYD-SP15; dCMPjcytdeam;TM=M;; Z58 

443605; H06865; Hs.134131; ESTs; efhand.ton.trans.none; Z57 

429429; AA829725; Hs.334437; hypothetical protein MGC4248; none,transmembrane4; Z57 

403088; ; ; NMJ)03319*:Homo sapiens titin (TTN), mRNA. mRNA.; fn3,ig.SGXXSG;TM=M;; Z57 

409190; AU076536; Hs.50984; sarcoma amplified sequence; transmembrane4;TM=Y;SS=M; 2.57 

426696; AW363332; Hs.171844; Homo sapiens cDNA: FU22296 fis, clone HRC04468; ig;TM=Y;SS=M; Z56 

403328; ; ; Target Exon; GrycoJrydro_35;TM=M;; Z56 
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426167; AF039023; Hs.167496; RAN binding protein 6; Armadillo_seg,HEAT_PBS;; 2.56 
428695: AI355647; Hs.189999; purinergic receptor (family A group 5); 7tm_1;TM=Y;SS=M; Z54 
419285; D31887; Hs.89868; K1AA0062 FOtein; Zip;TM=Y;SS=M; Z54 

415740; N804B6;Hs.39911; Homo sapiens mRNA for FU00089 protein, partial cds; CBM_21;TM=M;; 2.53 

403305- NNL006825- ■ transmembrane protein (63kD), endoplasmic relicutum/GoIgi intermediate compartment; pkinase;TM=Y;SS=M; Z53 
443804; AL135352; Hs.255883; ESTs, Weakly similar to 138022 hypothetical protein (H.sapiensJ; Pepttdase^M18,Peptidase„M18,Y_phosphatase; 2.53 

450425; H06607; Hs.6099; ESTs; EI-E^ATPase.Cafioo^ATPase^C.Cation.ATPase^N.Hydrolase.none; Z51 

401702- ; ; NM.001 171*:Homo sapiens ATP-blnding cassette, sub-family C (CFTR/MRP), member 6 (ABCC6), mRNA.; ABC_tran^BC_membrane;TM=Y;SS-M; 2.50 
439463; W69304; ; gb:zd46K)1.r1 Soares_fetaLheartNbHH19W Homo sapiens cDNA clone 5\ mRNA sequence; fn3.Y _phosphatase,none; 2.50 
425975; AB01 1082; Hs.165559; organic cationic transporter-like 4; sugar.tr;TM=Y;; 2.50 

443259; AW090601;Hs.69171; protein kinase (Mike 2; pkinase,pldnase.C 1 HRl 1 none;Z50 , Tu .. e(!U 

400777; ; ; NMJ)07325*:Homo sapiens gtutamata receptor, ionotrophic. AMPA 3 (GRIA3), transcnpt variant flip. mRNA.; lig j*an,SBPJ>ac J,ANF_receptor;TM=M;SS=Y; 

2.49 - . 

426044; AA50249O, Hs.170290; ESTs; none.none; 2.48 

454564; AW807573; ; gb:MR1-ST0088-021 299-004^01 ST0088 Homo sapiens cDNA. mRNA sequence; pkinase,none; 2.48 
415938; BE383507; Hs.78921; A kinase (PRKA) anchor protein 1; KH4omain,TUDOR;TM=M;SS=M; 2.47 
426481* AW963941; ; gb:EST376014 MAGE resequences. MAGH Homo sapiens cDNA, mRNA sequence; Yjmosphatase,Band_41,DSPc,none; 2.46 
426005; AA377499; ; gb:EST90341 Synovial sarcoma Homo sapiens cDNA 5" end, mRNA sequence; tubunn,FKBP,COX6B,7tmJ,tubulin__C;SS=M; 2.46 
424879; AA348013; Hs.273385; ESTs; arf.G-alpha.none: Z46 

20 415156; X84908; Hs.78060; phosphorylase kinase^ ^ , ^ 

416508! R3976* ; ESTs, Moderately similar to AIU8.HUMAN ALU SUBFAMILY SX SEQUENCE CONTAMINATION WARNING ENTRY [H.sapiensJ; 

SH3.PDZ,GuanylateJ<in,ZU5,none; 2.46 
408087' AW1 50645; ; gb:xg54f07jc1 NCI CGAP Ut4 Homo sapiens cDNA clone 3\ mRNA sequence; XYPP)CABC_membraneABC_tran; 2.46 
433434; AA588429; ; gb:no22b03.s1 NCI CGAP_Pr22 Homo sapiens cONA clone 3\ mRNA sequence; pWnase,DNAjnisjepair,HATPase_c; 2.45 
25 446768; AV660305; Hs.110285; ESTs; K^_p20,DEDjC^_p10,ICEj)20,DED; Z45 
43715B; AW090198; ; WAA1150 protein; none;NA;NA; 2,45 
430177; AW969233; Hs.302746; MSTP028 protein; KJetra,none; 2.45 

422270; AF1 14494; Hs.1 14062; protein tyrosine phosphatase-Uke (proline instead of catalytic arg'mine), member a; none;TM=Y;; 2.45 

430680; AW138724; Hs.1 68974; ESTs, Highly similar to ALU7JWMAN ALU SUBFAMILY SQ SEQUENCE CONTAMINATION WARNING ENTRY (Rsapiens); 
30 Yj>rtKphataseAJapfin_N,Yj)hosphatase;2.44 

446569; AW248031; Hs.155839; hypothetical protein MGC12934; adh_zirc t PGK,SemlaJdhyde_dri;SS=M; 2.44 

411902; AW875344; ; gb:RC1-PTQ009-220300-01 3-106 PT0009 Homo sapiens cDNA, mRNA sequence; noncpkinase.ank; Z43 

430057; AW450303; Hs.2534; bone morphogenetic protein receptor, type IA (BMPR1A) (ALK-3); Ac6«rLrecp,pkinase;TM=Y;SS=M; 2.43 

446338; AI2B9121; Hs.206978; ESTs; none.SH3; Z42 
35 426221; AB007881; Hs.110613; KIAA0421 protein; none,Ribosom3LS8; 2.42 

446796; AI652497; Hs.110103; RNA polymerase I transcription factor RRN3; nonejone; Z41 

428360; H10291; Hs.30974; ESTs; pklnase,PBD,none; Z40 

428379; X06026; Hs.2259; CD3G antigen, gamma polypeptide (TTT3 complex); ITAM;TM=Y;SS=M; Z40 

432488; AA551010; Hs.216640; ESTs; Na_sulph_syrnp,none; Z40 JT -^^ . , 

40 407235; D20569; Hs.169407; SAC2 (suppressor of acfin mutations 2, yeast, homotog)-like; norw,RibosomaLS13,GalartosytJ,Zip^ Z40 
448595; AB014544; Hs.21572; KIAA0644 gene product LRR,LRRCT;TM=Y;SS=M; Z40 

428283; AI439096; Hs.323079; Homo sapiens mRNA; cDNA DKFZp564P1 16 (from clone DKFZp564P1 16); Y_phosphatase,fh3,lg,rK)ne; Z39 
432460; H12912; Hs.274691; adenylate kinase 3; adenytatekinase.none; Z38 

429549; A1333013; Hs.250505; rewrote acid receptor, aipha; none^-C3HC4,BRCT,ng_chan; Z38 . _ DC . . ... 

45 429303; AW137635; Hs.44238; ESTs, Weakly similar to S65657 alpha- lOadrenergic receptor splice form 2 lH.sapiens]; Phospr»*esLS()rr^fTieciiruB,Endonuctease,none; 2.35 

417473; M55268; Hs.82201; casein kinase 2. alpha prime polypeptide; pWnase,ABC1;TM=M;; Z35 

453186; AK001708; Hs.32271; hypothetical protein FU 10845; TK,DUF300;TM=Y;SS=M; 2.33 

447276; AL049795; Hs.17987; hypothetical protein MGC1203; none;TM=M;; 2.33 

445310; AI242490; Hs.153290; Homo sapiens cDNA FU14318 fis, done PLACE3000402; none f pWnase; Z31 
50 432942; AF083955; Hs.279852; G protein-coupled receptor; 7tm.1^lobin;TM=Y;SS=M; Z30 

434693; AW976001; Hs.337603; ESTs; none.none; Z26 

452034; F12234; Hs.75893; ankyrin 3, node of Ranvier (arfcyrin G); ZU5.death.none; Z25 

423732; AFO58056; Hs.132183; solute carrier family 16 (mwrcarboxvlic acid transporters), member 7; su^JnTM=Y;SS=M; Z25 

404956; ; ; C100321(r:gil6912582|reflNP_035524.1| peflin [Homo sapiens] giJ6009487ldbj(BAA8492Z1| (AB; none,P13_PI4_tanase,P13ieC2.PI3K.rbd.PX.Pl3Ka l C2; 2.24 
5 5 452183; NMJM6594; HsJ28298; adaptor-related protein complex 4, beta 1 subunit; Adaptin_N < Y_phosphatase; Z23 

420529; D25259; Hs.31 9844; ESTs. Moderately sirdar to 154374 gene NF2 protein [Rsapiens]; pWnase,DAG_PE-bind.RBD,ras l DC1 ,GFP;TM=hfc 2.21 

408808; BE074219; Hs.17230; hypothetical protein FU22087; Arrnaditlo_seg;TM=M;SS=M; 2.21 

451932; AA360954; Hs.27268; Homo sapiens cDNA: FU21933 fis. done HEP04337; SH3,PH,RhoGEF;TM=Ms Z21 

432008; AW296791;Hs.193170; hypothetical proteh FU21OT7; UM,SynaptophystaJon_trans,KOW; Z20 
6 0 455840; BE145897; ; gb:MR0-HT0208-221 299-204-b07 HT0208 Homo sapiens cDNA, mRNA sequence, Pt3_PMJanase,R3Ka.Pt3_Pl4_kmase 1 P13Ka; Z19 

429238; NM_002849; Hs.198288; protein tyrosine phosphatase, receptor type, R;Yjihosphalase;TM=Y;SS=M;Z1 9 

430975; AA490055; ; gb:ab05b09.s1 Stratagene fetal retina 937202 Homo sapiens cDNA done 3\ mRNA sequence; adenylateWnase,Tnymidylate.Wn;TM=M;; Z17 
407174* T79938; Hs.77062; leukocyte immunoglobuBn-like receptor, subfamily B (with TM and ITtM domains), member 5; lg,none; 2.16 
450921; AA09879O; Hs.146245; ESTs, Moderately similar to T17242 hypothetical protein DKFZp585B1 417.1 [Rsapiens]; none;NA;NA; Z15 
65 427209; H06509; Hs.92423; KIAA1556 protein; pWnase;TM=M;; Z14 

401917; AL050149; ; RAN binding protein 3; Orexln,SH2,STAT.STAT_bind.STAT^ Z12 

426359; AA376409; Hs.10862; Homo sapiens cDrW: 1^23313 Rs, done HEP11 919; adenytateWnase,none;Z07 

439520; W76548' Hs.336621 7 ESTs, Moderately similar to ALUS HUMAN ALU SUBFAMILY SC SEQUENCE CONTAMINATION WARNING ENTRY [Haptens* ton Jrans,none; 
2-06 

70 410439- R35943: Hs 63758: transferrin receptor 2; PAjTM^Y;; Z05 

448696! A1564769; Hs.173070; EST, Weaidy similar to ZN42_HUMAN ZINC FINGER PROTEIN 42 (MYELOID ZINC FINGER 1) (MZF-1) (H^apiensJ; none^C2H2; Z04 

449543; AF070632; Hs.23729; Homo sapiens done 24405 mRNA sequence; K^tetra,lon_trans,none; Z04 

453496; AA442103; Hs.330B4; solute carrier family 2 {facilitated glucose/fructose transporter), member 5; sugar_tr;TM=:Y;SS=M; Z02 

443952; AI149106; Hs.143530; ESTs; pkinase,none; Z02 
75 437589; AA761322; Hs.269662; ESTs; SH2.SH3,C2,PH,RasGAP,none; Z02 

422637; AA399024; Hs.11B836; myoglobin; globin;TM=M;; Z01 

450253; AL133047; Hs.2471 5; Homo sapiens mRNA; cDNA DKFZp434D0215 (from done DKFZp434D0215); partial cds; SH3;TM=M;; 1.97 
401984; ; ; C1 70001 46*:gil2143629lpirflA571 56 CaWcalmodulin-dependent protein kinase (EC 2.7.1.123) I; pkinase;; 1.96 
453464; A188491 1; Hs.32989; receptor (calcitonin) activity modifying protein 1; none;TM=Y;; 1.95 
80 417733; AL048678; Hs.82503; Rsapiens mRNA for S'UTR of unknown protein; none;NA;NA; 1 .94 

411450; H49619;Hs.127301; ESTs; pkaiase.none; 1.82 l . a ^ ^ rminnuin(1 u 

406303; ; ; C1600092Zgil7499103|pirllT20903 hypothetical protein F14F4.3b- Caenorhabditis elegans gi; ABC.tran.GTP^EFTU.PRK^BC.membrane^Y;; 1.80 

425009; X58288; Hs.154151; protein tyrosine phosphatase, receptor type, M;fn3,ig,Yj)hosphatase,MAM;TM=Y;SS=M; 1.74 
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425280; U31519; Hs.1872; phosphoenolpyruvatecarboxykinase 1 (soluble); PEPCK;TM=M;; 1.65 

425958; AW163271; Hs.301839; intracellular antigen detected by monoclonal antibody KM; intracellular hyaturonan-binding prolan; Y_phosphatase,DSPc;TM=M;; 1.63 
432563; NMJM3261; Hs.198468; peroxisome proliferative activated receptor, gamma, coactivator 1; rrm;TM=M;; 1.51 

TABLE 49B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession: Gen bank accession numbers 



Pkey CAT Number Accession 

438091 22448 1 AK054860 AV652198 AV652192 AV652138 AV652127 AV652194 BE935919 AV652017 AV651995 AV651548 AV646063 AV651985 AV646184 
AV645179 AW880409 AA345O02 BF1551 89 BE068931 X56197 AL6Q3014 AW953629 BM263546 BE550772 AA701084 A1681352 AA358689 
AW938B41 8F438147 W05391 H75313 BF326185 AV646335 AV651589 AV646340 AV651992 AV646384 AV648364 AV687497 BF155183 
AV646370 AW797876 AI906821 X56196 BE833835 AA628440 BE833808 BF224205 AA709126 BE673807 AI923886 AA947932 A1276125 AI185720 
AW510698 AA987230 BE467708 AW898628 AW89B544 AI146984 AW043642 A1288245 AI186932 AI635262 All 39455 Al 298739 AI813854 
A1024768 BE599445 BE699444 AI707807 D52654 AI214518 A1004723 AI698085 AW087420 AI565133 AA845571 AW898522 BF110144 AW513280 
AI051 126 BF352770 AI268939 AI435818 BF475318 AI024767 BE174213 AA757598 AA51 3019 AA902959 AJ860794 AI334784 BF 10841 1 
BM310532 AW513771 AI951391 A1337671 BF095606 BF095601 BF095468 AW890091 BF095753 AW243400 AW898607 AW898616 BF362762 
AI922204 AW898625 BE699468 BE174196 AW1 02923 052715 BE699456 D52477 D55017 BF955933 BG623553AV646254 AA463522 B1003244 
AI299190 W40186 BE174210 BF939091 BF434180 AW579001 T55662 H01811 T52522 BF945037 BF955938 D54679 D53933 R67100 BG925552 
BF999056 R83430 Z29922 T85791 W03942 H63289 AI091 537 BF086583 AA345570 H48870 H80720 T83523 BI039626 B1037700 R00353 
BF155184 N98343 N79072 H01812T55581 

411089 5597 6 BI009308 BI009893 BF922023 BF922909 BF922913 BF922096 BF957733 BE701791 AA456454 AA579876 BF933710 AA091294 BI007291 

AW905577 AW975593 AA713730 AW836781 AA666384 AA551 106 BF594606 AI082382 AI955B08 AI679895 AI679386 BF435555 AA58B369 
AA551351 AA595822 AA565188 BF808855 AA584921 N86077 AA601031 AA633188 AA514764 AA454562 AA551297 AA936109 B1009389 
AW897806 BE815442 BF739374 BI009310 BF925422 BF933709 BF922034 BF925465 B1009680 

AF086101 AL1 3391 6 AW955684 AW950828 AI346341 AI867454 BM263376 BF432231 AM21 279 AI655270 AW014882 BF439949 AA775552 
N62351 AA626243 N59253 AI341407 AA456968 AA457077 AI35B918 AA364013 N79113 N54784 BE175639 N76721 AV727392 Z45529 Z44343 
F05908 F05403 F0S398 

BM475665 BE644917 AW770789 AW952971 N64863 BM263259 A1224545 All 84866 N691 14 AW518902 A1440169 AA809472 AV654440 
AA281642AU185230AW337382AIB72923AI537113N73882T83378H63731 BF671764 AW897824AI811204AA344646BE009112BG899664 

W50^75^^5BF771B66 BG850386 BG960381 NM 005712 AF 11 0315 BE074534 BE182776 BE158000 BE157999BE714315AW818104 
AW847519 AA099426 AW817981 AW856396 BG961 122 AA224498 AA308542 AW821833 BF902155 AI73241 1 BG778834 BG283641 BE748279 
BE748870 BG319540 BE748864 BF739224 BG986155 AK057283 BI861466 AA663341 AA457591 BG949294 AW392886 AA071 1 22 AA227849 
AA584918 BG959570 BF773486 AL041698 BF959013 R87170 C16859 BF770411 BF771298 AI075321 L13823 AA216700 BF771864 AW861859 
BE537068 C18935 AA155719 BF771172 BF769107 BF804964 AW818172 AW818143 AVV392930 AVV81 7057 AVV858044BF746211AA1 79928 
AW861687 AW821826 BI055726 BF242643 AA207189 BF770412 BF771 157 BG430030 AA055592 

AF274943 BG494894 AI719075 AA908783 AI935150 AI422691 AA910644 AA5831 87 BM272167 AI82B996 AA527373 AW972459 AI831 360 
AA772418 AI033892 AA1 00926 AU154749 AI459432 AI423513 AI094597 AA740817 AI991988 AI090262 A131 2104 BI256707 AA459522 AA416871 
AJ075239 AI339996 AA701 623 All 39549 AI336880 AA633648 AI989380 AJ362835 AA399239 AI146955 BF514270 N92892 AI348243 AI278887 
AA459292 AI494230 BF507531 AI492600 AA962596 AW613002 AA293140 AA235549 BF108854 AA954344 N49682 AI457100 AW589407 
AW300758 BE220715 BE220698 BE569091 BM009647 BF900351 A1537692 AI203723 A1857576 AA58441 0 AW371667 BM172363 
12225 2 AK057826AI631982AA224195AI701458AA890570AW 

A1354686 T33652 AW205836 BE931 1 15 AI72021 1 T03490 BF084055 AI372637 T15415 BG054890 AA630384 F26326 A1140719 AA443303 T33230 
T33623 T3351 1 T33785 AW1 1 8072 W20198 A1657180 T15734 AM19606 N90552 AA224388 T15909 T0351 5 D55612 W27899 
2538 1 NM 006265 D38551 X98294 BM477931 BM461566 AU123557AU1 33303 AU134649AW500421 BM1 72439 AW500587 AW503665AW504355 

AW503640BM152454AW505260 AI815984AW504075 AW500716AL597310BC001229BM474371 AA984202AU1 35205 BE090841 AW163750 
BF747730 BF898637 AI206506 AV660870 AV6921 10 AW386830 AV656831 N84710 AW993470 BF0868Q2 BF758454 BG960772 BF757769 
BI870853 BE018627 C75436 AW148744 BF757753 BG622067 BE909924 AA708208 BG530266 BF968015 AW992930 BF888662 BG536628 
AA143164AW748953BG498922BF885190BF889005BF754781 BF800003BM476529AI627668 AW028126 AL046011 BF590668AI017447 
AA579936 AI367597 AA699622 BE280597 AJ124620 AI082548 AW274985 AA677870 AI055767 BE551689 AA287642 H94499 AI752427 Al 652365 
AW002374 AW062651 AA360834 N68822 AU 135442 AU1 25960 Z78334 BE545813 AI092115 BF312771 BF242859 BG533616 BG533761 
BG164745 BG492433 BM4731 83 AA1 72043 AA172069 AU157092 AU151353 AU155318 BE302211 AI375022 AA085641 AU157923 H88858 
AA132730 AA1151 13 AA909781 AI475256 AA424206 AW572383 AW084296 A1184820 AI469178 AA782432 H92184 AA340562 BF195818 
AA852821 AW576342 AA827107 AA173317 AW190014 AI918514 AA729372 AA729718 AI055958 AA331424 BE328601 AA515690 BI018896 
AW628277 AA748368 AA626222 BG492636 AYV380620 BF800058 AW370956 AA290909 R25857 BG952995 BF801437 AA172077 AU 155890 
AU149783 AI720904 AA902935 AA8657Z7 AI470830 AV740677 AA142982 AA482485 AU145485 AW576399 AU1 56042 R63448 BF246427 
BE928472 D25910 BF758439 BF968785 BE565238 AA355981 A1905607 BG291148 BG533096 BG53288B BF030688 BG613756 BE928471 
BG574501 AA187596 AA361196 T95557 BG531446 BG527242 BG527513 BG611106 AA085995 BF847252 BG024608 BE540261 BG531236 

AL579993 BG1 08733 BG483503 BG571032 BG492505 

40Q210 133 1 BC014030 NM_004068 BC004996 AK057883 D63475 BM468205 BG386792 BG750447 BG575842 BG479084 BG741027 AU118129 BE901043 

AU141281 BG825395 BG338276 BE396231 AU121493 AU131489 BF341 132 BG335659 BI769251 AU142779 AU124483 BG480828 AU121353 
BG702326 AU137866 BG759046 BI460601 BE887290 BG750415 BF127710 BG7578 1 9 Bl 160266 AU122086 BG824046 BG744180 BE884943 
BM006610 BG702599 BI870749 BF307033 B1334771 BG4B0606 AU142599 AU141336 BM018563 BI335565 AU138308 BE391241 BG774488 
BE278025 BG717959 BG706920 BE312567 AU138300 BE303034 BE303016 AU139252 BE336797 BG470940 BE336735 BF305197 AU134288 
AU139907 BE261245 BE208718 BG761912 BF212890 AW732692 BM011258 AW247629 AU136696 BF530078 BF204146 AL048752 BG328927 
BE388385 BE260122 AU138789 BE253465 BF733914 AW249415 AW239535 BE311791 BE256236 BF529742 BG770465 AW245777 AW245813 
BE296677 BE266852 BE168115 BE396596 BE2B0057 BE168229 AI750820 AU134137 BF792191 AI272215 AI907348 AW238875 BF805152 
BF568397 BE712727 BE081443 8E001805 BF724536 BF744705 AW247385 BE796389 AU 133759 AV705142 BE794402 BM465821 BG281284 
AW384831 BM450689 AU134125 BE311650 BF356318 BM462831 BG420555 BE7491 27 AU 134590 BM019438 BC013796 BG761 223 BG1 22058 
BE872076 BG748496 BG821374 BE619159 BG423244 AU137110 AU127210 BE270081 AA496880 AA351380AA356303 AU099781 AA355912 
AA37141 1 AA325535 U36188 AL559574 AL577204 AL525543 AL567342 AL567334 AL567122 AL536527 AL567098 BG681585 BG824951 
BI870652 BI225855 AW393878 BG750632 BI223803 BE877552BE270473 BE389392 BE779021 BM017845 BI117816 BE396513 BM049006 
AW393945 BE786941 BE267724 BE562981 BE314236 BF744102 BM019781 BF806063 BF828673 BF829181 BI008788 BF829180 BF829175 
BF433802 BE909928 BF839784 AW578564 BF943095 AW328030 AA448596 AW8B2688 AA909846 BF924341 AW361460 AA425174 BE940557 
BR61585 BF931276 BF934B86 W68597 BF933977 BI035906 BE836064 BF837576 BI018368 AA205908 H54612 R88902 BE812330 BE932300 
BF924562 AW805376 BE769859 R87381 AA371901 BE838855 AA326381 W56191 AA341231 AA464093 AL575977 AL518650 AL547393 
BG338327 AL517563 AL536921 BG207096 BG207589 BG199290 BG220159 BG744842 BG104730 AA555035 AA618009 AA861062 AA610582 
AW245418 AI040983 AA521380 AW245455 AU147292 AU155236 BE620286 AW250767 BF888236 BE620819 AU154343 AU150827 AU148334 

585 



439285 22495J 



438089 22448J 



432407 MH1429J2 



414883 8371.2 



451320 



400205 



WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 
75 
80 



AW069495 AA701091 AU155225 AW25Q019 AA665235 AU147764 AA449739 BF90759B AW043731 AU144390 AI924565 BE300631 AW874021 
BE208088 BF732773 BF594057 A1159873 AU143930 N24100 AI052499 AI989370 AI366151 AM 39248 AU144776 AA838250 AI095433 AI269227 
BF81 1 358 AU151352 AA477554 A11 31290 A1049797 AU1 57349 AA620559 AA581533 AI338299 AA402755 AI050079 AU157614 AI280691 
AA705590 BE206615 AA861056 AU153214 AU155712 AW069554 AI081124 AU155846 AKJ81123 AA719876 A1754976 AI027763 AA723095 
BI51 8782 AW050706 F37521 R79062 AAS65530 H39826 AA404670 AU158884 AI139682 AA513B33 AJ283202 AA651 856 AI623515 AA42741 3 
AW248474 BF841432 BM45324B AI302390 AA80B269 AI249357 AA132775 AA716732 AA479932 AI198296 AI208674 AJ088433 F36977 AA496899 
AW615762AA602541 AA34116I D58785T15399Al286077 W69152F28418Al272t56AA338034AA588455BE206121 A1080033 AI699680 
AA881255 AI953465 AI613240 AL581773 AL531577 BF526361 AA657809 AW152670 BE621523 AW078705 AW673719 AA1 0261 3 AA1 95604 
R72209 AA402208 AA404305 N24999 AI963535 D54741 B146141 5 BM475959 BI260926 BI1 16213 BE280120 BE940258 BE280044 A1905744 
BG001474 BE937718 BF799283 BI091621 BG421006 BG289235 BF736825 BI253429 BG170064 R72512 T92815 BF931257 BM455183 BG033362 
BG574220 N31395BF739185AA371995 BE879011 BI198754 BF378989 T1 2266 BM0 19421 B1194570BF37B992AW996595BI85B649W94605 
W61345 M122384 AA171923T92736 AA761504 AI819039 AI439358 AL517777 AL565919 AA622001 AA642695 AA704144 AA0B1465 AA070621 
AA375562 AA70001 1 AA926863 W37310 AL566236 BF677809 BG760021 AW361433 BE828605 BE268449 BF805977 BG292452 BF981071 
BF217108 BF928698 R33993 AW882841 AI857453 AW078733 AI433035 AI018103 R90927 AA804720 AA551734 R33835 H19741 R78754 
BF930494 BG109583 AA631926 BE834008 BG996533 
433470 6624 1 X75684 AL573167 AI445461 AI453743 AI983655 AI564644 AA977180 AI69411 1 AI59135B AW071625 AI678712 A1720939 AI927769 BE439796 

AI963432 AA292956 AW192593 AI865838 AI696905 AI424384 Al 16131 2 A191 1921 AI597801 BI494959 AI240988 AI492554 AW262737 BED44033 
AW008570 AW629505 BI494958 AA088439 AA706057 BF222820 BF593608 BE501957 AA524526 BE044134 AW572531 AW015724 BE349186 
AA043217 BE219784 AI799814 AA129575 AI671727 AI470033 BE646195 AW779725 AA9O305O AA147228 AA404570 AI075878 W38161 AI972739 
AW673152 AA723200 C06123 BF057147 AA627685 AA1 57944 AI990245 AA662517T32487 AI800106 AI333170 AI859160 W45410 AI990827 
AW275048 AA182640 AA478328 AI298935 AW085158 AW471421 AW103470 AW300456 AW191997 AI823466 AA962397 AA136658 AI251817 
AW339104AA724739 AA411100 AA191349 AA757735 AA037696 AI769516AW772283 AA010631 AI692846AI061065 H80983 R79933 AI950693 
A1245632 AI349390 M148284 AI798502 AA487893 AI621320 AW194272 C06365 AA953883 BE85B936 AI91 8523 AI872628 AI92721 7 AJ453453 
AI1 89366 AW338678 A1261 359 A1500576 BF477735 AI032569 AI972899 AI985583 Z28771 AI363829 AI693030 AA603586 BE773488 AW339301 
BE773489 BE773462 BE773495 AI650338 BE773499 AI745717 BE81 1475 BE81 1470 BE81 1464 BE81 141 8 BE81 141 5 BE81 1400 BE811398 
BE81 1388 BE81 1352 BE773501 BE773494 BE773486 BE773474 BE773473 BE773470 BE773461 BE811350 BE811337 BF593847 BG055071 
AW675302 BF0O3068 AA719173 BE811348 AI582462 AI686240 BE773500 AI244845 AI565439 AI918453 A1472527 A1446740 AA035576 AA191414 
AW674145 C05782 AI589264 D57558 AJ468237 AJ432033 AA989662 R21752 BF002457 AA988297 AL574095 AL576200 AL571074 AL574525 
AL578810BG498381 AJ928364 BE879732 AA479834 AA479712 C17732 BM091258 BF843901 AW820230C17476 BE327120 AA129574 
M136645 BF843900 AW806193 AA502832 AA649494 AL568520 AL547960 BE706937 BE81 1360 BE773498 BE811401 BE773484 BE81 1437 
BE81 1380 BE81 1399 BF997171 BF757734 BE926037 AI377596 C0B111 AW088968BE811404 BE811472 A1865912 AI925607 AI871950AI093510 
BE905927 BE81 1 435 AA191387 AW772000 BE811453 BE614379 BF844522 BI044896 AI744233 AW984527 C17504 BF843883 AJ24B307 
BE773483 AI567995 W60075 BF941 183 AI738844 BE81 1458 BE773481 AI262930 AA948565 BE706942 BE156360 T65026 AW24295B AW197954 
BE905184 AA722206 AJ344943 AI348877 A1334860 BE621857 BE156280 AA454099 AA037722 BF843897 AW806183 AA043216 BG482896 
AA182734 AA877242 AW372926 H27252 R381 14 BF851858 BE156214 AA190427 T91762 AA035067 AA837326 T10930 BF906587 BI755027 
BG506731 BC008442 BC010166 AL550134 AL553096 AL548700 AL550751 AL547978 AL545286 AL540643 AU1 18627 AL601379 BI259821 
BG741786 BI868522 AU135866 BI552770 BI259210 BI256520 BI255569 BG485098 BI258228 BG498501 BM044512 AU133984 AL556586 
BE745111 BI222S33 AU1 33917 BG2881 51 BI26Q715 BI550550 BGS00773 BI551761 BG707601 BI81 8593 BF691 383 BG7211298G541578 
BE906666 BG751098 Bl 224135 BG400746 6G478065 BE790436 AW080238 AU137549 BG429896 BE392486 AW961686 BG721056 BE908365 
BE546656 BG541235 AW583735 BG528290 B1260895 AW651691 BM048974 BM043805 BG142185 AA31518B AI446615 C06300 BG497644 
AA088544 AJ815987 BG528531 BE619182 AW239185AW062910 AW062902AA347236F11933 AA488005 AA301631 AA376800D56120 
AA343532 AA308636 F00242 AA376086 AA316968 AA343799 B1870221 BE910282 BG538748 AW960564 AV732879 016854 AA192519 BF922148 
AA216013 BG624091 BE544387 BG507008 AW176446 BF790033 BE088925 BE088854 AA921353 R21800 AA011222 T97525 
BC015334 AA805670 AW014686 N66615 BG029745 AA481269 H91728 

AJ420458 AI018523 AA708686 BF949633 AL1 19553 BF945960 AI081305 AA041432 AJ921 013 AI684910 AI654847 AW874199 A12061 20 
AW241428 R43035 T66767 AW10371 5 W2B478 BF953052 H45926 BF807568 AW903943 BE170143 BI040435 BF931989 B1600000 AV722350 
W27787 H45331 BI549761 R53955 B1549855 BG991583 BI491075 AW020049 AW1 29293 H45263 AA410309 AA340613 R42410 AA707199 
AJ431587BE858679AW292267AJ421678AA041195BE466753AI243913A1358894 AW 1 37298 AI366468 N64350AA779107AW025969 R49056 
AA347011 R55722 AW771106 F04969 Z38381 F01659 H17396 BI493714 AI880103 AW771447 A1202561 AA788851 AI494436 BFB56114 H22570 
AW957244 AA370585 AW957239 

X75684AL573167AI44S461 AM53743AI983655 AI564644 AA977180AI694111 AI591358 AW071625AI678712AI720939 AI927769 BE439796 
A1963432 AA292956 AW192593 AI865838 AI696905 AI424384 AI161 312 AI91 1921 A1597801 BI494959 AI240988 A1492554 AW262737 BE044033 
AW008570 AW629505 BI494958 AA088439 AA706057 BF222820 BF593608 BE501957 AA524526 BE044134 AW572531 AW015724 BE3491 86 
AA043217 BE219784 AI799814 AA129575 AI671727 AI470033 BE646195 AW779725 AA903050 AA147228 AA4O4570 AI07587B W38161 AI972739 
AW673152 AA723200 C061 23 BF057147 AA627686 M157944 AI990245 AA662517 T32487 A1800108 AI333170 AI859160 W45410 AI990827 
AW275048 AA182640 AA47B328 A1298935 AW0851 58 AW471421 AW103470 AW300456 AW191997 AI823466 AA962397 AA136658 AI251817 
AVV3391(MM724739 M411100M191349M757735AA037696AI769516AW772283AA010^ AI692846AI061065 H80983 R79933 AI950693 
AI245632 AI349390 AA148284 A1798502 AA487893 A1621320 AW194272 C06365 AA953883 BE858936 AI918523 AI872628 AI927217 AI453453 • 
AI189366 AW338678 A1261 359 A1500576 BF477735 A1032569 AI972899 AI985583 228771 AI363829 AI69303O AA603586 BE773488 AW339301 
BE773489 BE773462 BE773495 AI650338 BE773499 AI745717 BE811475 BE811470 BE811464 BE811418 BE811415 BE811400 BE811398 
BE811388BE811352BE773501 BE773494 BE773486 BE773474 BE773473 BE773470 BE773461 BE811350BE811337BF593847BG055O71 
AW675302 BF003068 AA719173 BE81 1 348 AI5B2462 AI686240 BE773500 AI244845 AI565439 AI918453 AI472527 AI446740 AA035576 AA191414 
AW574145 C05782 AI589264 D5755B AI468237 AI432033 AA989662 R21752 BF002457 AA988297 AL574095 AL576200 AL571074 AL574525 
AL578810 BG498381 AJ928364 BE879732 AA479834 AA479712 C17732 BM091258 BF843901 AW820230 C17476 BE327120 AA129574 
AA136645 BF843900 AW806193 AA502832 AA649494 AL568520 AL547960 BE706937 BE811360 BE773498 BE811401 BE773484 BE81 1437 
BE81 1380 BE81 1399 BF997171 BF757734 8E926037 AJ377596 C061 1 1 AW088968 BE81 1404 BE81 1472 A1B65912 A1925607 AI871950 AI09351 0 
BE905927 BE811435 AA191387 AW772000 BE811453 BE614379 BF844522 BI044896 AI744233 AW984527 C17504 BF843883 AI248307 
BE773483 AI567995 W60075 BF941183 AI738844 BE811458 BE773481 AJ262930 AA948565 BE706942 BE1 56360 T65026 AW242958 AW197954 
BE905184 AA722206 AI344943 AI348877 AI334860 BE621857 BE156280 AA454099 AA037722 BF843897 AW806183 AA043216 BG482896 
AA182734 AA877242AW372926 H27252 R38114 BF851858 BE156214 AA190427 T91762 AA035067 AA837326T10930 BF906587 BI755027 
BG506731 BC008442 BC010166 AL550134 AL553096 AL548700 AL550751 AL547978 AL545286 AL540643 AU1 18627 AL601379 81259821 
BG741786 BI868522 AU1 35866 BI552770 BI259210 BI256520 BI255569 BG485098 B1258228 BG498501 BM04451 2 AU133984 AL556586 
BE745111 BI222633AU133917BG288151 B126071 5 BI550550 BG5Q0773 BI551761 BG707601 B!81 8593 BF691 383 BG721129BG541578 
BE906666 BG751098 BI224135 BG400746 BG478065 BE790436 AW080238 AU137549 BG429896 BE392486 AW961686 BG721056 BE908355 
BE546656 BG541235AW583735 BG528290 8I260895AW651691 BM048974 BM043805BG142185AA315188 AI446615 CO6300 BG497644 
AA088544 A1815987 BG528631 BE619182AW239185AW062910AW062902AA347236F11933 AA488005AA301631 AA376800 D56120 
AA343532 AA308636 F00242 AA376086 AA316968 AA343799 BI870221 BE910282 BG538748 AW960564 AV732879 D16854 AA192519 BF922148 
AA216013 BG624091 BE544387 BG507008 AW176446 BF790033 BE088925 BE088854 AA921353 R21800 AA01 1222 T97525 
132718 1 AW975503BE763276 H74234AA687376 
12789 J4 AA229762AA230035 

231 10 1 BC006097 X03066 NM.002120 M26040 AW4691 19 AW469127 AI299772 AW5181 49 Al 144456 AW628070 AI629032 AI358810 AI880433 AI440472 

AI357070AI865385AW014799AI767973 AW518041 AA909398AW76B606 
58443.1 BC012771 BG397153 BF366196 AA337277 AA319285 AW843252 

586 



430563 
454042 



426136 
436729 



62.38 
30254J 



1222789_1 
6624J 



435542 
416869 
400261 

422940 



WO 03/042661 



PCT/US02/36810 



410032 
400263 



1490765.1 
18977.1 



10 413227 



30 



40 



45 



50 



417886 
452098 
15 452203 



20 



25 439096 
425505 
400208 



407305 
35 443068 
433075 



400252 



^ 444825 

414991 
432236 
417527 
425645 
60 455608 
418512 
407393 
400178 



65 
70 
75 



410927 
449343 



80 432639 
417479 
426477 
418342 



25501J6 
349J 

1031334J 
161393J 
2630J 



1241997J 
1228213 1 
16640.1 



422667 224778J 



18695.17 
78.6 



2656.2 



400209 16640.1 



19904.1 

1785136.1 
1001131.1 
2431831.1 
1283068.1 
1478902.1 
12225 6 
6807 1 
840.4 



3618.2 
14470.1 



1237887.1 
2356588.1 
1296538.1 
295203.2 



BE065985 BE066083 BE066008 BE066093 BE065944 

Z1 1692 X51466 NM001961 M19997 BI224253 BG830478 AU122147 AU123437 BG113591 BG752624 BE886804 BI868669 B6337216 AW629935 
BM016525 AI560409 AL562865 AI909178 BF849556 AA371735 BF038841 BF7271 1 5 BC006547 BG757526 AL555664 B1261304 BG770095 
B1033466 BI517580 BG876486 BI011828 AI313235 BG831724 BF869862 BG998348 BI01 1834 BF888337 BF898627 BF092380 AW803215 F01241 
BF805719 BG876487 AW498536 BF988866 BG998849 AA248724 BG829202 BG756456 BG032392 BI859287 BM016990 BG332369 BE933685 
BE166758 BM452445 A1937808 AW02612B N23684 AW006041 AI337621 F331 1 1 BF344301 8G105450 BG387343 BF569547 BF154671 
BM007368 BF569385 BE772007 BI199487 BF761700 BI261519 BF944452 BF898506 A1038390 BM044934 AW381142 BG743618 BE769206 
BE893973 BI015047 BF686479 BF761350 BE769769 BG766117 BF847365 BE397834 AW371 121 BF089125 BE082996 BF183193 BG180964 
BF089940 BI000274 BG255503 BG674499 BG774174 BI015O84 
BE072622 M79082 

NM_025237AF326739AW771508AI498457AI493134A!383985AI498691 BF431247 AI580267 D79813 AF331844 AA393939A1783624 

AA969408 AI768408 AA393768 

AA210987 D57294 AA2145B4 AA207006 D55572 

BG028348 BF772844 H83066 AW817969 H90985 BF755039 AI858183 

BC014081 NM 000593 X57522 L21208 L21207 U1206 L21205 L21204 AL561404 AL546423 AL560492 AL556882 AL541576 AL550654 BI823519 
BI770023 AL554969 B1489906 AI304693 AW295947 BM146642 X57521 BGB20143 BE898390 F06770 F12630 BM423610 AL561518 BM009470 
BG7429B1 AA279685 M847441 AA313737 BF172639 BF89721 6 BF914190 BF903647 S70277 AI569694 AW073296 AI361433 AA564644 
M487429BEB58232 M838610A!539114AI719375A1829129BG057675AI423422AU158860BE300655AW17077^ 
AL556850 AL576404 AL582800 BI256544 BF342301 BG875994 AA054458 AA353161 A1940434 BE816522 AL577636 AI479650 AW150377 
AU154395 AW951271 AI032220 AI819778 AI346733 AW771 150 AW512525 AI249904 AA279809 AI352549 AW512517 BG0562B0 AA521222 
BE271141 AL581932AL541575BI819184 AV660190 AL556475 AI620020AW089888AW079179Z21518 AA687601 F04651 AI7B3961 T57198 
A1433367 T78652 A1554968 AA365648 AL58261 9 BE874601 BFB04669 AL574458 BM145502 AI266514 A1538823 AI475626 AA94821 0 AA884054 
AA487637 AA031844 AA535221 AW794256 AW361447 BE788505 A1682892 AA830989 AA862356 AA653084 BM009154 AA135727 H05927 
H23433 R42244 N79997 AW366665 AW365601 AA678742 AL555474 AA135770 BE774050 BF91 4200 H88457 AA62774i6 BI56021 6 BI753586 

AW978432 AA830185 N67023 R80000 

AL036458 AA358605 AW962990 

X78817 NM 001 666 D50921 AW002308 AW575456 BF50751 1 AW467767 AI910663 BF905778 BG251 264 AL562106 AI890538 AW769258 
A1590391 AI913055 AW083235 AI078474 A1925022 AW504628 AW1 29725 BE466589 AW002786 AW591760 AI96881 6 AW006268 AW593787 
BG236814 AW769B93 AW407608 AW075982 AI248207 A1762509 AI812070 A1249937 AW083561 AW080697 BF663046 BG745612 BG979546 
AW793245 BI014177 AL519126 BE675314 AW806520 BI870778 BF879549 BE714919 BF847786 BG684161 AV695278 BG491029 BE793244 
BE830893 8E798121 R09703 BKJ13066 

AI758223 AW469334 BF940841 AW080348 A1270363 AJ055892 BE464168 BF431797 BE350144 BF44B739 AI693409 BF432999 D62848 

AA398070 A1383375 AW61 1490 

AA715338 AA7 15284 AA7 15344 

AV752763 A1032142 N30308 N22181 H95390 AW675632 

X98248 NM 002959 AU 127082 AU1 43346 BE3271 47 AJ 168442 AA426361 BF056336 AA418378 A1470560 A1365213 BI032745 BKJ32986 
AA969B95 AA233278AW291971 AA41 8326 All 9841 7 AI337018 B1032747AA888000AU099083 AU1 29681 AL036861 AA418275BF887436 
BF767448 AA232975 BI094065 BI859449 AU079651 BF877391 AW902319 BF878798 BG281450 AA418268 BG770672 BE890328 BI520437 
BE387505 AW375004 BI020046 BI033747 BF800905 BF869732 N99710 BF905459 BE715637 BE746496 BF918537 BF751392 BF751390 
BF369123 BG949840 AA9B4366 H85743 AW593418 AI9901 96 T92267 AA01 8359 H381 1 1 BM050097 BF692315 AW805907 AJ547305 AA631091 
BF845219 BG949806 T92310 BE277220 

U44839 NM.004651 BC000350 BI458316 AU1 17940 BG759024 BG749694 BE799505 BG831537 AI816335 AA325352 AL547005 AW157038 
AI859331 AI816186 AU150786 AL043549 AW1 62880 AU1 59233 AI1431 69 T03478 BE727648 AA764725 BE206603 AI369814 AJ984369 AW157545 
BE221486 H99016 AU159025 AJ074496 AI494516 BE245950 AA704385 AA280862 AI479595 AI369776 BE671398 T05538 AA682249 BI677303 
BE645335 A1359434 H92868 D52599 D53609 D54715T06015 BE222174 A1954706 D53218 D53787 R69889 W86896 AI497670 R70771 BF309414 
BE620147 BG910597AW964968BE836120Al579715H56512O55956Bt044097AL555239 BF220278 AA081991 A181 9544 AW001 573 AW131600 
AI858764 052367 W22034 BG818979 BG024561 BE702779 BI458863 B1910399 BG707755 BF348284 H10O55 B1086315 BE620574 H41088 
BG119517 W23267 W21941 AA328817 

X78817 NM.001666 050921 AW002308 AW575456BF507511 AW467767 A1910663 BF905778 BG251264 AL562106 AJ890538 AW769258 
AI59039 1 AI91 3055 AW083235 A1078474 A1925022 AW504628 AW1 29725 BE466589 AW002786 AW59 1 760 AI968816 AW005268 AW5937B7 
BG236814 AW769893 AW407608 AW075982 A1248207 A1762509 AI81 2070 A1249937 AW083561 AW080697 BF663046 BG74551 2 BG979546 
AW793245 B1014177 AL519126 BE675314 AW806520 BI870778 BF879549 BE714919 BF847786 BG684161 AV69527B BG491029 BE793244 
BE830893 BE798121 R09703 BI013066 

AV659361 BE075267 BF743302 AL549208AI950002A1224981 A)471552A1356537AA768943AA677028AJ358509 A11 47596 AI208057AI042009 
AA1 56840 AA156603AA1 51 281 AA151341 N73171 AL540476 AI950893 BG960775 AL573355 
D78831 C17898 D78863 

AW747857 B1062758 AW629481 AA837630 AA557850 AA531 132 AW973966 AW747B56 

AA203524 W68451 

BE539344AA361027 

BF328781 BE011406 BE011437 BE011402 BE011395 BE01 1428 BE011421 BE011407 
BM046773 AA224297 T33786 T08951 T09274 T08592 T30936 AA350905 
NM.018485AB038237 

U69668 AA448366 X53105 BC016514 BE694436 AK55840 AW235355 BG427984 AA6128S2 AA448223 BM145813 BM194565 AI870824 
BE973573 BM148408 AA448232 AA454176 AA740959 AA884391 AA808545 AW070759 BM144223 N75518 BE542983 BE241942 A1124022 
AA761687 BF908518 BF907890 R1 1490 AL536642 BF1091 80 AA953881 AI783716 BE622908 AI6210O5 AW148784 A16S01 14 AW275000 AI765790 
BF222859 AW167268 AJ 990460 AW300443 AA779660 AI620568 BF1 15024 BE504703 AW62B332 AJ922851 BE006636 AU158376 A11 68279 
AA80991 6 A1469757 AA830828 AA830388 N64324 AI049683 AA970275 BF477364 BG261301 AA32638B AU1 50565 AU15B374 AA687967 N58510 
AI650450 AL549572 BF349280 BF349269 BM463016 AW8367S8 AL120958 AW836891 AW385525 BE175733 BE175727 BE175723 BF092430 
BI061782 AU135358 BE175731 BE175754 BE175766 BE841747 BF798384 AU 128251 BF095248 BG223262 AW847833 AL536643 AW366516 
AW391532 8E934857 BF925057 AW438446 R86246 AW179270 BEG87782 BI832144 

AW956025 AW956024 BE550261 BF747649 BF80266B AA369961 AV747207 AW973072 BE467756 N51927 AA531539 AW241296 AI797097 
BI492823AW021895F10837BE715542BE715487AW087443 AA533638 R51354AW131541 R51852 N53741 R39257 T77635 BF955795 
BF331656F13236AW810749 

AK055378 BE896063 AV722833 B1032095 BF952019 BG547204 AJ151418 W03542 W60401 AI346936 AA862855 W60310 N72501 BF963436 
C04881 H90060 AA001203 AI863984 AI932612 AI499771 AI1 87944 AA501896 AA714924 H00689 AA91 8680 AA573996 AA521 308 AW182868 
BF996707 AA908959 AI628880 AW173363 AW665845 AA130178 AI818267 A1653563 AI828924 AA746655 AI951984 AI635625 AI0931 13 AI377976 
AI624029 AJ418242 R76291 W92652 A1207798 AV706224 AA742467 AA641806 W61229 AA130170 AA160170 H85007 W72474 W61163 H97873 
AL047509 R76567 AA812071 H81599 AA021275 H85004 H85894 BG537537 BF830518 W76228 W46673 Z43839 R7B710 C01747 H00789 
B1036345 W92828 BE150445 AW380821 AW173095 H85630 K81598 H86032 R84855 R13223 AA774992 

AW973785 H60163AA557608 

AKJ57052AI241633T89416 

AA37961 1 AA379464 AA379463 

BG025680 AW890852 BE002723 BE763824 

587 



WO 03/042661 



PCT/US02/36810 



400275 



18707J 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



414087 
423387 



412283 
409745 



413285 
426578 
438005 
454701 
411140 
407013 
432925 
417670 
400189 



411331 
418177 



439518 
400211 



426409 
459357 
411226 
415516 
433090 
436206 



438141 
439463 
454564 
426481 
426005 



416508 
408087 
433434 
437158 



411902 
455840 
430975 



1632850J 
2612_2 



1163164J 
MH1944.5 



12794 9 

358276J 

694209 2 

352355 1 

1D71177J 

2073.7 

225876J 

2139687.1 

2140J 



1076355.1 
6503.2 



23842.1 
353*_1 



320121J 
1085411.1 
1073516 1 
1875286.1 
7504.2 
31 207 J 



1173217.1 

23351.1 

1061B20.1 

1229053.1 

MH790J9 



1974161.1 
633688.1 
194862.1 
59575.1 



1141058.1 
1518844.1 
56593.2 



NM 006513 BC009390 X91257BC000716BM450041 BI771139AV710955AU120415AU141179AU121081 BE409287 AU141397 AU122238 
BI256788BE386217AU143368AU133780AU139704BG531086BE268235 BE545230 AU143414 AV761720AU129842 AU143343 BE270064 
BG473378 BE298813 BI772360 BE617354 AU140124 BE277005 BG746716 BE81 4960 AW1 61287 AV762084 BG898985 AW674875 AA313975 
AV749916 AA374328 BM01 1248 AU098465 AW238888 BG940091 BG284599 AW410037 AA378483 D49914 AL573323 AL549819 AL572282 
AL572871 AL56B117 AL571945 AL547790 AL581217 AL514659 AL573926 AL540816 AW410038 BI262249 BG284713 A1659394 A1093582 
AW965846 AA652206 AI666014 AA654357 AU146982 AW273447 AW157715 AW574750 BG683509 AW887824 AI818522 AA703770 BE542873 
AA515504AU154982AA831254AA828521 A1088602 M8546MM190869 8F062816M464944BG261335 

W68695 AW182900 W37334 AI073864 C17924 C18528 A1299318 BF154399 B6319570 BF764242 BF764209 A1620320 T06029 BF447193 F29285 
AL548949 B1333775 BE743602 BE618230BE268139 BF036434 BE562718 BG774381 AA559833 AA297649 AA010945 BG105512 BE269205 
T32623 BG01567S AI518S18 AL517118 AL53B396 AI049861 AL581976AV752041 W265B6BE181609AI963016BG057603A1720256AA844560 
AA055570 BE619606 C17428 AI042174 N93945 N69743 BF795208 AW057940 BI091399 AW975179 AA909936 H28712 W65445 AL515439 
W371 17 H66514 T85737 W37369 
W19712BE247277 

L13288 AA928785 A160891 2 AW872978 AA565655 AI02291 5 AI304920 AI564366 AI668793 AI094557 T60038 R72302 H45409 AA508805 R46356 
AA418798 BM129553 BM129126 BM129292 BM128865 AI808418 A1689932 AI806573 BF431808 AW872985 AW166269 H73241 T16182 AI264547 
R73391 R72085 R72840 T83751 X75299 BF754348 R94105 AW449B39 R73300 NM.004624 AI797007 BE045543 BF110021 BF754250 TB3923 
AW884084 AA903896 AA418962 L20295 R72351 H45098 AA961010 R73210 R46451 AW684085 BI022902 BI763932 BI910138 

AW936035 AW935951 AW935789 AW935881 AW936018AW935892BE069084 

BI030997 AA921874 AW188822 BI027862 AI347618 AI361453 AI088754 AW207491 AA077391 BG012775 BG997382 AA286833 AA150722 
BI007625 BI027864 B1009100 BI006275 BI006270 BI031000 BI029864 Bt006277 BI007627 BI006266 BI006991 BI006990 BI007763 BI007762 
BG997377 AA150780 BI033518 BI027818BG015789BI033807 AA341445 
BE078405 BE078404 BE16B534 
AV742719 R23027 R63874 AA381749 
BG542693 D63271 T94955 AA774994 

BF697879 BG984482 AW854930AW854941 AW81 4115 AW81 4431 AW814190BF325887BF325890 BF985536 

AW819463 AW819514 AW81961 7 AWB19618 AW819609 

U35637 AA192323 AA194508 BG011583 F25712 AL596820 BE185376 

AA878324AI619686AI014377 

T85948 R07785T86972 

Y0820O NMJ04581 BC003093 BE733834 BI753321 BG773890BF091 908 BI9 17541 A1023762AA587230 BF435086 AI264262 AJ687392 AI810536 
AW589886AI244419AA749261AA535435AW205689AI765770A1765431 C02465 AW305347 AIB18456AA322111 AW381845AW381829 
AV749407 AA811636 AU159893 AA603065 AA652542 AI468678 R49616 AW381863 BE389867 BE182387 BF087771 AA5Z7551 AA134051 
AA831504 AA134052 AI871759 AW089048 BI913532 AA367709 BG82B155 BF093014 

AWB37178 T77002F13038 

AK056654 AJ420421 A1127111 AA705921 AA749298AA776967 AI343768AW070583AA766587 AA804876AA460658 AA394137 W72279 
AW071467 AI343B43 AA393817 AW769379 AA861 873 M71 5043 AW512448 AM52856 AI81 9873 T1 7354 AW779778 BF477620 AI783605 
AI624523 AA261906 AA514931 B19641 24 AW576481 A1864544 AA490883 AA860972 BI953076 AI632879 AA291 985 AA255873 BI966876 BI963833 
238970 BI495302 BI495301 A1784395 AU1 85472 AA652150 AA652026 D20449 BI0B8167 BI260636 BE869946 AI935271 B1792882 AI762915 
AI809275 AI81 3351 BF4471 39 A1052069 AI0571 27 AA398950 AA291984 AA292934 AA262543 BF760287 R64455 R72980 H90786 BE69801 6 
AW959314 BI031449 AL574617 AA776284 AA393770 BM455617 81602104 BI793150 N36710 H59529 BI005937 BI600748 BF085914 BF085907 
BF835429 BF83521 0 BF085926 AA226136 BF836829 BF836606 BM007373 AI369807 BF085930 W251 19 BI252884 BI001270 BE549079 
BF238403R56934 

AF086341W76326W72300 

NM.003899 D63476 BM456434 AA778936 AA452871 AI052466 AW014138 AA448725 BE6730B8 AW0281 98 B1B5637B BM150466 BM150674 

BM148451 AW500880 AA1 80228 BE243507 BM144903 AA333656AW503767 AA305470AW504819 AA978194AW500776 BE872488 AKJ32663 

AA704686 AA6521 89 AA1 79463 AL535925 BE275744 BE277708 BE275715 AW504259 AA354483 BE244197 BE246232 D17055 AW013876 

AW014877 T09464 T08407 AA830246 AW897881 BE501 192 BE501 195 AL044534 AA258853 BI037915 AA448037 BM461769 BI825965 BE763352 

AW167531 Z45588 AV721 881 AA527273 AI57321 9 AA457036 AW439651 AW264418 AA57761 8 AI802954 M902292 AA468752 AI380374 

AA722690 AIB67708 AA916982 AI291576 AW190427 AI338089 A1653744 AI306665 AW513541 AW440077 AI370014 AA904269 AW188378 

AI671644 AW193386 AI261832 M775336 BF436811 AI582703 A1278635 BE440186 AA617898 AA548948 BI491837 BF590311 AA448633 F27048 

F37022 AW770819 AA258808 A1369564 AW503675 AA7771 94 BE501048 BF222087 AA042973 AI868087 AA911460 Z41274 AI919082 T1 6746 

AA447634 A1282427 F22456 T15901 AA825298 AW007436 BE934303 BG981939 AW373814 BM151 638 AW956921 BM150080 BM153173 

BM147451 BI^3992AA916696AW444935ra398AW581147AW608258 M651910M132152AW806295T3(^^ 

BM194508 BM193225 BM469348 AW964920 AA325930 BI833B27 AW952193 AA738189 AA321051 BG987199 BF953967 T08890 BE869543 

BG742857BG988685AA456S80BG001842BF809452 AW892083BF944342 T49551 W69981 BF764519T15869AA132030 

AW954027 AA377709 

AW848421 T71427 

T62567 AW833022 AW833054 

H20760 R15237 Z43915 BF372479 F1 141 1 

AB038318 BC008888 BE905346 BE301941 AA705936 AW014954 BE378742 AI720050 BE395327 BG951204 
AK001451AU151098AW515640AW439618AI671555AVV304963 M565885AI829434AW5908^ 

AA883540 AA169387 AW771 571 All 30803 BF438773 AA08871 0 A1972691 AI972638 AI762358 AI473907 AI925905 AA502277 BG943808 

BG218468 AA194853 AU 128875 AA306025 BG986896 

AA778849 AW946871 AW9467B2 AW946955 

AF086283 W69200 W69304 

AW807573 AW807572 

AW963941 AA379825 AW963944 AA379564 

NM.054014 X52220 BC005147 BI551326 AI393601 AW592611 AA608921 AA731698 W96331 AW590007 AI076B13 AI022644 AA158365 A1699321 

A1146747 AW296894 H85337 AA017692 AA354519 AA018512 D20081 R02704 AA825671 AA017651 AL135600 R02585 AA018849 BG749616 

BF689840 R85326 AA677955 AA702354 AI076645 AI057359 H53178 WB6484 H53074 BG988909 AW962456 AA387326 AA377499 

R39769 T53143H60012 

AW150645 AW811024 AW811 148 AW81 1068 

BF81 2525 AW504832 AI972567 AA588429 AI299694 

ALO50088 AA1 60485 AW1 73544 AW296506 AW439860 AI521563 AI702529 AI393606 AW138323 AA570109 H19504 BM0219S8 BF063327 
BF593552 AA630766 AI597717 AIB07128 AA523012 AI356250 AW451857 AA974203 AI762577 BF512552 AW007307 BE675286 AW450602 
AA962057 AW516069 A1582546 BF221924 BF222543 A1801808 AW468599 AW000736 AI866625 AW235356 BM021837 AA911956 AI680606 
W86516 T03370 AW611634 H41653 AWS8349 H19588 AW090198 AW043993 R39847 

AW875344 AW875287AWB75285AW875286 BF361295AW875402AW875400 

BE145816 BE145897 BF349721 BE145885 

AK057266 BI767614 BI828588 AW069362 B1829572 AI826091 BI819382 AL040402 



TABLE 49C 



588 



WO 03/042661 



PCT7US02/36810 



Pkey: Unique number corresponding to an Eos probesel . _ MA 

Ref: Sequence source. The 7 digit numbers in this column are Genbanx Identifier (G!) numbers. Dunham I. et aT refers to the publication entitled TTie DNA 

sequence of human chromosome 22.* Dunham I. et aL, Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLpositJon: Indicates nucleotide positions of predicted exons. 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Pkey 




QtronH 

o iran a 


Nt_postfion 


402200 




Minus 


11T7RA.11 TOM 115653.1 1*5765 116808.11 £94 


401027 


700rtOQO 

72o0983 


Minus 


/ IWU/-/UOO*!,/ IUOU-/ 1 IOU 


4uuyy i 


oOybo^o 


rlUS 


irqw irotoi 
loyiaj- i030*u 


40bld/ 


9l0O4*2 


Minus 


OfllftT oifKR 
OIRO/-0 IU30 


404083 


9944029 


Minus 


lOOOO-l/UO* 


404440 


7528051 


Rus 


RrMOAQi cm 
OU4JU-01 001 


400792 


7382433 


Plus 


4 OX TOO iO/COO 

Io4ooy-lo4o3o 


404289 


2/03044 


Plus 


iRr\io.iR9RR vi9fi7 

i owy* i o *oo,ou*o i -ouso / 


401083 


0242744 


Plus 


001 QO OOOKfL 
dOl 32-003 bU 


402211 


7689783 


Minus 


en AAA COOOO 

0741 4-00229 


402705 


O7AO70C 

87B27oo 


Plus 


033vl*9Ull*l,3Uf /0-3U033,3l 101-9 leal 


402233 


7690102 


Plus 


omni Q\ An 
9U201-914/7 


405370 


2U7U409 


Minus 


QQOQfY OQ1 4 4 

oo y ou-oyi ii 


400846 


9188o0o 


Plus 


QO0 4rL0Q17l 
030lU-334f** 


405484 


5922025 


Plus 


1 99^14-1 393/9,1930/ £-1 y9MU,4tUU£0£-£UlW9 


401345 


OG OCX 0/4 

9926424 


Plus 


14flftA9 IjIPTOO 


400H43 


OIORCAC 

yiooouo 


Dine 
riUS 


RRR1.«;Q7n 7M^.77ftd RAQ9-Qf)7? Qfi7^-Q.8Q7 


406364 


9256114 


Minus 


00/ 10-OUOOO 


405490 


/ /U024U 


Plus 


OfiRSO^onocn 

iUDOO-iUOOv 


4UU/00 




Minus 




404276 


OOQC4RO 
9000109 


Rus 


lZf DZ4-1Z/000 


moon; 
402310 


f H UDDU £ 


Minus 


14IV97R 


4Uoolo 


ceioo7R 

30430/0 


Minus 


4/0£-0>JU0 


4UUo47 


Q4 DQcnc 
SloooUo 


rlUS 


A4K4')-AAR0.<* 
•**TO*JO~*rl OOO 


/nooofl 
402020 


4404*00 


Minus 


10/00- IWOO- 1*110* 




0/V7H/RQ 


Minus 


•J/4QO ■540C7 OCAOC oc/qi 
0*1 100*0*100/ ,030CXrs>of <J 1 


Anna ax 
4UU040 


oirrr/u~ 
yiooovO 


rlUS 


3A49R-3AR19 
0*Wt0-O*>Olft 


403716 


-7100CCO 

72o9oo9 


Rus 


00099-0/ 1 IL 


402447 


9796640 


nUS 


A7R/KJ770Q qiRQRj;iR91 R9n7n»R99R7 «LVV) 
*l/OUD-*l/ fZ9 ,01 030-0 10* J,0£U/U-0«3/,OO»JU 


404140 


9 0400 20 


Rus 


OT7R4 OR 117 
Of /Ol-Oa 14/ 


405516 


9454624 


Rus 


4 4.07YV7 4 1 0R7C 1 10R7ft_ 4 t 10RR4 

1 1 2 A) f-i 1 OS /b.l 1 00 / 0- 1 1000*1 


405110 


B09ooo8 


Minus 


llOiWU-l 131 UU 


403608 


8308266 


Minus 


4 04 004 4 01/7R 

121J21»i214/0 


401241 


4B27300 


Minus 


oacao it\qaa oiocr^o40/r 
ouotJO-OUO^iOlUoo-o 1 240 


405102 


8076881 


Minus 


40ftOOO 4 04 00C 

120922*121290 


404185 


4572584 


Minus 


4*V\414 4*MOT7 

129171029327 


405545 


1054740 


Plus 


44DC7T 4 4O0O7 440A04 4 4000R 104COC.401RO 

1 1 B677-1 18807,1 19U91-1 13230, 1 1\ 02d-121o£ 


405411 


4JC40C& 

3451356 


Minus 


47CHO 4T77Q 4QA01 4ROOA 

1 7o0o-l 7778,1 OUZV 1 B29U 


405602 


4753260 


Rus 


44647-44778 


403391 


9438337 


Rus 


A'iAAn A1C A A 00047 OOC/n QCfl/lfVflCOOO B7Q7 

424 1 D-42544,8oo17*4M040,8oMU-ob32Ao ( 9 / 


403869 


7280046 


Minus 


34379-34583 


404942 


7382153 


Rus 


92095-92252 


403142 


9444521 


Rus 


oaooe <yi4 04 
B92Bo-9Ulol 


400844 


9188605 


Plus 


O/7/C 0VIR70 ocnococoftA 
24 74o-24o /2,2oU JO-202U4 


402704 


8782736 


Rus 


0/000-0/490 


402833 


8918545 


Plus 


2090/-2/ / /O 


401001 


7770425 


Minus 


1 /RiAO_1 /RRR4 117704.1 47Q71 14R0R1_4 AR4A 
l*TO*WO-l*lOOD*», 1*1/ 13*1-1*1/3/ 1, 1*10001-1 *K>KJ 


401242 


4827300 


Minus 


OOR4ft_OORRO 
0*010-0*000 


401943 


104 Aia~i 
491439/ 


Rus 


033*0-000/ 1 


402807 


6456148 


Minus 


4n4CJio 4/Mccn ino^i'w^inoci*R 

1 U 1 04*- 1 U 1 OOU, 1 U04 /O- 1 UOOOO 


402603 


9y09oyo 


Minus 


1*1 1000-1 41 00* 


40oo2o 


"5 OCT* iA 
J23J114 


Plus 


910.QQ.O4CO0 
*1093-*10DJ 


4U*3/4 


30000*13 


Ohio 
rlUS 


194M«L194?/?1 


4U09O7 


cnocA CO 


Minus 


oonro 904 oc 
**UO*-*Z 100 


403335 


O0000o4 


Rus 


119^17 11W94 114n74-1147ftt 
11*0U/-I 1*0**1,1 1 «*U # 1 11/ vO 


AM 4 40 

401 11 o 


OOCCOI4 
330b341 


Minus 


40110.1 QQCQ 
13413-13303 


401185 


9625304 


Minus 


177393-177691 


404537 


8247909 


Minus 


188775-189573 


405266 


4156171 


Minus 


63337-63552 


402615 


9926801 


Rus 


131390-132157 


400566 


9884730 


Plus 


64485-64714 


403212 


7630897 


Minus 


156037-156210 


403290 


8083176 


Rus 


19288-20076 


401342 


9908882 


Plus 


3096-3242 


400471 


9931670 


Minus 


105629-105760 


405588 


5002511 


Plus 


46180-46386 


400539 


7574902 


Plus 


8559-8721 


403743 


7652003 


Minus 


136463-136646 


403912 


7710730 


Minus 


72000-72290,72431-72700,72929.73199 


405099 


8074292 


Minus 


114365-114514,128635-128831 


401445 


8218584 


Minus 


93700-93886 


405480 


2766593 


Rus 


33325-33659 


402183 


7658390 


Minus 


10051B-104298 


400749 


7331445 


Minus 


9162-9293 


406139 


9166768 


Minus 


72397-72602 
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402129 


7704953 


Minus 


166156-166365 


400645 


8117693 


Minus 


58471-58716 


403201 


9958297 


Minus 


109782-109934 


403609 


830B266 


Minus 


125974-126320 


400719 


811B911 


Minus 


4457944856,45294-45487,46449-46641 


403088 


B954241 


Plus 


169894-170193.170504-170806 


403328 


8469086 


Minus 


120428-120703 


403305 


8099945 


Plus 


114632-114805 


401702 


1871197 


Minus 


68182-68325 


400777 


8131663 


Plus 


70745-71121 


404956 


7387343 


Plus 


55883-56203 


401917 


9502466 


Plus 


25054-25229 


401984 


4454511 


Plus 


103825-104024 


406303 


8575868 


Plus 


173622-173786 



Table 50A lists about 41 4 genes up-regulated in non-seminomatous mixed germ cell testicular cancer compared to norma! adult tissues. These were selected from 59680 probesets 
on the Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average" non-seminomatous mixed germ cell testicular cancer to "average' normal adult tissues was greater than 
or equal to Z The "average" non-seminomatous mixed germ cell testicular cancer level was set to the 85th percentile amongst non-seminomatous mixed germ cell testicular cancers. 
The "average' normal adult tissue level was set to the 95th percentile amongst non-malignant tissues. In order to remove gene-specific background levels of non-specific 
hybridization, the 10th percentile value amongst the non-malignant norma! body tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

Table 51 A lists about 518 genes up-regulated in seminomatous testicular cancer compared to normal adult tissues. These were selected from 59680 probesets on the Affymetrix/Eos 
Hu03 GeneChip array such that the ratio of 'average* seminomatous testicular cancer to "average* normal adult tissues was greater than or equal to 2. The 'average' seminomatous 
testicular cancer level was set to the 85th percentile amongst seminomatous testicular cancers. The 'average* normal adult Bssue level was set to the 95th percentile amongst non- 
malignant tissues. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile value amongst non-malignant normal body tissues was 
subtracted from both the numerator and the denominator before the ratio was evaluated. 

Table 52A lists about 673 genes up-regutated In testicular cancer (non-serninorriatous and seminomatous) compared to normal adult testicular tissues. These were selected from 
59680 probesets on the Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average* testicular cancer to "average" normal testicular adult tissues was greater than or equal to 
6. The "average* testicular cancer level was set to the 75th percentile amongst testicular cancers. The 'average' normal adult testicular tissue level was set to the 95th percentile 
amongst non-malignant testicular tissues. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile value amongst non-malignant normal 
body tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

Table 53A lists about 735 genes up-regulated in testicular cancer (non-seminomatous and seminomatous) compared to normal adult tissues. These were selected from 59680 
probesets on the Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average" testicular cancer to 'average" normal adult tissues was greater than or equal to 3. The 
"average" testicular cancer level was set to the 95lh percenple amongst testicular cancers. The "average" normal adutt tissue level was set to the 95th percentile amongst non- 
malignant (issues. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile value amongst non-malignant normal body tissues was 
subtracted from both the numerator and the denominator before the ratio was evaluated. 

Table 54A Dsts about 476 testi-specific genes downregulated In testicular cancer (non-seminomatous and seminomatous). These were selected from 59680 probesets on the 
Affymetrix/Eos Hu03 GeneChip array such that the ratio (R1) of normal testi to normal adult (issues was greater than or equal to 3. R1 was calculated as the mean number of 
interquartile range values over the median normal adult body tissue expression among normal testicular samples. The rate (R2) of "average" normal testi to "average" testicular 
cancer among these genes was greater than or equal to 2 The "average" normal test] level was set to the 50th percentile amongst normal testis. The "average" normal testicular 
cancer level was set to the 95th percentile amongst testicular cancer samples. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile 
value amongst non-malignant normal body tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

Table 55A lists about 588 genes up-regulated in ncn-semiromatous mixed germ cell testicular cancer compared to normal adult testicular tissues. These were selected from 59680 
probesets on the Afiymetrix/Eos Hu03 GeneChip array such that the ratio of 'average' non-seminomatous mixed germ ceD testicular cancer to "average' normal adult testicular 
tissues was greater than or equal to 4. The "average* non-seminomatous mixed germ cetl testicular cancer level was set to (he 95th percentile amongst non^eminomatous mixed 
germ ceD testicular cancers. The "average' normal adult testicular tissue level was set to the 95th percentile amongst non-malignant testicular tissues. In order to remove gene- 
specific background revels of non-specific hybridization, the 1 0th percentile value amongst non-malignant normal testicular tissues was subtracted from both the numerator and (he 
denominator before the ratio was evaluated. 

Table 56A lists about 81 2 genes up-regulated in seminomatous testicular cancer compared to normal adult testicular tissues. These were selected from 59680 probesets on the 
Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average" seminomatous testicular cancer to "average" normal adult testicular tissues was greater than or equal to 4. The 
"average 1 seminomatous testicular cancer level was set to the 50th percentile amongst seminomatous testicular cancers. The 'average' normal adult tissue level was set to the 95th 
percentile amongst non-malignant testicular tissues. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile value amongst non- 
malignant normal testicular tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

TABLE 5QA: 

Pkey. Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigenelO: Unlgene number 
Unlgene Tifle: Unigene gene ti8e 



Rl: 


Ratio of non-seminomatoui 


» mixed germ cell testicular cancer compared to normal adult tissues 


Pkey 


ExAccn 


UniGene 


Unlgene Title 


Rl 


432666 


AW204069 




ESTs, Weakly similar to unnamed protein 


74.60 


432730 


AI066520 


Hs.1 31358 


ESTs 


50.55 


450581 


AF0B1513 


Hs.25195 


TGF-beta4 


47.85 


418696 


AW959433 


Hs.326290 


hypothetical protein FU12581 


44.05 


423458 


A1204212 




ESTs 


36.60 


428664 


AK001666 


Hs.189095 


similar to SALL1 (sal (Drosophila)-Bke 


30.60 


448981 


AI966719 


Hs.195387 


ESTs 


26.40 


407710 


AW022727 


Hs.23616 


ESTs 


24.00 


4294B6 


AF155827 


Hs.203953 


hypothetical protein FU10339 


19.35 


451106 


BE382701 


Hs.25960 


N-MYC oncogene 


18.85 


417407 


AA923278 


Hs.290905 


ESTs. Weakly sirrflar to protease fRsapi 


18.40 


420759 


T11832 


Hs.1 27797 


Homo sapiens cDMA FU 1 1 381 lis, done HE 


18.25 
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424578 AK001973 Hs.15QB90 hypothetical protein 17.86 

418756 AA252254 Hs.226949 ESTs 17.20 

404996 Target Exon 16.15 

447534 AW953935 Hs.288655 ESTs 15.80 

5 456847 AI360456 Hs.37776 ESTs 15.00 

446979 AI654443 Hs.197683 ESTs 14.80 

438915 AA280174 Hs.285681 WilGams-Beuren syndrome chromosome regi 14.75 

452838 U65011 Hs.30743 preferentially expressed antigen tn meta 14.70 

449322 AI638616 Hs.196566 ESTs 14.35 

10 418007 M13509 Hs.83169 matrix metaltoproteinase 1 (interstitial 14.20 

448776 BE302464 Hs.30057 MRS2 (S. cerevisiae)-fike. magnesium horn 12.95 

433330 AW207084 Hs.132816 hypothetical protein MGC1 4801 12.70 

410102 AW248508 Hs.279727 ESTs; homotogue of PEM-3 [Oona savignyi 12.55 

447188 H65423 Hs.17631 hypothetical protein DKFZp434E21 35 12.43 

15 406547 Target Exon 12.35 

434649 AA738254 Hs.165390 ESTs, Highly similar to A40350 trartscrip 1210 

428227 AA321649 Hs.2248 small inducible cytokine subfamily B(Cy 11.65 

408908 BE296227 Hs.250822 serine/uvecntne kinase 15 11.55 

437099 N77793 Hs.46659 ESTs, Highly similar to SI 4458 lamtnln a 11.05 

20 430676 AF084866 gb:Homo sapiens envelope protein RIC-3 ( 10.08 

426866 U02330 Hs.172816 neuregulin 1 10.05 

446791 AI632278 Hs.195922 ESTs 10.05 

433159 AB035898 Hs.150587 kinesin-like protein 2 9.85 ' 

„ 428479 Y00272 Hs.334562 all division cycle 2, 61 to S and G2 to 8.95 

25 427521 AW973352 ESTs 8.92 

452291 AF015592 Hs.28853 COC7 (ceil division cycle 7, S. cerevtsi 8,90 

427486 AA974433 fibroblast growth factor 4 (heparin seer 8.52 

425266 J00077 Hs.1 55421 atpha-fetoproteln 8^0 

„ 408465 AW196940 Hs.253277 ESTs 8.47 

30 444971 AI651116 Hs.148659 ESTs 8.35 

413318 AU076607 Hs.75285 Inter-alpha (globulin) Inhibitor, H2 pot 8.35 

425769 U72513 Hs.159486 Human RPL13-2 pseudogene mRNA, complete 8.00 

409731 AA125985 Hs.56145 thymosin, beta, Identified in neuroblast 7.95 

„ 424905 NMJJ02497 Hs.153704 NIMA {never in mitosis gene abated k 7.75 

35 412265 M101325 Hs.86154 hypothetical protein FU 12457 , 7.65 

407340 AA810168 Hs.284289 vitiligo-associated protein VIT-1 7.50 

453884 AA355925 Hs.36232 KIAA01 86 gene product 7.36 

422956 BE545072 Hs.122579 ECT2 protein (EpHheBal cell transforml 7.25 

432239 X81334 Hs.2936 matrix metalloproteinase 13 (coflagenase 7.25 

40 440119 AA865455 Hs.125331 ESTs, Moderately similar to unknown fH.s 7.22 

431840 AA534908 Hs.2860 POU domam, dass 5, transcription facto 7.13 

435918 AF263538 Hs.86232 growth dirferenBalion factor 3 7.13 

412537 AL031778 nuclear transcription factor Y, alpha 7.08 

416658 U03272 Hs.79432 firjrillin2(congenaaJcontracruralara 7.05 

45 428916 AF003001 Hs.194562 telomeric repeat binding factor (NlMA-in 6.88 

424085 NM_002914 Hs.139226 replication factor C (activator 1)2 (40 a75 

453392 U23752 Hs.32964 SRY (sex determining region Y)-box 1 1 6.75 

437052 AA861697 Hs.120591 ESTs 6.75 

425427 AI652662 Hs.157205 branched chain aminotransferase 1,cytos 6.72 

50 443523 AK001575 Hs.9536 hypothetical protein FU10713 6.71 

457465 AW301344 Hs.122908 DNA replication factor 6.62 

442832 AW206560 Hs.253569 ESTs 6.54 

427711 M31659 Ks.180408 solute carrier family 25 (mitochondrial 6.30 

453913 AW004683 Hs.78934 mutS (E. coti) homotog 2 (colon cancer, 6.30 

55 448588 AI970276 Hs.156905 K1AA1676 6.12 

436608 AA628980 Hs.1 92371 down syndrome critical region protein DS 6.09 

415857 AA866115 Hs.1 27797 Homo sapiens cDNA FU11381 lis, clone HE 5.95 

412642 BE244598 Ks.809 hepatocyte growth factor (hepapoietin A; 5.85 

443068 AI188710 ESTs 5.85 

60 438450 AI050866 Hs.65853 nodal, mouse, homotog 5.81 

441287 AW293132 Hs.131373 ESTs 5.80 

425572 AB011076 Hs.1 58307 undifferentiated embryonic ceil transcri 5.76 

416747 AW876523 Hs,15929 hypothetical protein FU 12910 5.75 

436902 AW247145 Hs.192729 ESTs 5.70 

65 441627 AA947552 Hs.58086 branched chain aminotransferase 1, cytos 5.60 

440304 BE159984 Hs.125395 ESTs 5.60 

432407 AA221036 Hs.1 3273 gbizr03f1Zr1 Stratagene NT2 neuronal pr 5.56 

436812 AW298067 gb:UHH-BW0-ajr>Cr0^0-Ul.s1 NCI_CGAP_Su 5.55 

_ n 423673 BE003054 Hs.1695 matrix metalloproteinase 12 (macrophage 5.51 

70 431354 BE046956 Hs.251673 DNA (cytosine-5-Hnethyltransferase 3 be 5.51 

430044 AA464510 Hs.152812 ESTs 5.47 

437036 A1571514 Hs.133022 ESTs 5.45 

435663 AI023707 Hs.134273 .ESTs 5.40 

427667 AK001279 Hs.180171 Homo sapiens cDNA FU10417 fis, clone NT 5.40 

75 416111 AA033813 Hs.79018 chrcmafin assembly factor 1 , subunit A { 5.21 

447254 NMJ04153 Hs.17908 origin recognition complex, subunit 1 (y 5.15 

434551 BE387162 HsJ280858 ESTs, Highly similar to A35681 DNA excis 5.15 

430272 X04898 Hs.237658 apolipoprotein Ml 5.12 

orx 427961 AW293165 Hs.143134 ESTs 5.05 

80 424315 AW614850 Hs.193384 putatafive 2B kDa protein 5,05 

409798 AA248587 Hs.30237 ESTs, WeaWy similar to ALUB_HUMAN !!!! 5.00 

418477 AW022983 gbxif46h12.y1 Morton Fetal Cochlea Homo 5.00 

418378 AW962081 gb:EST374154 MAGE resequences, MAGG Homo 4.95 
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430255 AKQ00703 Hs.323822 Homo saptensmRNA for K1AA1 551 protein, 4.94 

443537 013305 Hs.203 cholecystokinin B receptor 4.92 

431494 AA991355 Hs.298312 hypolhetica) protein DKFZp434A 131 5 4.90 

416661 AA634543 HsJ9440 IGF-ll mRNA-binding protein 3 4.85 

5 423642 AW452650 Hs.157148 hypothetical protein MGC13204 4.80 

449592 A1655494 Hs.195718 ESTs 4.75 

407300 AA102616 Hs.120769 gbzn43e07.s1 StratagenB HeLa cell s3 93 4.73 

420333 AJ001383 Hs.97084 lymphocyte anligen 94 (moose) hornolog (a 4.68 

446700 AW206257 Hs.156326 Human ONA sequence from clone RP11-145L2 4.61 

10 445537 AJ245671 Hs.12844 EGF-lik&domain, multiple 6 4.60 

448966 AW372914 Hs.88149 phosphoinositol 3-phosphate4)lnding prot 4.50 

439570 T79925 Hs.269165 ESTs, Weakly similar to ALU1_HUMAN ALU S 4.50 

440006 AK000517 Hs.6844 NALP2 protein; PYRIN-Conlainlng APAF1-0 4.48 

402145 Target Exon 4.48 

15 408750 BE294069 Hs.93581 hypothetical protein FU 1051 2 4.47 

453289 AI188161 Hs.144627 ESTs 4.45 

430252 AI638774 Hs.105326 testes development-related NYD-SP20 4.40 

422689 AW856665 gb:RC3-CT0297-2901 0W)1 3403 CT0297 Homo 4.32 

426427 M86699 Hs.169840 TTK protein kinase 4.30 

20 420047 AI478658 Hs.94631 brefeldln A-inhiWted guanine nucleotide 4.20 

430287 AW182459 Hs.125759 ESTs, Weakly similar to LEU5_HUMAN LEUKE 4.18 

419635 NMJM5033 Hs.91728 pdymyratis/sclerodermaautoanfigen 1 ( 4.15 

416209 AA236776 Hs.79078 MAD2 (mitotic arrest deficient, yeast, h 4.10 

438188 AA779975 Hs.128859 ESTs 4.10 

25 435514 AW592804 ESTs 4.10 

442333 AI650877 Hs.129302 ESTs 4.05 

413627 BE182082 Hs.246973 intron of Bicaudal D hornolog 1 4.00 

445140 AI650599 Hs.197913 ESTs. Weakly similar to SCP3 MOUSE SYNAP 4.00 

448038 AW015073 Hs.232026 ESTs, Weakly similar to R052.HUMAN 52 KD 4.00 

30 458814 AI498957 Hs.170861 ESTs, Weakly similar to 21 95_HUMAN ZINC 3.95 

419423 D2648B Hs.90315 KIAA0007 protein 3.95 

440527 AV657117 Hs.184164 ESTs, Moderately similar to S65657 alpha 3.95 

441553 AA281219 Hs.121296 ESTs ' 3.95 

432415 T16971 ' Hs.289014 ESTs, Weakly similar to A43932 mucin 2 p 3.91 

35 409757 NMJJ0189B Hs.123114 cystatlnSN 3.89 

432281 AK001239 Hs.274263 hypothetical protein FU 10377 3.88 

450351 BE547267 Hs.59791 hypothetical protein MGC13183 3.85 

403780 C4001759:gil133250|splP19474JRO5^.HUMAN 3.84 

421917 AB028943 Hs.109445 WAA1020 protein 3.84 

40 417153 X57010 Hs.81343 collagen, type II, alpha 1 (primary oste 3.84 

429120 AK001673 Hs.196530 hypothetical protein FU10811 3.82 

410193 AJ132592 Hs.59757 zinc finger protein 281 3.80 

453922 AF053306 Hs.36708 budding uninhibited by benzimidazoles 1 3.80 

415829 AW450198 Hs.163742 ESTs 3.78 

45 440953 AI683036 Hs.124135 Homo sapiens cONA FU 13051 fis, clone NT 3.77 

439780 All 09688 gb:Homo sapiens mRNA fuB length insert 3.70 

422938 NIO01809 Hs.1594 centromere protein A (17kD) 3.68 

415947 U04045 Hs.78934 mutS (E. cofi) hornolog 2 (colon cancer, 3.66 

423123 NM 012247 Hs.124027 SELENOPHOSPHATE SYNTHETASE ; Human seten 3.65 

50 420900 AL045633 Hs.44269 ESTs 3.65 

426572 AB037783 Hs.170623 hypothetical protein FU 1 11 83 3.65 

426496 D31765 Hs.170114 KIAA0061 protein &60 

452461 N78223 Hs.108106 transcription factor 3.60 

418379 AA218940 Hs.137516 fidgetin-lika 1 3.50 

55 442573 H93366 Hs.7567 branched chain aminotransferase 1, cytos 3.48 

428301 AW628666 Hs.98440 ESTs, Weakly sbnilar to I38022 hypotheB 3.45 

419384 AA490866 Hs.39429 ESTs 3.44 

453932 AW006303 Hs.329298 ESTs. Weakly similar to (defline not ava 3.43 

446293 A1420213 Hs.149722 UM domain transcription factor UM-1 (h 3.41 

60 422094 AF129535 Hs.272027 F-box only protein 5 3.40 

418661 NM_001949 Hs.1189 E2F transcription factor 3 3.40 

423198 M81933 Hs.1634 cell division cycle 25A 3.39 

424153 AA451737 Hs.141496 MAGE-like2 3.38 

_ 417705 AW134952 Hs.175220 hypothetical protein FU14541 337 

65 443715 AI583187 Hs.9700 cydinEI 3.34 

420281 AI623693 Hs.323494 Predicted cation efflux pump 334 

449571 AW016812 Hs.200266 ESTs 3.34 

424687 J05070 Hs.151738 matrix metaltoproteinase 9 (gelaUnaseB 3.31 

„ 452807 AA02B933 Hs.162434 ESTs 3.31 

70 422756 AA441787 Hs.1 19689 glycoprotein hormones, alpha polypeptide 3.30 

421650 AA781795 Hs.122587 ESTs 3.30 

418355 142563 Hs.1165 ATPase, H? transporting, nongastric alp 3.28 

438494 AA908676 Hs.130183 ESTs 3.23 

424568 AF005418 Hs. 150595 cytochrome P450, subfamSy XXV1A, polype 3.22 

75 433764 AW753676 Hs.39982 zinc finger protein RINZF (NM.023929) 3.20 

427642 R40761 Hs.9834 ESTs 3.20 

414747 U30872 Hs.77204 centromere protein F (35Q/400kD. mitosin 3.18 

403432 NI^001622iHomo sapiens alpha-2-HS^tycop 3.18 

_ 442618 R56222 Hs.26514 ESTs 3.17 

80 415799 AA653718 Hs.225841 DKFZP434D1 93 protein 3.17 

416000 R82342 Hs.79856 ESTs, WeaWy similar to S65657 alpha- 1 C- 3.15 

450431 AW136797 Hs.266041 ESTs 3.13 

433800 A1034361 Hs.135150 lung type-l cell membrane-associated gry 3.12 
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430835 AI240006 Hs.192326 ESTs 3.12 

419741 NM..007019 Hs.93002 ubiquitin carrier protein E2-C 3.10 

417791 AW965339 Hs.111471 ESTs 3.10 

434609 R76593 gb:yi50c11.r1 Soares placenta N52HP Homo 105 

5 430253 AK001514 Hs.236844 hypothetical protein FU1 0652 3.04 

411975 AI916058 Hs.144583 ESTs 3.01 

430491 AL109791 Hs.241559 Homo sapiens mRNA full length insert cDN 3.00 

413943 AW294416 Hs.144687 Homo sapiens cONA FU12981 fis, clone NT 2.99 

440207 AI371978 Hs.128326 ESTs 2.98 

10 435726 8E535787 Hs.113170 ESTs 2.97 

432840 AK001403 Hs^79521 hypothetical protein FU20530 2.97 

450149 AW969781 Hs.132863 Zic farnfty member 2 (odd-paired Drosophi 2.95 

435373 AW565536 Hs.1 17689 ESTs 2.93 

452571 W31518 Hs.34665 ESTs 2.93 

15 454679 AW813110 gb:OM-ST01894)5109M21.f05ST0189Homo 2.91 

414972 BE263782 Hs.77695 KIAA0008 gene product 2.90 

437496 AA452378 Hs.146668 Homo sapiens mRNA; cDNA DKFZp547j125 (fr 2.90 

420092 AA814043 Hs.88045 ESTs 2.89 

438378 AW970529 Hs.86434 hypothetical protein FU 21 81 6 289 

20 434414 AI798376 gb:tr34b07jc1 NCLCGAP_Ov23 Homo sapiens 2.87 

422746 NMJ104484 Hs.119651 glypican3 287 

446258 AI283476 Hs.263478 ESTs 2.86 

444371 BE540274 Hs.239 forWiead box M1 2.86 

409517 X90780 troponin I, cardiac 285 

25 414034 U89277 Hs.305985 early development regulator 1 (homolog o 284 

443169 AI038687 Hs.133338 ESTs 284 

447519 U46258 Hs.339665 ESTs 284 

453785 AI368236 Hs.283732 ESTs, Moderately similar to ALU LHUMAN A 284 

406687 M31126 matrix metanoproteinase 11 (stromeJysin 283 

30 416201 AA467752 Hs.195161 ESTs 283 

412140 AA219691 Hs.73625 RAB6 interacting, kinesin-like (rabkines 283 

457191 AI376228 Friend leukemia virus integration 1 282 

410704 BE076754 gb:CM1-BT0S01-180200-121-b10 BT0601 Homo 281 

413846 BE155042 gb:PMOKr0349-101299^)02^04HT0349Homo 280 

35 421307 BE539976 Hs.103305 Homo sapiens mRNA; cONA DKFZp434B0425 (f 275 

427719 A1393122 Hs.134726 ESTs 275 

451684 AF216751 Hs26813 CDA14 275 

414590 NWL000506 Hs.76530 coagutaSon factor II (thrombin) 274 

442032 AW016786 ESTs 273 

40 437123 AU049285 Hs.302053 Homo sapiens mRNA; cDNA DKF2p564M193 (fr 272 

446528 AU076640 Hs.15243 nucleolar protein 1 (120kD) 272 

442007 AA301116 Hs.142838 micteofarphosphoproteinNopp34 271 

438180 AA808189 Hs^72151 ESTs 270 

453900 AW003582 Hs.226414 ESTs, Weakly similar to ALU8_HUMAN ALU S 270 

45 423765 R23858 Hs.143375 Homo sapiens, done IMAG&3840937, mRNA, 269 

420949 AA934063 Hs.13836 ESTs, WeaWy similar to I38022 hypotheti 2.69 

413813 M96956 Hs.75561 teraiocardnomaKlerrved growth factor 1 268 

433914 AF108138 Hs.112160 Homo sapiens DNA helicase homolog (PIF1) 267 

445413 AA151342 Hs.12677 CGI-147 protein 266 

50 448769 N66037 Hs.38173 ESTs 266 

411022 AW936378 gb:QV4-DT0021-301299-071-«)5 DT0021 Homo 265 

423600 AI633559 Hs.310359 ESTs 265 

447175 AI365208 Hs.293606 ESTs 265 

414151 AW976468 Hs.257245 ESTs 265 

5 5 448877 A1583696 Hs.253313 ESTs 262 

427584 BE410293 Hs.179718 v-myb avian myeloblastosis viral oncogen 261 

440591 AA431599 Hs.132799 hypothetical protein FU23451 261 

449665 AI655391 Hs.143375 Homo sapiens, done IMAGE:3840937, mRNA. 261 

453775 NMJJ02916 Hs.35120 ■ replication factor C (activator 1) 4 (37 260 

60 429228 A1553633 ESTs 260 

410929 H47233 Hs.30643 ESTs 259 

427528 AU077143 Hs.179565 rrdnfchromosoma maintenance deficient (S. 258 

446142 A1754693 Hs,145968 ESTs 256 

_ 445093 A1207197 ESTs 256 

65 413686 AI469213 Hs.71404 ESTs 2.55 

447733 AF157482 Hs.19400 MAD2 (mitotic arrest deficient, yeast, h 255 

420218 AW958037 ribosomal protein L4 255 

407275 AI364186 gb:qw34h07jt1 NCI_CGAP_Ut4 Homo sapiens 255 

414312 AA155694 Hs.191060 ESTs 255 

70 421535 AB002359 Hs.105478 phospr^Tjosytfomrylglydnamidinesynlha 255 

439979 AW600291 Hs.6823 hypothefical protein FU 10430 252 

426075 AW513691 Hs.270149 ESTs, WeaWy similar to 21 09260AB cell 251 

435096 AA664977 gb:nu73b07.s1 NCLCGAPJtfvl Homo sapiens 250 

422468 AA355210 gb:EST63589 Jurkat T-cells VHomosapien 250 

75 449576 AW014631 Hs.225068 ESTs 250 

41S6B4 D593S6 sorbitol dehydrogenase 250 

452226 AA024898 Hs.157103 ESTs 250 

421451 AA291377 Hs.50831 ESTs 250 

_ _ 424308 AW975531 Hs.1 54443 rrunichromosome maintenance deficient (S. 250 

80 418203 X54942 Hs.83758 COC28 protein kinase 2 249 

453941 U39B17 Hs.36820 Bloom syndrome 249 

413762 AW411479 Hs.848 FK506-binding protein 4 (59kO) 249 

449655 AI021987 Hs.59970 ESTs 249 
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430521 NM.016383 Hs.242183 H0M-TES45 tumor antigen 149 

447444 AK000318 Hs.16616 hypothetical protein FU2031 1 2.48 

414618 AI204600 Hs.96978 hypothetical protein MGC1 0764 2.48 

445363 NMJJ05993 Hs.12570 tubulin-specific chaperoned 2.47 

5 452404 AW450675 Hs.212709 ESTs 2.46 

444823 BE262S89 Hs.12045 putative protein 2.46 

427675 AW138190 Hs.180248 zinc finger protein 124 (HZF-1 6) 2.45 

444159 AF116846 Hs.10431 dead ringer (DrosophDaHite 2 (bright 145 

. 436211 AK001581 Hs.334828 hypothetical protein FU 107 19: K1AA1 794 2.45 

10 416734 H81213 Hs.14825 ESTs, Weakly similar b K1AA1503 protein 2.45 

433183 AF231338 Hs.222024 transcription factor BMAL2 2.45 

447350 AI375572 v-erb-a avian erythroblastic leukemia vi 145 

428728 NMJJ16625 Hs.191381 hypothetical protein 143 

407325 AA291180 Hs.328476 ESTs, Weakly similar to alternatively sp 143 

15 410276 AI554545 angtopotetin-2 142 

444670 H58373 Hs.33293B hypothetical protein MGC5370 142 

419029 AA233397 Hs.326290 hypothetical protein FU12581 142 

437908 AI082424 ESTs 141 

414812 X72755 Hs.77367 monokine Induced by gamma interferon 141 

20 425202 AW962282 Hs.152049 ESTs, Weakly similar to I38022 hypotheti 140 

425212 AW962253 Hs.171618 ESTs 139 

423787 AJ295745 Hs.236204 nuclear pore complex protein 138 

425601 AW629485 Hs.140720 GSK-3 binding protein FRAT2 138 

449576 AW380579 Hs.209657 ESTs 138 

25 429467 NM.004477 Hs.203772 FSHD region gene 1 137 

453227 AW135862 Hs.243991 ESTs 2.37 

417833 AW003251 Hs.86264 hypothetical protein FU 14549 136 

451999 AW176401 Hs.27424 DEAD/H (Asr>Gu-Ala-Asp/His) box porypep 136 

407910 AA650274 Hs,41296 tlbronectin leucine rich transmembrane p 2.35 

30 418866 T65754 gb:yc1 1c07.s1 Stratagene lung (937210) H 135 

410060 NMJJ01448 Hs.58367 grypican4 135 

449138 AW294215 Hs.195631 ESTs 2.35 

425159 NMJKJ4341 Hs.154868 carbamoyHjhosphate synthetase 1 aspart 135 

0 _ 434808 AF155108 Hs356150 Homo sapiens. Similar to RIKEN cDNA 2810 135 

35 436481 AA379597 Hs.5199 HSPC1 50 protein similar to ubiquituvcon 134 

410275 U85658 Hs.61796 transcription factor AP-2 gamma (aciivat 134 

407818 AL021938 Hs.40154 jumonji (mouse) homotog 134 

417777 AI823763 Hs.7055 ESTs, Weakly simitar to 178885 serine/lh 133 

Af . 401704 NI^021195^rtomosapiensclaudin6(aDN6 133 

40 449670 F07693 Hs.85603 Homo sapiens mRNA; cDNA DKFZp434K2172 (f 132 

424081 NM_006413 Hs.139120 ribonuctease P (30kD) 132 

422809 AK001379 Hs.121028 hypothetical protein FU 10549 131 

429271 AF039850 Hs.198515 dead ringer (DrosophBaHike 1 130 

. _ 432865 AI753709 Hs.152484 ESTs, Weakly similar to 138022 hypothefi 130 

45 421379 Y15221 Hs.103982 small indudbte cytokine subfamily B(Cy 130 

410166 AK001376 Hs.59346 hypothetical protein FU 10514 130 

448755 AW503807 Hs.21907 Wstone acetyltransferase 130 

403433 NM_00162lHomo sapiens afpha-2-H$-gtycop 129 

„ 441031 A1110684 Hs.7645 fibrinogen, B beta polypeptide 129 

50 419594 AA013051 Hs.91417 toptisomerase (DNA) II binding protein 128 

407289 AA135159 Hs.203349 Homo sapiens cDNA FU12149 fis, clone MA 127 

425910 AA830797 Hs.184760 CCAAT-box-binding transcription factor 126 

401 220 branched chain aminotransferase 1 . cytos 126 

__ 453985 N44545 Hs.251865 ESTs 125 

55 414890 BE281095 Hs.77573 uridine phosphatase 125 

409014 H83115 Hs.49760 origin recognition complex, subunit 6 (y 125 

418140 BE613836 Hs.83551 micfofibrillar-associated protein 2 125 

424765 AA428211 hypouwOcalprotebFU14033sirnHarto 125 

419278 AU076799 Hs.1247 apolipoprotein A-IV 124 

60 412123 BE251328 Hs.73291 hypothetical protein FU 10881 124 

438459 T49300 Hs.35304 Homo sapiens cDNA FU 13655 fis, done PL 123 

417273 AK002209 Hs.81831 Homo sapiens cDNA FU11347 fis, clone PL 123 

449722 BE280074 Hs.23960 cycfm B1 122 

443184 AI638728 Hs.131973 ESTs 122 

65 416391 AI878927 Hs.79284 mesoderm specific transcript (mouse) horn 121 

440983 M20681 Hs.7594 sohite carrier family 2 (facilitated glu 121 

435045 BE297155 Hs.143698 ESTs 121 

414883 AA926960 COC28 protein kinase 1 121 

„ 446323 AI288274 Hs.345792 ESTs 120 

70 410855 X97795 Hs.66718 RAD54 (SxerevisiaeHike 120 

448757 A1366784 Hs.48820 TATA box binding protein (TBP)-associate 120 

450254 NMJXM885 Hs.99231 neuropeptide G protein-coupled receptor, 120 

418973 AA233056 Hs.191518 ESTs 120 

__ 413582 AW295647 Hs.71331 hypothetical protein MGC5350 120 

75 434334 AA912476 Hs.116750 Homo sapiens cDNA FU 13221 fis, clone NT 120 

443748 AW206447 gb:UW4-BI1^g-02-0-Ul.s1 NCI_CGAP_Su 120 

415989 AI267700 ESTs 120 

400195 NlvL007057^omo sapiens ZW10 interact* 120 

ori 428878 AA436884 Hs.48926 ESTs 120 
OO 431805 NM.014053 Hs.270594 FLVCR protein 119 

446839 BE091926 Hs.16244 mitotic spindle coiled-coa related prot « 119 
424381 AA285249 Hs.146329 protein kinase Chk2(CHEK2) 118 

417389 BE260964 Hs.B2045 rrddkine (neurile growth-promoting factor lie 
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423905 AW579960 Hs.135150 lung type-l cell membrane-assodaled gty 2.18 

413992 W26276 Hs.104557 RNA, U2 small nuclear 2.18 

412722 AI343300 Hs.15091 ESTs 2.18 

_ 409089 NM.014781 Hs.50421 K1AA0203 gene product 2.17 

5 430809 AI791150 Hs.262009 ESTs. Moderately similar to I38022 hypot 2.17 

405542 C19000728*:gi|12585552Jsp|Q9Y2Q1|Z257JU) Z17 

420509 M83554 Hs.1314 tumor necrosis factor receptor superfami 2.17 

425234 AW152225 Hs.165909 ESTs, Weakhy similar to I38022 hypothefj Z17 

425580 L11144 Hs.1907 galanln 2.16 

10 439398 AA284267 Hs.221504 ESTs Z16 

452833 BE559681 Hs.30736 K1AA01 24 protein 2.15 

421350 AW301608 Hs.278188 ESTs, Moderately similar to I54374 gene 2.15 

444863 AW384082 Hs.104879 serine {or cysteine) proteinase inhibito 2.15 

449410 AA001356 Hs.16159 ESTs 2.15 

15 442717 R88362 Hs.180591 ESTs, Weakly similar to T23976 hypotheti 2.15 

427953 AA417944 Hs.44331 ESTs Z15 

422281 M36803 Hs.346935 hemopexin 2.15 

433675 AW977653 Hs.75319 ribonucleotide reductase M2 polypeptide 2.14 

444960 AI611317 Hs.341531 ESTs Z14 

20 415890 H08225 Hs,268712 ESTs 2.14 

402099 ENSP000002l7725*iamlnin a»pha-1 chain p 2.14 

427779 AA906997 Hs.1807B0 TERA protein Z14 

453005 AW055308 Hs.31803 ESTs, Weakly similar to N-WASP [Ksaplen 2.14 

„ 422170 AI791949 Hs.1 12432 anrj-Mullerian hormone 2.14 

25 414161 AA136106 Hs.184852 KIAA1 553 protein 2.14 

437623 063880 Hs.5719 chromosome condensation-related SMC-asso 2.13 

449810 AB008661 Hs.23994 activin A receptor, type II B 2.11 

450663 H43540 Hs.25292 ribonuclease HI, large subunit 2.11 

419525 T79257 Hs.1259 asialogfycoprotein receptor 2 2.11 

30 424727 AW590378 Hs.152519 hypothetical protein RJ20674 Z10 

418592 X99226 Hs.284153 Fanconi anemia, complementation group A 2.10 

425292 NM 005624 Hs.155545 37 kDa leucine-rich repeat {LRR) protein Z10 

430821 AA487264 Hs.1 54974 Homo sapiens mRNA; cONA DKFZp667N064 (fr Z09 

418552 AF198254 Hs.86088 IGF4I mRNA-binding protein 1 Z09 

35 408291 AB023191 Hs.44131 KtAA0974 protein Z09 

425474 Z48054 Hs.158084 peroxisome receptor 1 Z09 

453028 AB006532 Hs.31442 RecQ protein-like 4 Z09 

447831 AI433293 Hs.164115 ESTs Z08 

437162 AW005505 Hs.5464 thyroid hormone receptor coaclivaUng pr Z08 

40 429166 AB033096 Hs.197668 KIAA1 270 protein Z08 

432446 AA542845 Hs. 294088 GAJ protein Z08 

417866 AW067903 Hs.82772 collagen, type XI, alpha 1 Z07 

431093 AB031038 Hs.301704 eornesoderrnin (Xenopus bevis) homolog Z07 

A/m 408116 AA2S1393 Hs.289052 Homo sapiens, Similar to RIKEN cONA 5430 2.07 

45 449569 AI656634 Hs.195389 ESTs Z07 

429999 AI761902 Hs.99597 ESTs Z06 

420552 AK000492 Hs.98806 hypothetical protein 2.06 

423175 W27595 Hs.347310 hypothetical protein FU 14627 Z05 

406137 NM_0Q0179*:Homo sapiens mutS (E coli) h 2.05 

50 413833 Z15005 Hs.75573 centromere protein E (31 2kD) 2.05 

450375 AA009647 a disintegrin and metailoproteinase doma Z05 

409066 AA062980 Hs.66960 ESTs Z05 

425700 AF076292 Hs.159251 forkhead box H1 Z05 

432359 AA076049 Hs.274415 Homo sapiens cDNA FU10229 fis. clone HE Z05 

55 409093 BE243834 Hs.50441 CGW4 protein Z05 

418054 WLQ02318 Hs.83354 lysyt oxidase-lfte 2 Z04 

408446 AW450669 Hs.45068 hypothetical protein DKFZp434M43 Z04 

417115 AW952792 Hs. 33461 2 small nuclear ribonudeoproteln potypept Z04 

429840 AA459699 Hs.99496 ESTs Z03 

60 409717 AW452871 Hs.56043 CGM 15 protein 2.02 

418113 AI272141 Hs.83484 SRY (sex determining region Y)*box 4 2.02 

448275 BE514434 Hs.20830 Wnesin-like 2 Z02 
432731 R31178 Hs.287820 fibronectin 1 Z02 

405157 NM_00321 3*:Homo sapiens TEA domain famfl Z02 
65 425274 BE281191 Hs.155462 m'michromosome maintenance deficient (mi 2.01 

423739 AA39B155 Hs.97600 ESTs 2.01 
421310 AW630087 Hs.1 0331 5 trinucleotide repeat containing 1 ZOO 
457107 AA418246 Hs.1 85796 ESTs, WeaWy similar to Z1 84 HUMAN ZINC ZOO 
„ 437257 AI283085 Hs.290931 ESTs, Weakly slmBar to YFJ7 YEAST HYPOT ZOO 

70 407259 L02256 gb.Human Fab fragment binding syncytia! ZOO 



TABLE 50B: 

Pkey: Unique Eos probeset tdenfifier number 
75 CAT number Gene cluster number 

Accession: Genbank accession numbers 

Pkey CAT Number Accession 

80 432666 144_7 AA558585 AA565499 AI360576 AW204069AA991648AA864939 

423458 304B0 1 BC018070BG702493A1204212AA460929AA993606BF926635AA226938 BG190705BG1 86496 AW291865 BG183340 BG195301 BG214539 

BG215094 BG198867 BG196332 BG208220 BG212418 
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430676 60836.2 BG433950 BE061583 T05808 BE144813 AW812038 8E144812 AWB12040 AW812041 AU124350 BE061602 BE061BC4 BF922595 BE061603 

AI352469 BE061601 BI062752 AW818206 BF887722 
427521 51321 2 1 AW973352 BF222929 AW016853 BF059130 AI651829 BE551767 AA558414 AI339359 BF059601 AI961 162 AI341422 A1206248 AI206165 

AA548736 AA768578 AI539081 AW025957 AA736837 N79575 AW594357 AA480892 
427486 6841 59 1 BF510715 BE673055 BE4641 1 1 AW590620 A1537939 AA404324 AW236441 AI650952 BF056796 AA974433 
412537 14066 T AK025201 AA425472A1694282 BG057305 AA907787 A1286170 A1684577AJ420494 AI809865 BF058095 AI47B773 A1160445 AL0441 14 

AW665529 AJ129239 AW297152 AI268215 A1469807AI969353 BE552356 N66509AA736741 AA382555 AW075811 AV759188 BI259364 

BF445142 BG232065 AI141758 AI631202 AI167566 AI208445 AA889823 BF982682 N90322 BI090882 BF208005 AW953918 AL044113 AI016793 

AA382556 AW235763 AA927051 A1862075 BE886691 BE619282 
443068 18695 17 AV752763 AI032142 N30308 N22181 H95390 AW675632 
436812 659779.1 AW978773 AW298067 AA810101 AW194180 AA731645 AI690673 

418477 4172.1 BC022538 AI990847 BF478249 BG217996 BG212702 BG182057 AW589B83 BFOO0O85 AA993969 BG479023 BG220014 BG679466 BE907092 

AI623855 AA223956 AA22391 7 AW022983 AW090580 AW57321 9 BF514491 BF445397 AA884705 AI910424 
418378 1227421.1 AA21B925 AW9620S1 AA354237 
422689 874209.1 AW954733 AA3 15006 AW856665 
435514 132288,1 AA683356 AW592804 A! 1 50287 
439780 49082.1 AL1 09688 R23665 R26578 
434609 14739J AF147390 R76593 R76594 

454679 174325.1 AW813110BF771370BF771371 AW813113 AW003381 

434414 35978 1 AF134164 BF809407 AA218567 BF842863 AI267168 BF876178 BG999253 AW861851 AW858362 A1817548 BF771300 AA1 13928 AA223422 

AA055556 BF773400 BF998869 BE081333 BE073424 BE142245 H59571 H59570 BF871558 BF871064 BE001 132 BF826B31 AW754298 
AA223267 BG997895 BG997897 AW991957 AA534354 BG319501 BF736309 A) 694265 AA045564 BG950256 A1829309 BG987850 BE093175 
BF854337 

409517 4537 1 NM_000363 X54163 M64247 AI265781 AI760600 AI367238 BE 1 40258 AW207 185 A1657074 C03333 A! 193911 C05024CO3193A1950215 C05070 

C0561 3 W17389 C05351 AA311399 C04180 C04896 C05502 C05482 C04456 C04543 C04558 C04551 C03114 C03103 A1369979 AI652255 
T12391 T12073 W19390 C02994 C02730 C04434 W07136 R57607 C03339 
M31126 

AI21 6469 A1354789 AA446136 H24336 AA446443 AI376228 R48940 

AW877458 AW877524 BE076922 BE166912 AW840534 BE076754 AW797829 BE166905 BE166926 AW877462 BE166927 BE1 66932 AW877523 
BE166917 AW877529 BE166928 BF351394 AW877522 AW877528 BE166861 BE166866 BE166913 BE166919 AWB77456 AW877537 BE076866 
AW840571 

BE155042 BE155040 BE154987 BE155012 

BF223060 BF222818 AI950472 AW016786 A1207136 AI969730 BF222890 A1633857 AI968711 AA974235 AI352637 
AW936378 AW936544 AW813513 

BG676155BM009591 AI479075 A1025794 A1017967 AA448270 BE466812 AA853422 AJ392649 BG952034AA513384 BF840124 BE714620 
AW969605A1553633 
AI207197 BF773544 AW196462 

AW958037 R42557 A1337047 AA948360 AI638005 AA459950 AI624915 AI638047 AI467856 AI521826 M860305 AI93231 5 AW003092 AW271756 
AW779380AA609879AI634791 AI493770 A1565211 Z41145AI627952 AA303734 BE349457 AW1 96765 AA256527 BE0B9727 
H30075 AA664977 AW975278 
AW962701 AA310998 AW962699 
BF666746 D59356 BG678312 N56640 AA166861 
AI375572 AI48O404 BF430912 T068B2 

AA083514 AI554545 AW169852 AI363822 A1633826 AI656026 AJ765624 AA147545 AA147552 
AI740586 AA771806 BE500996 AW204531 A1082424 AI033879 BF093176 AA771764 D38676 
T65754AA229658AA229857 

AK021881 AU145974 AU145787 C16964 AA428211 AU119698 AA993264 BF999192 AW903O17 AA346559 AU1 19446 AW581679 AA991677 
AW8981 65 AW386878 AW890957 Z1 8340 

AF274943BG494894 A1719075AA908783AI935150A1422691 AA910544 AA583187 BM272167 A1828996 AA527373 AW972459A1831360 
AA77241B A1033892 AA100926 AU1 54749 AM59432 AM23513 AHJ94597 M740817 A1991988 AI090262 AI312104 BI256707 AA459522 AA416871 
AI075239 AI339996 AA701623 AI139549 AI336880 AA633648 AI989380 A1362835 AA399239 AI146955 BF514270 N92892 AI348243 AI278887 
AA459292 AI494230 BF507531 AI492600 AA962596 AW61 3002 AA293140 AA235549 BF108854 AA954344 N49682 AI457100 AW589407 
AW300758 BE220715 BE220698 BE569091 BM009647 BF900351 AI537692 AI203723 AI857576 AA584410 AW371667 BM172363 
BM467830 AI084433 AW206447 Al 400976 Al 248530 R16553 

B(»13389B<X17398AI023543M191424AI2677()0AI4ra633AW^ BF095153 
BG285837 AI720344 BF54171 5 AA355086 AA172236 
400195 16894 2 BM477554 BM423967 BC020979 AF067656 NM.007057 BI869291 BG468263 BG760599 BI261788 AA855060 BE257094 BF212452 BE888249 
BI259219 AW409765 BE089556AL564377 B125B884AW440401 AL578460 AL578434 AL556135 BG03S804 AL531381 AW371767 BG610641 
BF102552 BE294929 BF792282 BG121657 BG502285 BG777493 AL564510 AW770358 AA573448 AA564001 AA969560 AW078946 AW750065 
AL573860 AA143778 H99221 AA969210 AW103401 AW750073 
450375 16559 3 BG570706BG572749AW606284 H04021M151166AVV954405AA131254BG056461 W46291 H01532H04384 H03231 AA852876 H04410 
H59605BE157601AA113758 



406687 
457191 
410704 



413646 
442032 
411022 
429228 

445093 
420218 

435096 
422468 
415684 
447350 
410276 
437908 
418866 
424765 

414883 



443748 
415989 



0.0 

1389182J 
1054673J 



1525556.1 
15407.1 
1066666.1 
215430J 

175963J 
191547J 

125215J 

216674.1 

18695J8 

2267324.1 

641443.1 

13268.11 

245947.1 

6857.1 

8371.2 



669881.1 
10194.1 



TABLE 50C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gt) numbers. Dunham, et al' refers to the publication entitled "The DMA sequence of 

human chromosome 22" Dunham, et al (1999) Nature 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition; Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


Ntjjosition 


404996 


6007890 


Plus 


37999-38145,38652-38998,39727-39872,4055 


406547 


7711513 


Minus 


172780-174358 


402145 


8018280 


Plus 


113086-114800 


403780 


8076989 


Plus 


93160-93409 


403432 


9719611 


Minus 


68204-68392 


401704 


3097841 


Plus 


24712-25374 


403433 


9719611 


Minus 


72225-72437 


401220 


9929324 


Minus 


48079-48279 


406542 


7711499 


Plus 


117335-118473 


402099 


8117697 


Plus 


121553-121742,123265-123423 


406137 


9166422 


Minus 


30487-31058 
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405157 9966228 Plus 



156363-156502,157573-157746 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



TABLE 51A: 

Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene tiOe 

R1: Ratio olsemincmatous testicular cancer compared b normal adull tissues 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


418696 


AW959433 


Hs.326290 


hypothetical protein FU12581 


56.62 


432666 


AW204069 




ESTs, Weakly similar to unnamed protein 


49.00 


432730 


A1066520 


Hs.131358 


ESTs 


37.64 


426534 


U58096 


Hs.2051 


testis specific protein, Y-Hnked 


37.60 


428664 


AK001666 


Hs. 189095 


similar to SALL1 (sal {OrosophilaJ-IIke 


32.70 


420367 


AA259090 


Hs.257028 


ESTs 


29.98 


420347 


AL033539 


Hs.97124 


Human DNA sequence from done RP1-309H15 


26.50 


437052. 


AA861697 


Hs.1 20591 


ESTs 


26.42 


407710 


AW022727 


Hs.23616 


ESTs 


23.85 


420528 


AF130728 


Hs.98586 


doubiesex and mab-3 related transcriptio 


23.12 


424578 


AK001973 


Hs.150890 


hypothetical proteJn 


22.27 


420759 


T11832 


Hs.1 27797 


Homo sapiens cDNA FU11381 lis, done HE 


22.06 


417407 


AA923278 


Hs.290905 


ESTs, Weakly similar to protease [H.sapi 


20.46 


429486 


AF155827 


Hs.203963 


hypothetical protein FU10339 


18.44 


434649 


AA738254 


Hs.1 65390 


ESTs, Highly similar to A40350 transcrip 


15.92 


430252 


AI638774 


Hs.1 05328 


testes development-related MYO-SP20 


15.44 


423458 


AI204212 




ESTs 


15.28 


438915 


AA280174 


Hs.285681 


WiQiams-Beuren syndrome chromosome regi 


15.26 


427711 


M31659 


Hs.1 80408 


solute carrier family 25 (mitochondrial 


14.84 


427667 


AK001279 


Hs.180171 


Homo sapiens cDNA FU10417 fis, done NT 


12.98 


426427 


M86699 


Hs.169840 


TTK protein kinase 


12.44 


420401 


AK001907 


Hs.97464 


hypothetical protein 


12.40 


406937 


U14622 




gb:Human transketdase-Jike protein gene 


11.60 


430521 


NM 016383 


Hs.242183 


HOM-TES-85 tumor antigen 


11.55 


425769 


U72513 


Hs.1 59486 


Human RPL13-2 pseudogene mRNA, complete 


11^52 


418477 


AW022983 




gb:df46h12.y1 Morton Fetal Cochlea Homo 


10.94 


434551 


BE387162 


Hs.280858 


ESTs, Highly similar to A35661 DNAexcis 


10.78 


436812 


AW298067 




gb:UI^H-BWr>ajp-g-09-0«Ul.s1 NCLCGAP_Su 


10J54 


437789 


A1581344 


Hs.127812 


ESTs, Weakly similar to T17330 hypotheti " 


10.40 


433800 


A1034361 


Hs.135150 


lung type-l cell membrane-associated gty 


10.32 


421241 


X91817 


Hs.102666 


transketolase-tike 1 


10.14 


410102 


AW248508 


Hs.279727 


ESTs; homotogue of PEM-3 [Ciona savignyi 


10.02 


418134 


AA397769 


HsJJ6617 


ESTs 


9.76 


433159 


AB035898 


Hs.1 50587 


kinesin-like protein 2 


9.56 


433975 


AA971953 


Hs.1 22055 


ESTs 


a36 


422956 


BE545072 


Hs.1 22579 


ECT2 protein (Epithelial cell transform! 


9.30 


410561 


BE540255 


Hs.6994 


Homo sapiens cDNA: FU22044 fis, done H 


9.22 


431494 


AA991355 


Hs.298312 


hypothetical protein OKFZp434A1315 


9.16 


436899 


AA764852 




ESTs 


8.76 


426083 


AW962712 


Hs.1 267 12 


ESTs, Weakly sim3ar to AF1 91 020 1 E2I65 


8.76 


424905 


NM_002497 


Hs.1 53704 


NIMA (never in mitosis gens a)-ielated k 


8.64 


408908 


BE296227 


Hs.250822 


serine/threonine kinase 15 


8.50 


413627 


BE182082 


Hs.246973 


Entron of Bicauda) O nomolog 1 


8.42 


425572 


AB011076 


Hs.1 58307 


undifferentiated embryonic ceil transcn 


8.30 


415857 


AA866115 


Hs.127797 


Homo sapiens cOMA FU11381 fis, done HE 


8.14 


408728 


AL137379 


Hs.47125 


hypothetical protein FU13912 


8.14 


406547 






Target Exon 


ao2 


424153 


AA451737 


Hs.141496 


MAGE-like2 


7.90 


434699 


AA6436B7 


Hs.149425 


Homo sapiens cDNA FU11980 fis, clone HE 


7.64 


437421 


AA917062 




ESTs 


7.53 


409731 


AA125985 


Hs.56145 


thymosin, beta, identified in neuroblast 


7.50 


419423 


D26488 


Hs.90315 


KIAA0007 protein 


7.38 


428227 


AA321649 


Hs.2248 


small indudble cytokine subfamily B (Cy 


7.38 


431840 


AA534908 


Hs.2860 


POU domain, class 5, transcription facto 


7.32 


430676 


AF084866 




gb:Homo sapiens envelope protein RlC-3 ( 


7.29 


436608 


AA628980 


Hs.192371 


down syndrome critical region protein DS 


7.25 


435206 


AI432364 


Hs.160594 


ESTs 


7.20 


414972 


BE263782 


Hs.77695 


KIAA0008 gene product 


7.12 


407340 


AA810168 


Hs.284289 


vifiGgo-assodaled protein VTT-1 


7.10 


426518 


Z43039 


Hs.170198 


KIAA0009 gene product 


7.10 


436513 


AJ27B110 


Hs.125507 


DEAD-box protein 


7.04 


427521 


AW973352 




ESTs 


6.96 


423673 


BEO03054 


Hs.1695 


matrix metalloproteinase 12 (macrophage 


6.92 


422232 


D43945 


Hs.113274 


transcription factor EC 


6.90 


420047 


AI478658 


Hs.94631 


brefeldin A-inhibited guanine nudeotkfe 


6.83 


431041 


M490967 


Hs.197955 


KIAA0704 protein 


6.76 


427335 


AA448542 


Hs^51677 


G antigen 78 


6.58 


422797 


AB033064 


Hs.236463 


WAA1238 protein 


6.55 


418379 


AA218940 


Hs.137516 


fidgetin-fike 1 


6.46 
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423905 


AtAIC"7M)CA 

AWo/SbbO 


Hs. 1351 50 


lung type-1 cell rnembrane-associated gly 


6.45 


433764 


AW7 53676 


Hs.39982 


JtS _ n llt^f* /kill AOOTi*V^\ 

zinc finger protein RINZF (NM_023y29) 


6.44 


422665 


A tH4 4D41 
AJU1 iBIZ 


Hs.119018 


transcription factor MRF 


6.38 


433701 


AW445023 


Hs.15155 


ESTs 


6.34 


436909 


AASU/lZU 




ESTs 


6.28 


423728 


AW891294 


Hs. 1321 36 


sohile carrier family 4, sodium bicarbon 


6.27 


429228 


Al 553533 




ESTs 


6.26 


419384 


AA490866 


Hs.39429 


ESTs 


6.23 


435514 


AW592804 




ESTs 


6.08 


434334 


AA912476 


Hs. 116750 


Homo sapiens cDNA FU13221 fis, clone NT 


5.90 


430835 


AI240006 


Hs.1 92326 


ESTs 


5.89 


438186 


AA779975 


Hs.1 28859 


ESTs 


5.88 


429120 


AK001673 


Hs.1 96530 


hypothetical protein FU 1081 1 


5.80 


408758 


NM_0Q36B6 


Hs.47504 


exonuctease 1 


5.78 


424081 


NM_0G6413 


Hs.1 391 20 


ribonucleaseP(30kD) 


5.70 


432359 


AA076049 


Hs.274415 


Homo sapiens cONA FU 10229 fis, clone HE 


5.67 


428153 


AW513143 


Hs.98367 


SRY {sex determining region Y)-box 17 (S 


5.64 


422689 


AW856665 




gb:RC3-CT0297-29010W)ia<J03 CT0297 Homo 


5.58 


428301 


AW628666 


Hs.98440 


ESTs, Weakly similar to I38022 hypotheti 


5.58 


419556 


U29615 


Hs.91093 


chitinase 1 (chitotriosidase) 


5.55 


438494 


AA908678 


Hs.130183 


ESTs 


5.52 


421974 


AA3O1270 




gb:EST14192 Testis tumor Homo sapiens cD 


5.52 


427510 


Z47542 


Hs.179312 


smaD nuclear RNA activating complex, po 


5.48 


412265 


M101325 


Hs.86154 


hypothetical protein FU12457 


5.45 


413623 


AA825721 


Hs.246973 


intron of Bicaudai 0 homolog 1 


5.36 


402145 






Target Exon 


5.30 


414136 


AA812434 




SMC2 (structural maintenance of chromoso 


5.28 


428479 


Y00272 


Hs.334562 


cell division cycle 2, G1 to S and G2 to 


5.22 


428949 


AA442153 


Hs.104744 


hypothetical protein OKF2p434J0617 


5.16 


408460 


AA054726 


Hs.285574 


ESTs 


5.14 


415947 


U04045 


Hs.78934 


mutS (E. coli) homolog 2 (colon cancer. 


5.12 


420900 


AL045633 


Hs.44269 


ESTs 


5.08 


426496 


D31765 


Hs. 1701 14 


K1AA0061 protein 


5.01 


407122 


H20276 


Hs.31742 


ESTs 


5.00 


422938 


NMJJ01809 


Hs.1 594 


centromere protein A (17kD) 


4.95 


402199 






Target Exon 


4.90 


409103 


AF251237 


Hs.112208 


XAGE-1 protein 


4.90 


416859 


H43437 


Hs.80305 


hypothetical protein MGC14258 


4.84 


410166 


AK001376 


Hs.59346 


hypothetical protein FU10514 


4.82 


410929 


H47233 


Hs.30643 


ESTs 


4.73 


417886 


AA214584 




ESTs 


4.73 


426223 


AW977812 


Hs.1 30391 


ESTs 


4.72 


409421 


AA199883 


Hs.67624 


ESTs 


4.72 


428249 


AA130914 


Hs.183291 


zinc finger protein 268 


4.71 


429999 


AI761902 


Hs.99597 


ESTs 


4.68 


431721 


AB032996 


Hs.268044 


K1AA1 170 protein 


4.68 


408321 


AW405882 


Hs.44205 


corfjstatin 


4.67 


419197 


M48921 


Hs.27441 


KIAA1615 protein 


4.66 


428329 


AA426091 


Hs.98453 


ESTs, Moderately similar to R27328 2 [H. 


4.64 


418235 


BE072634 




gb:PM4^T0548-171299401-h08 BT0548 Homo 


4.64 


427119 


AW880562 


Hs.272525 


ESTs 


4.64 


414812 


X72755 


Hs.77367 


monokine induced by gamma interferon 


4.64 


414034 


U89277 


Hs.305985 


eariy development regulator 1 (homolog o 


4.64 


409066 


AA062980 


Hs.66960 


ESTs 


4.62 


416201 


AA467752 


Hs.195161 


ESTs 


4.53 


433330 


AW207084 


Hs.132816 


hypothetical protein MGC14801 


4.52 


429629 


BE501732 


Hs.30622 


Homo sapiens cDNA FU13010 fis, clone NT 


4.50 


437099 


N77793 


Hs.48659 


ESTs, Highly similar to S14458 lamtnin a 


4.46 


415799 


AA6S3718 


Hs.225841 


DKF2P434D193 protein 


4.46 


412530 


AA766268 


Hs.266273 


hypothetical protein FU13346 


4.34 


418221 


Z45514 


Hs,83775 


DiGeorae syndrome gene D 


4.32 


418971 


AA360392 


Hs.87113 


ESTs 


4.30 


416111 


AA033813 


Hs.79018 


chromatin assembly factor 1, subunit A ( 


4.29 


423175 


W27595 


Hs.347310 


hypothetical protein FU14627 


4.21 


415717 


AA1 67270 


Hs.1 30435 


ESTs 


4.18 


423198 


M81933 


Hs.1634 


cell division cycle 25A 


4.12 


433849 


BE465684 


Hs.280728 


ESTs 


4.12 


436211 


AK001581 


Hs.334828 


hypothetical protein FU10719; WAA1794 


4.11 


432840 


AKD01403 


Hs.279521 


hypothetical protein FU20530 


4.07 


421307 


BE539976 


Hs.103305 


Homo sapiens mRNA; cDNA DKFZp434B0425 (f 


4.07 


414725 


AA769791 




ring finger protein 21, interferon-respo 


4.05 




AtJUz Jl 91 


Hs.44131 


l/l A A rtr»-r A »„t„ 

K1AA0974 protein 


4.05 


408332 


H91230 


Hs.234794 


Homo sapiens mRNA; cDNA DKFZp564B083 (fr 


4.04 


416773 


AK000340 


Hs.7982B 


hypothetical protein FU20333 


4.04 


427584 


BE410293 


Hs.179718 


v-myb avian myeloblastosis viral oncogen 


4.03 


421917 


AB028943 


Hs.109445 


KIAA1020 protein 


4.02 


430647 


AC003682 


Hs.1 27988 


ESTs, Weakly similar to Z211 JWMAN ZINC 


4.02 


430287 


AW182459 


Hs.125759 


ESTs, Weakly similar to LEU5_HUMAN LEUKE 


4.01 


436360 


AI962796 


Hs.156100 


ESTs 


4.00 


438624 


AA889055 


Hs.1 23468 


ESTs 


3.99 


434609 


R76593 




gb:yi60c11/1 Soares placenta Nb2HP Homo 


3.92 


411945 


AL033527 


Hs.92137 


L-rnyc-2 protein(MYCL2) 


3.90 


408065 


AW954272 




gb:EST366342 MAGE resequences. MAGC Homo 


3.90 
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413833 Z15005 Hs.75573 cenlromere protein E (312kD) 3.90 

421010 AW974553 Hs.267124 ESTs. Weakly similar to ALU6.HUMAN ALUS 3.88 

438456 AA913381 Hs.20594 ESTs 3.88 

424687 J05070 Hs.151738 matrix metanoproteinase 9 (gelatinase B 3.87 

5 412537 AL031778 nuclear transcription factor Y, alpha 3.86 

418861 NM 001949 Hs.1189 E2F transcription factor 3 3.85 

408750 BE294069 Hs.93581 hypolhsttca) protein FU 1051 2 3.83 

422094 AF129535 Hs.272027 F-box only protein 5 3.82 

<rt 419839 U24577 Hs.93304 phosphoiipase A2. group VII (platelet-ac 3.80 

10 416350 AF188625 Hs.189507 phosphoiipase A2, group HD 3.78 

426054 U12431 Hs.166109 ELAV (embryonic lethal, abnormal vision, 3.76. 

401435 C1400039r:gi|7499898lpirj|Ti33295hypoth 3.76 

424557 AA343057 Hs.164588 ESTs, Moderately similar to neuronal thr 3.74 

422631 BE218919 Hs.118793 hypothetical protein FU1 0688 3.70 

15 409089 NM_014781 Hs.50421 KIAA0203 gene product 3.70 

426067 AW664691 Hs.97053 ESTs 3.67 

415584 D59356 sorbitol dehydrogenase 166 

429469 M64590 Hs.27 glycine dehydrogenase (decarboxylating; 3.62 

424590 AW966399 Hs.46821 hypothetical protein FU20086 3.62 

20 427761 AA412205 Hs.140996 ESTs 3.61 

433641 AF080229 gb:Human endogenous retrovirus K done 1 3.60 

418216 AA662240 Hs.283099 AF15q 14 protein 3.59 

438180 AA808189 Hs.272151 ESTs 3.58 

424281 AA766243 gb:oa13b1 1.s1 NCI_CGAP_GCB1 Homo sapiens 3.56 

25 421379 Y15221 Hs.103982 small inducible cytokine subfamily B (Cy 3.55 

428878 AA436884 Hs.4B926 ESTs 3.54 - 

438885 AI88S558 HS.1B49B7 ESTs 3.53 

416445 AL043004 Hs.79337 KIAA01 35 protein 3.52 

424381 AA285249 Hs.146329 protein kinase Chk2(CHEK2) 151 

30 432415 T16971 Hs.289014 ESTs, Weakly similar to A43932 mucin 2 p 3.49 

427298 AA400495 ESTs 3.48 

420218 AW958037 ribosomal protein L4 3.40 

407300 AA102616 Hs.120769 gb:zn43e07.s1 StralageneHeLacells3 93 3.40 

410420 AA224053 Hs.172405 ceO division cycle 27 3.40 

35 432809 AA565509 Hs.131703 ESTs 3.36 

424085 NM_002914 Hs.139226 replication factor C (activator 1) 2 (40 3.34 

421373 AA808229 Hs.46677 ESTs 3.34 

423354 AB011130 Hs.127436 calcium channel, voitage^dependent, alph 3.31 

A . 418830 BE513731 Hs.88959 hypothetical protein MGC4816 3.30 

40 431077 AI669133 Hs.115660 hypothetical protein FU 128 10 3.30 

418049 AA211467 Homo sapiens, Similar to nuclear locafiz 3.26 

420949 AA934063 Hs.13836 ESTs, Weakly simBar to 138022 hypolheti 3.22 

432407 AA221036 Hs.13273 gbar03f12.r1 Stratagene NT2 neuronal pr 3.21 

434288 AW189075 Hs.116265 f0xi!Hn3 3.20 

45 418295 AW970043 Hs.238039 hypothetical protein FU 11 090 3.19 

429714 BE561801 Hs.2484 T^lteuxerrfa/Iymphoma 1A 3.17 

421350 AW301608 Hs.278188 ESTs, Moderately similar to 154374 gene 117 

420161 AI683069 Hs.120817 ESTs 117 

414618 AI204600 Hs.96978 hypothetical protein MGC1 0764 116 

50 430253 AK001514 Hs.236844 hypothetical protein FU 10652 114 

414747 U30872 Hs.77204 centromere protein F (350/400kD, mftosin 114 

423419 R55336 Hs33539 ESTs 113 

410275 U85658 Hs.61796 transcription factor AP-2 gamma (activat 3.12 

408092 NM_007057 Hs.42650 2W10 interactor 112 

55 423685 BE350494 Hs.49753 uveal autoantigen with coiled ccldomai 3.12 

438378 AW970529 Hs.86434 hypothetical protein FU21 816 112 

415912 K08859 Hs.206469 ESTs, Weakly similar to ALU6_HUMAN AUJ S 112 

412140 AA219691 Hs.73625 RAB6 interacting, kinesin-Iike (rabk'mes 111 

420552 AK0O0492 Hs.98805 hypothetical protein 111 

60 402408 NM_030920*:Homo saptens hypothetical pro 110 

432281 AK001239 Hs.274263 hypothetical protein FU10377 110 

415829 AW450198 Hs.163742 ESTs 109 

423739 AA398155 Hs.97600 ESTs 107 

_ 418459 RB5436 Hs,268814 ESTs 107 

65 421972 M18185 Hs.1454 gastric inhibitory polypeptide 107 

437257 AI283085 Hs.290931 ESTs, Weakly similar to YFJ7_YEAST HYPOT 3.06 

429830 AJ537278 Hs^25841 DKFZP434D1 93 protein 106 

420524 AB010575 Hs.98547 arrriloride-sensitivB cation channel 3, te 106 

433023 AW864793 thrombospondm 1 104 

70 421633 AF121860 Hs.106260 sorfing nexln 10 104 

420507 AF093408 Hs.98397 A kinase (PRKA) anchor protein 3 3.04 

432938 T27013 Hs.3132 steroidogenic acute regulatory protein 103 

414598 AI094221 Hs.135150 lung type-l ceil membrane-associated gly 3.03 

419635 NVL005033 Hs.91728 potyiwosilis/sdercderma autoantigen 1 ( 103 

75 425312 AA354940 Hs.145958 ESTs 3.02 

425474 248054 Hs.1 58084 peroxisome receptor 1 101 

411027 AF072099 Hs.67846 leukocyte immunoglobuMke receptor, 3.01 

432446 AA542845 Hs.294088 GAJ protein 3.01 

424513 BE385864 Hs.149894 mitochondria! transitional initiation f 3.00 

80 436902 AW247145 Hs.192729 ESTs 3.00 

422789 AK001113 Hs.120842 hypothetical protein FU 10251 100 

430056 X97548 Hs.228059 KRAB-associated protein 1 298 

427617 D42063 Hs.199179 RAN binding protein 2 298 
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405367 NM 022357:Homo sapiens putative metatlop 2.97 

418866 T65754 gb:yc11c07.s1 Slratagene lung (937210) H 2.97 

435918 AF263538 Hs.86232 growth differentiation factor 3 2.97 

436511 AA721252 Hs.291502 ESTs 2.96 

5 402680 Target Exon 2.96 

414161 AA136106 Hs.184852 KIAA1 553 protein Z95 

427239 BE270447 ubiquitin carrier protein Z95 

433683 AI817723 Hs.22678 hypothetical protein RJ21 832 Z94 

417576 AA339449 Hs.82285 phosphoritesylgtydriamidefonnyltransfer Z94 

10 402299 Target Exon 2.92 

420697 AA827705 Hs.26605 ESTs 2.90 

427719 AI393122 Hs.134726 ESTs 2.90 

419131 AM06293 Hs.109526 ESTs 2.89 

41004B W76467 Hs.343874 proline oxidase hamotog Z89 

15 427314 AB033024 Hs.175475 KIAA11 98 protein Z89 

424315 AW614850 Hs.193384 putatatlve 28 kDa protein 2.88 

430335 D80007 Hs.239499 KIAA01 85 protein 2.87 

410361 BE391804 Hs.62661 guanylale binding protein 1, interferon- 2.87 

413666 AI469213 Hs.71404 ESTs ZB7 

20 429183 AB0146O4 Hs.197955 KIAA0704 protein 2.86 

430292 AK000634 Hs.238270 hypothetical protein FU20627 2.86 

422726 U11690 Hs.1572 faclogenital dysplasia (Aarskog-Scott sy Z86 

437834 AA769294 gb;nz36g03.s1 NCI_CGAP_GCB1 Homo sapiens 2.86 

„ 435159 AA668879 Hs.116649 ESTs 2.84 

25 428361 NM.015905 Hs.183858 transcriptional Intermediary factor 1 2.84 

430388 AA356923 Hs.240770 nuclear cap binding protein subunlt 2. 2 2.84 

434070 AF1 16652 Hs.270087 hypothetical protein PRO0813 Z83 

429323 NM 001649 Hs.2391 apical protein, Xenopus laevis-like Z83 

433247 AB040948 Hs.142856 WAA1 515 protein Z82 

30 415884 H22966 Hs.13471 ESTs Z82 

427668 AA298760 Hs.1 80191 hypothetical protein FU 14904 Z82 

437162 AW005505 Hs.5464 thyroid hormone receptor reactivating pr Z81 

401091 decay accelerating factor for complement Z81 

„ 425601 AW62948S Hs.140720 GSK-3 binding protein FRAT2 2.79 

35 428597 AKD00147 Hs.295909 hypothetical protein FU 10700 Z79 

417705 AW134952 Hs.175220 hypothetical protein FU 14541 Z79 

438243 AI581311 ESTs Z78 

418203 X54942 Hs.83758 CDC28 protein kinase 2 Z78 

410704 BE076754 gb:CM1-BT0601-180200-121-b108T0601 Homo Z77 

40 429063 AW363845 Hs.322903 ESTs, Weakly similar to A46010 X-finked Z76 

427147 AA398587 Hs.97414 ESTs Z76 

430552 M176374 Hs.243886 nuclear autoanligenb sperm protein (his Z76 

437660 W31708 Hs.55304 ESTs Z74 

__. 425237 U07695 Hs.155227 EphB4 Z72 

45 419335 AW960146 Hs.284137 hypotheBcal protein FU12B88 Z72 

426386 AA748850 Hs.1 25830 bladder cancer overexpressed protein Z70 

423123 NM 012247. Hs.124027 SELENOPHOSPHATE SYNTHETASE ; Human seten Z70 

430968 AW972830 gb:EST384925 MAGE resequences, MAGL Homo 2.70 

420596 NMJJ02692 Hs.99185 polymerase (DMA directed), epsilon 2 Z68 

50 419741 NM_007019 Hs.93002 ubiquitin earner protein E2-C Z68 

401464 histonedeacetytase5 Z68 

411856 H67899 Hs.4190 Homo sapiens cDMA: FU23269 fe, done C Z68 

411365 M76477 Hs.289082 GM2 gangltosWe acfivator protein Z68 

419029 AA233397 Hs.326290 hypothetical protein FU1 2581 Z67 

55 421654 AW163267 Hs.106469 suppressor of varl (Sxerevisiae) Wke Z66 

421535 AB0O2359 Hs.105478 prK>sphonl)OsylrorTTiyigtydiarn]din8Syntha Z66 

423453 AW450737 Hs.128791 CGI-09 protein 2.66 

412673 AL042957 Hs.31845 ESTs Z65 

410006 AW732308 Hs.57783 eukaryolic translation initiation factor Z65 

60 434159 AW135214 Hs.191828 ESTs 2.65 

427260 AA663848 gb:ae70b06.s1 Stratagene schizo brain S1 Z64 

439053 BE244588 Hs.6456 chaperonin containing TCP1, subunlt 2 (b Z64 

414706 AW340125 Hs.76989 KIAA0097 gene product Z64 

433979 AA620999 gb:ag03aOB.s1 Soares_testis_NHT Homo sap Z64 

65 403969 ENSP000000346S32inc linger protein 131 Z64 

420582 BE047878 Hs.99093 Homo sapiens chromosome 19, cosmkJ R2837 Z64 

418355 L42563 Hs.1 165 ATPase, H? transporting, nongastric, alp Z63 

411127 AA668995 Hs.218329 hypothetical protein Z62 

437205 AL110232 Hs.279243 Homo sapiens rriWA; cDNA DKFZp564D2071 (f Z62 

70 412123 BE251328 Hs.73291 hypothetical protein FU 10881 Z61 

436481 AA379597 Hs.5199 HSPC1 50 protein similar to ubiquifiivcon Z60 

408446 AW450669 Hs.45068 hypothetical protein DKFZp434l1 43 Z59 

437033 AW248364 Hs.5409 RNApclyrneraselsubunit Z58 

418592 X99226 Hs.284153 Fanconi anemia, complementation group A Z58 

75 415585 R59946 Hs.184852 KIAA1553 protein Z57 

424800 AL035588 Hs.153203 MyoD family inhibitor Z57 

426470 AA528794 Hs.128644 ESTs Z57 

426919 AL041228 ELAV (embryonic lethal, abnormal vision, 2.56 

421209 AJ010230 Hs.102576 ret finger protein-like 1 antisense 2.56 

80 437496 AA452378 Hs.146668 Homo sapiens mRNA; cDNA DKFZp547J1 25 (fr 2.56 

401837 NM.0251 09:Homo sapiens hypothetical prot Z56 

428743 AU080060 Hs.301549 Homo sapiens mRNA; cDNA DKFZp564H1 72 (fr Z56 

422809 AK001379 Hs.121028 hypothetical protein FU 10549 Z55 
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418648 AW979223 
423020 AA383092 
430345 AK000282 
424075 AI807320 
428728 NMJM6625 
423755 AB037735 
424051 AL1 10203 
416734 H81213 
422406 AF025441 
433228 F28212 
411943 BE502436 
426181 AA371422 
423642 AW452650 
411571 AA122393 
419750 AL079741 
408209 NM.004454 
435726 BE535787 
404068 
403137 

434276 AF123659 
422283 AW411307 
429652 AA766810 
416204 AW972270 
414713 BE465243 
425910 AA830797 
408875 NMJH5434 
435244 N77221 
402679 

413943 AW294416 
433914 AF108138 
437812 AI582291 
410855 X97795 
423232 BE244625 
427578 A1591305 
409934 R91601 
423787 AJ295745 
420892 AW975076 
438869 AF075009 
434981 AW182577 
417911 AA333387 
409210 AA251B12 
424425 AB031480 
411885 AA452636 
421567 AJ272137 
425159 NMJJ04341 
418678 NMJW1327 
431197 AL038596 
411630 U42349 
410968 AA199907 
421305 BE397354 
417153 X57010 
412389 AW947655 
419359 AL043202 
403780 

437681 A1207958 
400205 

433160 AW207002 
432606 NM_002104 
425331 AW962128 
430606 BE266026 
424308 AW975531 
418821 AA436002 
437437 AA226869 
413437 BE313164 
425848 BE242709 
435532 AW291488 
430183 BE010038 
409342 AU077058 
430504 H52761 
427726 AI359144 
417115 AW952792 
412721 AW183165 
404071 

413762 AW411479 
425811 AL039104 
424935 A1655010 
415791 H09366 
431667 AA812573 
424169 AA336399 
436540 BE397032 
418113 AI272141 
403242 

414732 AW410976 



Hs.292478 ESTs 

Hs.1 608 replication protein A3 (1 4kD) 

Hs.239681 hypothetical protein FU20275 

Hs.227630 RE1-sitendng transcription factor 

Hs.191381 hypothetical protein 

Hs.132560 hypothetical protein FU10312 

Hs.138411 Homo sapiens mRNA; cDNA DKFZp586J1922 (f 

Hs.14825 ESTs, Weakly similar to KIAA1503 protBin 

Hs.1 1 6206 Opa-interacting protein 5 

Hs.14953 KIM1491 protein 

Hs.7962 ESTs, Weakly similar to S44608 C02F5.6 p 

Hs.334371 hypothetical protein M6C13096 

Hs.15714B hypothetical protein MGC13204 

HsJ081 1 hypothetical protein FU20516 

Hs.1 831 14 Homo sapiens cONA FU14236 lis. done NT 

Hs.43697 ets variant gene 5 (ets-related molecule 

Hs.1 13170 ESTs 

Target Exon 

NM_005381*:Homo sapiens nucleolin (NCI), 
leucine zipper, putative tumor suppresso 
COC45 (cell division cycle 45, Sxerevis 



Hs.93605 
Hs.1 14311 
Hs.259290 ESTs 
Hs.195161 ESTs 
Hs.1 2664 ESTs 

Hs.184760 CCAAT-box-binding transcription factor 
Hs.48604 DKFZP434B168 protein 
HS.1B7824 ESTs 

NM_0O0478:Homo sapiens alkaDne phosphat 
Hs.144687 Homo sapiens cDNA FU 12981 lis, clone NT 
Hs.1 12160 Homo sapiens ONA helfcase homolog (PIF1) 
Hs.16846 ESTs, Weakly similar to 04HUD1 debrisoqu 
Hs.66718 RAD 54 (S.cerevisiae)-like 
Hs.1 25742 teucine-iich neuronal protein 
Hs.169084 ESTs. Highly similar to TUL3_HUMAN TUBBY 
Hs.1 90466 hypothetical protein FU22584 
Rs.236204 nuclear pore complex protein 
Hs.1 72589 nudear phosphoprotein similar to S. cer 

gb:Homo sapiens full length insert cDNA 
Hs.293077 ESTs 

Hs.8291 6 chaperonln containing TCP1, subunil 6A ( 
Hs.51 120 catheliddln antimicrobial peptide 
Hs.146824 SPR1 protein 

Hs.131057 ESTs, Moderately similar to CRGO.HUMAN G 

Hs.198265 matrix metalloprolelnasB 25 

Hs.1 54868 canbarrnyt-phosphate synthetase 2, as part 

Hs.167379 cancer/testis antigen (NY-ESO-1) 

Hs.250745 polymerase (RNA) III (DMA directed) (62k 

Hs.71119 Putative prostate cancer tumor suppresso 

Hs.67397 homeobaxAl 

Hs.324830 diptheria toxin resistance protein requi 

Hs.81 343 collagen, type II, alpha 1 (primary oste 

gb:RC0-MT0O03-1 4030(H)31-b07 MT0003 Homo 
Hs.90073 chromosome segregation 1 (yeast homolog) 

C4001759:gi|133250|sp|P19474iRO52^HUMAN 
Hs, 166556 Homo sapiens, Similar to TEA domain fami 

NM_006265*:Homo sapiens RAD21 (S. pombe) 
Hs.134342 TASP for testis^pedffc 8dn^myctn sens 
Hs.3066 granzymeK (serine protease, granzyme 3; 

gb:EST374201 MAGE resequences, MAGG Homo 
Homo sapiens cONA FU 13872 fis, done TH 
mmWuomosorne maintenance deficient (S. 
Hs.163161 ESTs 

hypothetical protein DKFZp762L0311 
Hs.75361 gene from NF2Aneningloma region of 22q12 
Hs.1 59637 varyHRNA synthetase 2 
Hs.1 17305 Homo sapiens, done IMAGE3682908, mRNA 

gb:PM3-BN0176-10040(W)01-g04 BN0176 Homo 
BRCA1 associated RING domain 1 
Homo sapiens, done MGG12617, mRNA, com 
HS.1436B8 Homo sapiens cONA: FU23031 fis, done I 
H 5.334612 sman nuclear ribonudeoproteln potypept 
Hs.95600 ESTs 

C12000S14*:gil730247t!gbJAAF57556.H (AE 
Hs.848 FK506oinding protein 4 (59kO) 
Hs.1 59557 karyopherln alpha 2 (RAG cohort 1 , impor 
Hs.120363 hypothelical protein MGC15634 
Hs.78853 uractl-DNA glycosylase 
Hs.246787 ESTs 
Hs.153797 ESTs 

Hs.1446B hypotheeca! protein MGC1 4226 
Hs.83484 SRY (sex determining region Y)-box 4 
Target Exon 

Hs.77152 rninichromosome maintenance defidenl(S. 

601 



Hs.31476 
Hs.1 54443 



Hs.54089 



2.55 

2.54 

2.54 

2.54 

2.53 

2.52 

Z52 

Z52 

2.52 

2.51 

Z51 

Z50 

2.50 
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Z47 

Z47 

Z46 

2.46 

Z46 

Z46 

Z45 

2.45 

2.44 

Z44 
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2.42 
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Z41 

Z41 

Z40 

2.40 
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Z39 
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Z38 

Z37 

2.37 

Z37 

Z37 

2.37 

2.36 

2.36 

Z36 

Z36 

Z36 
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2.25 
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421002 AF116030 Hs.100932 tjanscnpiion factor 17 224 

438833 BE612940 Hs.88252 ESTs 2.24 

420333 AJ001383 Hs.97084 rymphocyte antigen 94 (mouse) homdog (a 223 

433844 AA610175 Hs.179647 Homo sapiens cDNA FU12195 fe, clone MA 2.23 

5 427528 AU077143 Hs.179565 minfchromosome maintenance deficient (S. 223 

430269 AK001952 Hs.238039 hypothetical protein FU 11090 223 

421016 AA504583 Hs.101047 transcripton factor 3 (E2Aimmunoglobul 223 

436251 BE515065 Hs.2965B5 nucleolar protein (KKE/D repeat) 223 

418826 AK0QO375 Hs.88B20 HOCMC28P protein 2.23 

10 428612 AA770001 ESTs 222 

433220 AI076192 Hs.131933 ESTs 222 

422225 BE245652 Hs.1 18281 zinc finger protein 266 222 

437549 AA759149 Hs.128757 gb:ah70e01s1 Soares_tesljs_NHT Homo sap 222 

409299 AA045650 Hs.53125 small nuclear ribonudeoprotein D2 polyp 222 

15 408865 T88845 Hs.1 12200 ESTs, Weakly similar to ALU7_HUMAN ALU S 222 

408116 AA251393 Hs.289052 Homo sapiens. Similar to RIKEN cDNA 5430 221 

420062 AW411096 Hs.94785 TGF{beta)-induced transcription factor 2 221 

432820 AI554057 Hs.152477 ESTs 221 

430255 AK0007O3 Hs.323822 Homo sapiens mRNA for KIAA1551 protein, 221 

20 420337 AW295840 Hs.14555 Homo sapiens cDNA: FU21513 fis, done C 220 

407275 AI364186 gb:qw34h07.x1 NCLCGAPJJ14 Homo sapiens 220 

416209 AA236776 Hs.79078 MAD2 (mitotic arrest deficient, yeast, h 220 

423675 AI990509 Hs.131342 small inducible cytokine subfamily A (Cy 220 

433698 H24201 Hs.247423 addudn 2 (beta) 2.19 

25 409101 NM.004297 Hs.50612 guanine nucleotide binding protein (G pr 219 

435541 AA687361 Hs.221318 ESTs 219 

412019 AA485890 Hs.69330 Homo sapiens cDNA FU 13835 fis, done TH 219 

418753 BE217818 Hs.87016 hypothetical protein FU22938 219 

435461 AI075846 Hs.133996 ESTs 219 

30 402260 Nl^001436*:HomosapierisMlarin{FBL 218 

421098 AI697901 Hs.192425 ESTs 218 

400587 a 0000649 l :gi|7296574|gb|AAF51857.1|(AE 218 

407832 AW976516 Hs.283707 Homo sapiens cDNA: FU21354 fe, done C 218 

427159 U80735 Hs.1 73854 PAX transcription activation domain into 2.17 

35 405770 NM_002362Homo sapiens melanoma antigen, 217 

412722 AI343300 Hs.15091 ESTs 216 

414334 AA824298 Hs.21331 hypothetical protein FU 10036 216 

438192 A1859065 Hs.293807 Homo sapiens AFG3L1 isoform 1 mRNA, part 216 

417420 T85150 Hs.268814 ESTs 216 

40 421308 AA687322 Hs.192843 leucine zipper protein FKSG14 216 

412851 AI826502 Hs.97269 ESTs 216 

414702 L22005 Hs.76932 ceil division cyde 34 216 

409670 A1368109 KIAA1 856 protein 216 

419926 AW900992 Hs.93796 DKFZP586D2223 protein 215 

45 417863 AB000450 Hs.82771 vaccinia related kinase 2 215 

434750 BE019254 Hs.4112 Icomplexl 215 

410252 AW821182 Hs.61418 mlcrofibrillar-assoclated protein 1 215 

418574 N28754 M-phase phosphoproteln 9 215 

409019 AW385412 myosin regulatory tight chain 2 smooth , 215 

50 416508 R11499 Hs.189716 ESTs { 214 

436027 AI864053 Hs.39972 ESTs, WeaWy similar to 138588 reverse I 214 

408161 AW952912 Hs.300383 hypothetical protein MGC3032 213 

422805 AA436989 Hs.1 21017 H2A histone family, member A 213 

_ _ 410284 U50939 Hs.61828 amyloid beta precursor protein-binding p 213 

55 434274 AA628539 Hs.1 16252 ESTs, Moderately similar to ALU1_HUMAN A 212 
430935 AW072916 zinc finger protein 131 (clone pHZ-10) 212 

433252 AB040957 Hs.151343 WAAI 524 protein 212 

416819 U77735 Hs.60205 plm-2 oncogene 212 

437218 AL117497 Hs.58185 ESTs, WeaWy similar to T42727 proKfera 212 

60 407239 AA076350 Hs.67846 teiikocyte ImmunogtobulIrvJIke receptor, 212 

433947 AA927996 Hs.112876 ESTs, Weakly similar to AF1 29535 1 F*box 211 

424727 AW590378 Hs.152519 hypothetical protein FU20674 211 

435703 AW630133 Hs.83313 GK0D3 protein 211 

420297 AI628272 Hs.88323 ESTs, Weakly similar to ALU1_HUMAN ALU S 211 

65 422192 AA305159 Hs.113019 fls485 211 

407961 AW672939 Hs.41694 origin recognition complex, subunrt 2 (y 210 

410193 AJ132592 Hs.59757 zinc finger protein 281 210 

414151 AW976468 Hs.257245 ESTs 210 

434789 AW292515 Hs.194317 ESTs, WeaWy similar to T08680 hypolheti 210 

70 424196 AL133660 Hs.142926 Homo sapiens beta cysteine string prolei 210 

408831 AF090114 Hs.48433 endocrine regulator 2.10 

414733 BE514535 Hs.77171 minichromosome maintenance defident (S. 209 

434523 AA703709 Hs.23410 translocase of inner mitochondrial membr 209 

„ 409637 AA323948 Hs.55407 Homo sapiens mRNA; cDNA DKFZp434K0621 (f 209 
75 403532 NM_024638:Homo sapiens hypothetical prol 2.09 

432141 BE410964 Hs.272736 nuclear receptor binding protein 208 

409014 H83115 Hs.49760 origin recognition complex, subunit 6 (y 208 

410575 BE207480 Hs.6994 Homo sapiens cDNA: FU22044 fis, clone H 208 

415071 AK002197 Hs.284270 Homo sapiens cDNA FU 1 1 335 fis, done PL 208 

80 418755 Y14443 Hs.88219 zinc finger protein 200 ZOB 
4061 37 NlvL000179*:Homo sapiens mutS (E. cofi) h 107 

409893 AW247090 Hs.57101 mmichromosome maintenance defident (S. 207 

421413 AI826128 Hs.55209 ESTs. Weakly similar to A49364 59 protei 207 
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434283 


AW235341 


Hs.58715 


thiamine pyrophosphokinase 


207 


417230 


U40998 


Hs.81728 


unci 19 (Celegans) horndog 


2.07 


425966 


NM_001761 


Hs.1973 


cycfinF 


2.07 


431393 


AW971493 


Hs.1 34269 


ESTs, Highly similar to cytokine recepto 


206 


407162 


N63855 


Ks.142634 


zinc finger protein 


206 


422382 


D79988 


Hs.1 15778 


KIAA0 166 gene product 


206 


402677 






NM_000478:Homo sapiens alkaline phosphat 


206 


433017 


Y15067 


Hs.279914 


zinc finger protein 232 


205 


424677 


U09414 




zinc finger protein 137 (done pHZ-30) 


205 


418683 


BE387036 


Hs.1211 


acid phosphatase 5, tartrate resistant 


2.05 


424959 


NM_005781 


Hs.1 53937 


activated p21cdc42Hs kinase 


2.05 


402678 






Target Exon 


2.05 


408146 


R45621 


Hs.81057 


hypothetical protein MGC2718 


205 


420027 


AF009746 


Hs.94395 


ATP-binding cassette, sub-family D (ALD) 


204 


427447 


T65414 


Ks.6647 


Homo sapiens cDNA FU 13088 fis, done NT 


2.04 


433219 


AB040916 


H&24106 


KIAA1483 protein 


204 


431126 


AF085243 


Hs.283619 


zinc finger protein 236 


204 


407136 


T64896 


Hs9fl7420 


Homo sapiens cDNA FU 11533 fis, done HE 


204 


419669 


AJ 007041 


Hs.92236 


K1AA0304 gene product 


2.04 


419594 


AA013051 


Hs.91417 


topoisomerase (DNA) (I binding protein 


203 


426242 


AL096727 


Ms. 168249 


Homo sapiens mRNA; cDNA DKFZp434B104 (fr 


202 


432185 


AA221032 


Hs.272B3B 


hypothetical protdnFU10494 


202 


43710B 


AA434054 


Hs.80624 


hypothetical protein MGC2560 


202 


408636 


BE294925 


Hs.46680 


CGM2 protein 


202 


420005 


AWZ71106 


Hs.133294 


ESTs 


202 


412783 


BE276738 


Hs.74578 


DEAWH (Asp-Glu-Ala-Asp/His) box polypep 


202 


415319 


AA659823 


Hs.34955 


Homo sapiens cDNA FU13485 lis, done PL 


202 


425358 


AL079658 


Hs.338207 


FK506 binding protein 12-rapamydn assoc 


201 


409617 


BE003760 


Hs.55209 


Homo sapiens mRNA; cDMA DKFZp434K0514 (f 


2.01 


438450 


AI05Q866 


Hs.65853 


nodal, mouse, homolog 


200 


431629 


AU077025 


Hs.265827 


interferon, alpha-inducible protein (do 


200 


424934 


U75370 


Hs.153880 


polymerase (RNA) mitochondrial (DNA dire 


200 


436291 


BE558452 


Hs.344037 


protein regulator of cytokinesis 1 


200 


414251 


AL042306 


Hs.97689 


VASA protein 


200 



TABLE 51B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey 

432666 
423458 

418477 

436812 
436899 
437421 
430676 



CAT Number Accession 



436909 
429228 

435514 
422689 
421974 
414136 



417886 
418235 
414725 



434609 
408065 
412537 



415684 
433641 



424281 



144.7 
30480.1 

4172.1 



1 

1000797 1 
978554.1 
60836 2 



427521 513212.1 



596835 1 
215430J 

132288J 
874209 1 
864120.1 
30243J 



1031334 1 
8B6897.1 
19377J 



14739.1 

101881.1 

14066.1 



LIB 



892055.1 



AA558585 AA565499 A1360576 AW204069 AA991648 AA864939 

BC018070 BG702493 A1204212 AA460929 AA993606 BF926635 AA226938 BG190705 BG186496 AW291865 BG183340 BG195301 BG214539 
BG215094 BG198667 BG196332 BG208220 BG212418 

BC022538 A1990847 BF476249 BG217996 BG212702 BG182057 AW589883 BF000085 AA993969 BG479023 BG220014 BG679466 BE907092 

A1623B55 AA223956 AA223917 AW022983 AW090580 AW57321 9 BF514491 BF445397 AA884705 AI910424 

AW978773AW298067 AA810101 AW194180AA731645A1690673 

AA764852AA736937 

AA917062 AA767369 AW592218 

BG433950 BE061583 T05B08 BE144B13 AWB12038 BE144812 AW812040 AW812041 AU124350 BE061602 BE061604 BF922595 BE061603 
AI352469BE061601 Bt062752AW818206BF887722 

AW973352 BF222929 AW01 6853 BF059130 AI651829 BE551767 AA558414 AJ339359 BF059601 AI961 162 A1341422 AI206248 AI2061 65 
AA548736 AA768578 A1539081 AW025957 AA736837 N79575 AW594357 AA480892 
AW102570 AA9071 50 AA907120 AA737188 AI248890 AW977353 

BG676155 BM009591 AI479075 AI025794 A1017967 AA448270 BE466812 AA853422 A1392649 BG952034 AA513384 BF840124 BE714620 

AW969605AI553633 

AA683356 AW592804 Al 150287 

AW954733AA315006AW856665 

AA301270 AA301379 AA301366 

AJ420453 AL526740 AW968449 AA459 1 40 AA843893 A156651 6 AW971 760 AA430089 AI75321 6 AA854268 AA743075 AI864957 AM58920 
AI566634 AA21 1796 BG615512 BE169275 BF983253 BF969462 AA766261 AI769894 AA135833 AI831542 N63376 AA214392 AU154486 
AW605017 AW450072 AA446459 BEB81875 AI061423 AA598549 AW439151 AA426273 Z40087 AA812434 M135965 H04812 
AA210987 D57294 AA214584 AA207005 D56572 
BE072634 BE072653 AA830615 AA214736 AA331718 

NH.058166 AF220030 AL043B94 AW974257 AA625445 AU153502 A1650537 AW6121 16 AI672377 AW772451 BE892241 BE501740 AA718936 
AI650276 AI654206 BE503226 AI651327 AW873562 AW271269 AW271565 A1873518 A1207150AI338826AI650258AI628362AA227117 AI207149 
AW052076 AM70776 AA5881 00 AW235852 AA769791 AI701653 AK027664 AI984770 AU153469 BE222316 AA609539 BE220093 AA6091 12 
BI054316 

AF147390R76593 R76594 

BI603077 AW954272 BI598724 AI003154 AA059300 AA04691 1 BI669907 B1600966 B1669987 

AK025201 AA425472 AI694282 BG057305 AA907787 AI286170 AI684577 AJ420494 AI809865 BF058095 AI47B773 AI160445 AL0441 14 
AW665529 AI129239 AW297152 A126821 5 AI469807 AI969353 BE552356 N66509 AA736741 AA382555 AW07581 1 AV759188 BI259364 
BF445142 BG232065 AI141758 AI631202 AI167566 AI20B445 AA889823 BF982682 N90322 BI090882 BF208005 AW953918 AU0441 13 A1016793 
AA382556 AW235763 AA927051 A1862075 BE886691 BE619282 
BF666746 D59356 BG678312 N56540 AA166861 

AF080229 AF080232 U87593 U87592 U87591 U87590 AI636743 AI633818 AW206802 AI583718 AF080231 AF080234 AF080233 AL535594 
AI818326 AF080230 S46404 A1970376 AA463992 AW655466 BF512210 U87595 U87589 BE550633 AI672574 BE467547 A1680833 AW614951 
N29986 N25695 H69001 U87596 BE673974 AI797496 AI701526 AA703396 AW139734 H9227B N66048 BE219539 BE671665 AI624B17 BE46661 1 
A1206344AA574397BF593413BG231271 BF773517 U87594 BF062180 BE466420 AI887798 BF674385AA204735 AW496808 AA204833 
AA207155 BI004755 AA206262 AI365204 H77608 AW59051 1 
AA338252AA338213 
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438243 
410704 



430958 
427260 
433979 
426919 



412389 
400205 



2532601J 
1054673J 



12371 15J 
11272.50 
2076469.1 
347372J 

52134J 

1174403J 

2538.1 



427298 115241 J AA933717 BF061897 AW628327 AA641788 AA400495 

42021 8 1 91 547 1 AW958037 R42557 A1337047 AA948360 AI638005 AA459950 AI62491 5 AI638047 AI467856 AI521 826 AA860305 AI932315 AW003092 AW271756 
AW779380 AA609879 A1634791 AI493770 AI56521 1 Z41 145 AI627952 AA303734 BE349457 AW196765 AA256527 BE089727 

418049 12052 4 AJ314647NM 052888 B1494693 AA835055 AI634477 AI336678 A1B07696 BF477887 AI701 1 47 Z391 87 R38979 F02234 AA984711 B1222234 
AV731417 R42406 H04996 T98498 R12489R12577 R42405 

433023 3970_8 BE999967 BF438599 AW864793 AI802B99 BE815132 AW468888 A1672189 AI0520O4 BF1 12024 AA772335 AW275054 AA573845 AI144148 

AI968683 AA846676 AA927355 H80424 AW973295 R88209 F29868 BE928871 

418866 245947J T65754 AA22965B AA229857 

427239 20459 2 AL532360 BE794750 AA582906 AI015067 AW271034 BG271636 AW075177 AW071374 AI345565 AI307208 BE138953 BE049086 AI334881 
AW075008 AW075181 AA464019 AW302733 AW075100 AW073433 AI8028S4 AI334909 AI802853 AI345036 AI348921 AI340734 A1307478 
AI251 289 AW302327 AW072520 AI312145 AW073656 AW072513 AW071 289 AI307559 AA876186 T29587 AI307493 AI255068 AI252868 AI252839 
AW074809 AI252926 AI252160 AI251662 AI251262 AI610913 A1270787 A1270156 AI252075 AW073469 AW072901 AW072496 AW071420 
AI305762 AI254764 AI802837 AI251264 AW073049 AW07131 1 AI340643 BE138965 BE138502 AW073456 AI334733 AI054335 BE139260 
AI054302 AI054060 AI054057 AI053722 AI28971 1 BE139228 AW470478 AW271039 AW302085 BE041 872 A1254494 AI271496 AI252427 
BF718773 BF718645 AW074866 BE857822 
437834 294580 1 BG110129AW749287BE535498AW749299 AW749293 AW749302 AW749298 AW749291 AW749294AW749289AW749288 AW749296 
AA769294 AW749297 AW749295 AW749292 BE002573 
AI581311AA781682AA781678 

AW877458 AW877524 BE076922 BE166912 AW840534 BE076754 AW797829 BE166905 BE1 66926 AW877462 BE166927 BE 166932 AW877523 
BE166917 AW877529 BE166928 BF351394 AW877522 AW877528 BE166861 BE166866 BE166913 BE166919 AW877456 AW877537 BE076866 
AW840571 

AW972830 AA489820 AA527647 AA570362 
AA401424 AA400100 AA663848 
N50454AA620999T16375 

BI917595A1203314AL041228 AV727959 D61361 D82004 BI753157 AA961066AI990307 BF439651 A1453076 AI376075 A1014836 AI01 B308 
AW183530 AA393346 AA935601 AA628633 A1150282 AI028574 AJ2171 82 AA431478 AW087473 AW900295 H5C055 AL041 229 BI917726 
AF075009 R63109 R63068 
AW947655AW984020 

NM.006265 D38551 X98294 BM477931 BM461566AU123557AU133303AU134649AW500421 BM1 72439 AW500587 AW503665 AW504355 
AW503640BM152454AW505260AI815984AW504075AW500716AL597310BC001229 BM474371 AA984202AU1 35205 BE090841 AW1 63750 
BF747730 BF898637 AI206506 AV660870 AV6921 1 0 AW386830 AV656831 N847 10 AW993470 BF086802 BF758454 BG960772 BF757769 
BI870S53 BE018627 C75436 AW148744 BF757753 BG622067 BE909924 AA708208 BG530266 BF968015 AW992930 BF888862 BG536628 
AA1431 64 AW748953 BG498922 BF885190 BF889005 BF754781 BF800003 BM476529 AI627668 AW0281 26 AL04601 1 BF590668 A1017447 
AA579936 AI367597 AA699622 BE280597 AI124620 AI082548 AW274985 AA677870 AI056767 BE551689 AA287642 H94499 AI752427 AI652365 
AW002374AW062651AA360834 N68822AU135442AU125960 Z78334BE545813AI092115BF312^ BF242859 BG533616 BG533761 
BG164745BG492433BM473183M172043M172069AU157092AU151353AU155318BE302211AI375022AAO^ AU 1 57923 H 88858 
AA132730 AA115113 AA909781 A1475256 AA424206 AW572383 AW084296 AI184820 AI469178 AA782432 H92184 AA340562 BF195818 
M852821AW576342AA827107M173317AW190014AI918514M729372 M72971^^ AA515690BI018896 
AW628277 AA748368 AA626222 BG492635 AW380620 BF800058 AW370956 AA290909 R25857 BG952995 BF801437 AA172077 AU155B90 
AU149783 AI720904 AA902936 M865727 AI470830 AV740677 AA14382 AA482485 AU145485 AW576399 AU156042 R63448 BF246427 
BE928472 D25910 BF758439 BF9687B5 BE565238 AA355981 AI905607 BG291 148 BG533096 BG532888 BF030886 BG613756 BE928471 
BG574501 AA187596 AA361 196 T95557 BG531446 BG527242 BG527513 BG611106 AA085995 BFB47252 BG024608 BE540261 BG531236 
AL579993 BG108733 BG483503 BG571032 BG492505 
425331 1227464J AA427363 AW962128 AA355353 

437437 6087 1 BC009352BC014630AU131857AL527140AU131768BI769362BI753220AU129886AU128771 AA314135AU126819AI333799 AA479336 

AA258503 AL597351 AL359619 BG697218 B1254283 AJ743846 AA236444 AA397533 AA247450 AI051464 A1224533 AW 53442 AU1 51001 
AU 152621 AU151829 AU153069 AW269958 AU154195 A1862754 AI589780 AW273839 A1338155 AI126632 BEO46048 AA976930 AI289304 
A1625961 AI222288A1280054AA973329AI524262 AI242371 AA296517A1567865 A15906B1 AJ346616AW247913A1422051 AI475352 A) 689531 
AW469308 AW198034 AA936939 AU151059 AU148134 AA486419 AU151953 AI830968 BI493265 BI493264 AU149861 BE268763 AV763495 
AW962827 BM480300 AA2268B9 ALS29368 BM451957 AU132714 B187131 9 AA380739 BI91 1351 BF795906 BE548853 AW579751 

430183 17316J AK055746 AA039909 BE183282 W60721 AA464867 AA398986 T67280 BF995551 AI675065 BG001051 BF764727 BF766707 BF764717 BF764852 
BF173139BE010038 

430504 5477 6 BE219720 BF475241 A1571723 BE219848 BI789268 AI224899 AA724864 AW771467 AA480255 AW845616 AI440295 H52800 BE218790 AI681575 

AW3O0064 AW262133 H21568 AI363015 AI884914 K86948 
428612 1383189J AA77O0O1 AA431112AA432126 

409670 888S_8 A1625045AW504152AI469086 AA905873AW504662 AW136114AI927270 BE041754 AI648386 AA662655AA400052 AI143501 Af744934 

AI400147AI381657AA676551 AA974367AW1 17437 AI570383A1242456AI274581 AA678138 R49939 AI393926AA345854AW605850 A1869780 
AW391171 R77044 

418574 12009 2 AW955043A1990326 M776406AI01 6250 AW451 882 AA843678^ 

409019 3232Q~4 BM480413 N28908 H39792 BE240826 BE882093 BE240827 AW86B637 BF739795 AA700834 AA769597 AA489668 AW968806 AW0851 96 
AI093280 AI218457 AA063138 AI632958 AW51 5005 AI570530 Z41724 AA748789 A1696584 AA062544 AA773643 AA490285 

430935 15297 3 BC017923 AA789302 AW466994 BF51 3878 AI81 9642 Ai 18491 3 AW469044AI220572AW0729 16 AI280239 A1473611 AW841126 D60937 
AA489195 N59350 AA693435 BG531204AA484243 AW514092 

424677 2518.37 U09414 NM.003438 AA503545 AJ022449 AA043458 AA766074 AA765442 AA805O52 AI02821 1 AW609708 



TABLE 51 C 

Pkey: Unique number corresponding loan Eos probesel 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham, et aL" refers to the publication entitled The ONA sequence of 

human chromosome 22* Dunham, el al. (1999) Nature 402:489495. 
Strand: Indicates DNA strand from which axons were predicted. 
NLposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposifion 


406547 


7711513 


Minus 


172780-174358 


402145 


8018280 


Plus 


113086-114800 


402199 


8576116 


Minus 


84187-84744 


401435 


8217934 


Minus 


54508-55233 


402408 


9796239 


Minus 


110326-110491 


405367 


9256126 


Minus 


5B31W8489 


402680 


8113438 


Plus 


137634-137768,139702-139893,140475-14059 


402299 


6693370 


Plus 


23367-25175 


401091 


9958240 


Plus 


94760-94898 
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401464 


6682291 


Minus 


170688-170834 


403969 


8569909 


Plus 


31 237-31 375,32405-32506 


401837 


7630990 


Minus 


120993-121095,121660-121729 


404068 


3168621 


Minus 


18123-18766 


403137 


9211494 


Minus 


92349-92572,92958-93084,93579-9371*9394 


402679 


8113438 


Plus 


132079-132216 


403780 


8076989 


Plus 


93160-93409 


404071 


7210053 


Minus 


167354-167859,168810-168920,169000-16910 


403242 


7637817 


Minus 


11297-12511 


402260 


3399665 


Minus 


113765-113910,115653-115765,116808-11694 


400587 


9887626 


Plus 


25435-25588,25668-25747 


405770 


2735037 


Plus 


61057-62075 


403532 


8076842 


Minus 


81750-81901 


406137 


9166422 


Minus 


30487-31058 


402677 


8113438 


Plus 


22135-22309,23063-23238 


402678 


8113438 


Plus 


37395-37514,37866-37981 
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TABLE 52A: 

Pkey. Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Gen bank accession number 

UnigenelD: Unlgene number 
25 Unigene Title: Unigene gene title 

R1 : Ratio of testicular cancer (non-seminomatous and Seminomatous) compared to norma! adult testicular tissues 



Pkey ExAccn UnigenelD Unigene Title R1 

30 414438 A1879277 Ks.76136 thioredoxin 51.77 

424247 X14008 Hs.234734 lysozyme (renal amyloidosis) 49.93 

416680 AW245540 Hs.79516 brain abundant membrane attached signal 49.20 

412948 BE243313 Hs.334851 UM and SH3 protein 1 44.46 

438091 AW373062 nuclear receptor subfamily 1, group I. m 40.70 

35 406658 AI920965 Hs.77961 major histocompatibility complex, class 39.64 

418174 L2068B Hs.83656 Rho GOP dissociation inhibitor (GDI) bet 38.70 

409038 T97490 Hs.50002 smadl inducible cytokine subfamily A (Cy 38.25 

413063 AL035737 Hs.75184 diitmase 3^ike 1 (cartilage grycoprote 37.50 

430542 AI557486 Hs.119122 ribosomal protein LI 3a 37.22 

40 428928 BE409838 Hs.1 94657 cadherin 1,type 1,E-cadherin(epithe1i 35.98 

432730 AI066520 Hs.131358 ESTs 35.25 

444562 AA185715 Hs336429 RIKEN cDNA 9130422N1 9 gene 31.69 

446525 AW967069 Hs.211556 hypothetical protein MGC5487 31.33 

417088 M54915 Hs.81170 pim-1 oncogene 31.20 

45 418870 AF147204 Hs.89414 chemokina (C-X-C motif), receptor 4 (fus 29.93 

433800 A1034361 Hs.135150 tung type-l cell membrane-associated gly 29.35 

426295 AW367283 zinc finger protein 6 (CMPX1) 29.32 

406856 AW515336 Hs.29797 ribosomal protein L10 28.93 

417139 M69043 Hs.81328 nuclear factor of kappa light porypeplid 27.99 

50 440207 AI371978 Hs.128326 ESTs 27.75 

422578 AF239666 Hs.1545 caudal type homeo box transcription fact 25.95 

432359 AA076049 Hs.274415 Homo sapiens cONAFU 10229 fis, clone HE 26.90 

420367 AA259090 Hs.257028 ESTs 26.50 

429978 AA249027 ribosomal protein S6 26.43 

55 440440 Z28925 Hs.7188 sema domain, immunoglobunn domain (lg), 26.36 

423673 BE003054 Hs.1695 matrix metailoprcteinase 1 2 (macrophage 26.23 

412636 NM.004415 desmoplaWn (DPI, DPil) 26.15 

435538 AB011540 Hs.4930 low density Bpoprotein receptoiwelated 25.25 

446899 NM_005397 Hs.16426 podocaiyxln^ke 25.25 

60 442562 BE379584 doDchyWiphos phcolxjosaccharide-crotd 25.15 

406656 M16714 Hs.89643 major histocompaEbinty complex, class 25.13 

446619 AU076643 Hs.313 secreted phosphoprotein 1 (osteopontin, 24.78 

423961 D13666 Hs.136348 periostfo(OSF-2os) 24.48 

425543 R23313 Hs.334895 ribosomal protein L10a 24.38 

65 420676 AJ434780 Hs.4248 vav 2 oncogene 24.18 

406820 AI223958 Hs.108124 r&osomal protein S4, XMed 2196 

440869 NMJM4297 Hs.7486 protein expressed in thyroid 23.80 

447526 ALQ48753 Hs.303649 small inducible cytokine A2 (monocyte ch 23.56 

414587 NMJM4862 Hs.76507 LF^imlucedTNF-alpria factor 23.22 

70 446627 AI973016 Hs.15725 hypothetical protein SBBI48 22.93 

449571 AW016812 Hs.200266 ESTs 22.83 

413787 A1352558 tyrosine 3-rnoncoxygenaseAryptophaii 5-mo 22.81 

410315 AI638871 Hs.17625 Homo sapiens cDNA: FU22524 fis, clone H 22.68 

414092 Z14244 Hs.75752 cylochrome c oxidase subunit Vllb 22.45 

75 422714 AB018335 Hs.1 19387 K1AA0792 gene product 22.45 

439180 AI393742 Hs.199067 v-erb-b2 avian erythroblastic leukemia v 22.30 

444784 D124B5 Hs.1 1951 ectonudeoOde pyrophosphatase/phosphodi 21.69 

406648 AA563730 Hs.277477 major histocompatibility complex, class 21.58 

448588 AI970276 Hs.156905 KIAA1676 21.23 

80 433423 BE407127 Hs.8997 heat shock 70kD protein 1 A 21,19 

429490 AI971131 Hs.23889 ESTs, WeaWy similar to ALU7JHUMAN ALU S 20.70 

432606 NMJW2104 Hs.3066 granzyme K (serine protease, granzyme 3; 20.60 

407862 BE548267 Hs.337986 Homo sapiens cDNA FU 10934 fis, done OV 20.57 
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420754 W79431 Hs.346911 ribosomal protein L22 20.40 

425769 U72513 Hs.159486 Human RPL13-2pseudogene mRNA, complete 20.15 

424800 AL035588 Hs.153203 MyoD family inhibitor 20.10 

412915 AW087727 Hs.74823 NMJJQ454 1:Homo sapiens NADH dehydrogenas 20.01 

5 452322 8E566343 Hs.28988 gtutaredoxin (thioltransferase) 19.89 

410143 AA188169 WAA1191 protein 19.41 

420759 T11B32 Hs.127797 Homo sapiens cONA FU1 1381 fis, clone HE 19.0B 

430253 AK001514 Hs.236844 hypothetical protein FU10652 19.03 

425535 AB007937 Hs.158287 K1AA0468 gene product 18.78 

10 411573 AB029000 Hs.70823 WAA1 077 protein ■ 18.63 

452874 AK001061 Hs.30925 hypothetical protein FU10199 18.53 

406669 A1493591 Hs.78146 ptatelet/endothellal ceB adhesion molec 18.52 

421379 Y15221 Hs.1 03982 small inducible cytokine subfamily B (Cy 18.50 

426083 AW962712 Hs.126712 ESTs, Weakly similar to AF1 91 020 1 E21G5 18.50 

15 429183 AB014604 Hs.197955 KIAA0704 protein 18.48 

450000 AI952797 Ks.10888 hypothetical protein FU21 709 18.44 

450377 AB033091 WAA1265 protein 18.40 

430255 AK000703 Hs.323822 Homo sapiens mRNA for KIAA1 551 protein, 18.15 

440528 BE313555 Hs.7252 WAA1224 protein 18.05 

20 444381 BE387335 Hs.283713 ESTs, Weakly similar to S64054 hypotheti 17.98 

420028 AB014680 Hs.8786 carbohydrate (N-acetyiglucosamine-6-O) s 17.80 

414682 AL021154 Hs.76884 inhibitor of DNA binding 3, dominant neg 17.75 

428782 X12830 Hs.1934O0 interleukin 6 receptor 17.48 

415221 W07418 Hs.78225 annexinAI 17.47 

25 429614 AI371172 Hs.211539 hypothetical protein MGC4248 17.40 

418707 U97502 Hs.87497 butyrophiRn, subfamily 3, member A2 17.30 

412025 AI827451 Hs.24143 Wiskott-Aldrich syndrome protein interac 17.14 

417407 AA923278 Hs.290905 ESTs, Weakly similar to protease [H.sapi 17.13 

424326 NMJJ14479 Hs.145296 ADAM-like disintegrin protease, decysin 17.10 

30 446921 AB012113 Hs.16530 smafl inducible cytokine subfamily A (Cy 17.03 

425996 W67330 hypothetical protein AL1 101 15 16.98 

402474 NMJ)04079:Homo sapiens cathepsin S (CTSS 16.98 

450937 R49131 Hs.26267 ATP-dependant Interferon response protei 16.98 

427521 AW973352 ESTs 16.93 

35 421181 NM_005574 Hs.184585 UM doniain only 2 (rriombotirvlflce 1) 16.93 

443523 AK001575 Hs.9536 hypotheficat protein RJ10713 16.53 

449338 H73444 Hs.394 adrenomedunin 16.36 

429469 M64590 Hs.27 gtycine dehydrogenase (decarboxylating; 16.23 

425945 AW410669 Hs.164280 solute carrier family 25 (mitochondriat 16.21 

40 430332 R51790 Hs.239483 Human clone 23933 mRNA sequence 16.15 

427691 AW194426 Hs.20726 ESTs 16.13 

406786 AW161678 Hs.111334 ferritin, light polypeptide 16.11 

431639 AK000680 Hs.266175 phosphcprotein associated with GEMs 16.10 

451106 BE3B2701 Hs.25960 N-MYCoroogene 16.09 

45 408380 AF123050 Hs.44532 diubiquitin 16.00 

445863 R12234 Hs.1 3396 Homo sapiens clone 25028 mRNA sequence 15.93 

456236 AF045229 Hs.82280 regulator of (H*oteln signalling 10 15.70 

406791 AI220684 Hs.347939 hemoglobin, alpha 2 15.69 

414020 NMJ102984 Hs.75703 small inducible cytokine A4 (homologous 15.64 

50 440273 A! 805392 Hs325335 Homo sapiens cONA FU23523 fis, done L 15.55 

417640 D30857 Hs.82353 protein C receptor, endothelial (EPCR) 15.55 

446108 AL036596 Hs.42322 A kinase (PRKA) anchor protein 2 15.53 

410185 BE294068 Hs.737 immediate early protein 15.49 

422105 A1929700 Hs.111680 endosutfine alpha 15.23 

55 415899 X78992 Hs.78909 butyrate response factor 2 (EGF-response 15.23 

428227 AA321649 Hs3248 small inducible cytokine subfamily B(Cy 15.05 

427820 BE222494 Hs.1 80919 inhibitor of DNA binding 2, dominant neg 15.02 

426552 BE297660 Hs.170328 moestn 14.96 

422241 Y00062 Hs.1 701 21 protein tyrosine phosphatase, receptor t 14.88 

60 436860 H12751 Hs.5327 PR0191 4 protein 14.85 

418509 AB028624 Hs.85539 ATP synthase, H transporting, mitochondr 14.84 

444060 AA340277 Homo sapiens cONA FU20167 fis, done CO 14.78 

412623 R28898 Hs.74170 metattothtonein 1E(luncfiona!) 14.70 

408989 AW361666 Hs.49500 WAA0746 protein 14.53 

65 425234 AW152225 Hs.1 65909 ESTs, Weakly similar to 138022 hypoiheti 14.48 

417144 AA382104 Hs.81337 lectin, galadoside-binding, soluble, 9 14.31 

410325 AB023154 Hs.62264 K1AA0937 protein 14.23 

415938 BE383507 Hs.78921 A kinase (PRKA) anchor protein 1 14.20 

433412 AV653729 Hs.8185 CC3-44 protein; sulfide dehydrogenase D 14.19 

70 418151 AA864238. Hs.83583 actin related protein 2/3 complex, subun 14.18 

426996 AW968934 Hs.173108 Homo sapiens cDNA: FU21897 fis. done H 14.13 

447211 AL161961 Hs.17767 KIAA1 554 protein 14.08 

417426 NM 002291 Hs.82124 taminin, beta 1 14.08 

414420 AA043424 Hs.76095 immediate early response 3 14.04 

75 444051 N48373 Hs.10247 activated leucocyte cell adhesion molecu 14.02 

454413 A1653672 Hs.40092 PNAS-123 13.93 

452651 AI218918 Hs.30209 KIAA0854 protein 13.86 

450581 AF081513 Hs.25195 TGF-beta4 13.85 

420962 NMJJ05904 Hs.100602 MAD (mothers against decapentaplegic, Or 13.78 

80 407112 AA070801 Hs.51615 ESTs. Weakly similar to ALU7_HUMAN ALU S 13.63 

410598 AI817130 Hs.9195 Homo sapiens cONA FU 13698 fis, done PL 13.59 

428664 AK001666 Hs.1 89095 similar to SALL1 (sal (Drosophilaytke 13.57 

448412 AI2190B3 Hs.42532 ESTs, Moderately similar to ALU8__HU MAN A 13.53 
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430268 AK00Q737 Hs.237480 hypolhelical protein FU 20730 13.43 

445055 BE512856 Hs.109051 SH3 domain binding glutamic acid-rich pr 13.41 

447534 AW953935 Hs.288655 ESTs 13.33 

408822 AW500715 Hs.57079 Homo sapiens cDNA FU 1 3267 fc, done OV 13.31 

5 428065 A1634046 Hs.157313 ESTs 13.30 

425289 AW139342 Hs.155530 Interferon, gamma-inducibte protein 16 13.28 

436398 H87136 Hs.5174 ribosomal protein S17 13.18 

453856 AA804789 Hs.19447 PDZ-UM protein mystique 12.93 

452436 BE077546 Hs.31447 ESTs, Moderately similar to A46010 X-lin 12.90 

10 445817 NML003642 Hs.13340 histone acetytasferase 1 12.90 

408437 AW957744 Hs.278469 lacHma) proOne rich protein 12.90 

435522 N64214 Hs.9774 synovial sarcoma translocation gene on c 12.89 

415857 AA866115 Hs.127797 Homo sapiens cDNAFU 11 38 1 (is, clone HE 12.83 

406743 AA91155B Hs.279860 tumor protein, translationaBy-controlle 12.79 

15 407951 W77762 Hs.79015 antigen identified by monoclonal antibod 12.78 

435080 AI831760 Hs.155111 hypothetical protein FU14428 12.75 

418299 AA279530 Hs.83968 integral, beta 2 (antigen CD 1 8 (p95),ly 12.73 

430630 AW269920 Hs.2621 cystatln A (steftn A) 12.68 

409208 Y00093 integrln, alpha X (antigen CD11C(p150), 12.65 

20 422511 AU076442 Hs.117938 collagen, type Xvll, alpha 1 12.50 

438915 AA280174 Hs.2856B1 Wiltiams-Beuren syndrome chromosome regl 12.48 

437374 AL359571 Hs.44054 nlnein (GSK3B interacting protein) 12.43 

433793 AW975959 Hs.107513 ESTs, Moderately similar to WAA1058 pro 12.43 

409963 AA133590 Hs.250857 calclum/calmoduBn-dependent protein kin 12.41 

25 412247 AF022375 Hs.73793 vascular endothelial growth factor 12.41 

413497 BE177661 gb:RC1-HT0598-020300-011-h02 HT0598Homo 12.40 

436876 AI124756 Hs.5337 Isodtrate dehydrogenase 2 (NADP),mitoc 12.38 

432409 AA806538 Hs,130732 WAA1 575 protein 12.33 

453020 AL162039 HsJ1422 Homo sapiens mRNA; cDNA DKFZp434M229 (fr 12.33 

30 419384 AA490866 Hs39429 ESTs 12.33 

410275 U85658 Hs.61796 transcription factor AP-2 gamma (activat 12,32 

432805 X94630 Hs.3107 CD97 antigen 12.32 

416975 NM.004131 Hs.1051 granzyme B (granzyme 2, cytotoxic T«lymp 12.25 

450719 AI096837 Hs.21349 ESTs, WeaWy similar to RB8B.HUMAN RAS-R 12.13 

35 423753 Y11312 Hs.1 32463 phospholnositlde^Wnase. class 2. beta 12.12 

418460 M26315 Hs.85258 CD8 antigen, alpha polypeptide (p32) 12.03 

402145 Target Exon 12.01 

407179 AA206465 thymosin, beta 4, X chromosome 12.00 

433208 AW002834 Hs.24095 ESTs 11.95 

40 447735 AA775268 Hs.6127 Homo sapiens cDNA: FU23020 tts, clone L 11.90 

40B912 AB011084 Hs.48924 WAA0512 gene product; ALEX2 11.83 

422068 AI807519 Hs.104520 Homo sapiens cDNA FU13694 fis, clone PL 11.75 

431427 AK000401 Hs.252748 Homo sapiens cDNA FU20394 fis, clone KA 11.75 

427761 AA412205 Hs.140996 ESTs 11.68 

45 449246 AW411209 Hs.23363 hypomeficat protein FU 10983 11.58 

436075 BE090176 Hs.179902 transporter-like protein . 11.50 

440774 A1420611 Hs.153934 ESTs 11.35 

430594 AK000790 Hs.246885 hypothetical protein FU20783 11.25 

419223 X60111 Hs.1244 C09 antigen (p24) 11.08 

50 424528 AW073971 Hs£38954 ESTs, Weakly similar to KIAA1204 protein 11.08 

444656 AI277924 Hs.145199 ESTs 10.98 

420943 AI718702 HSw279930 major histocompatibility complex, class 10.96 

450294 H42587 Hs.238730 hypothetical protein MGC1 0823 10.92 

413688 A1469213 Hs.71404 ESTs 10.83 

55 406701 AA780613 Hs.62954 ferritin, heavy polypeptide 1 10.78 

424687 J05070 Hs.151738 matrix melalloproleinase 9 (gelafinase B 10.75 

407252 AA659037 Hs.163780 ESTs 10.75 

445929 AI089660 Hs.323401 dpy-3Wike protein 10.70 

451864 N20370 Hs.69547 ESTs 10.69 

60 429307 AU076592 Hs.198951 jun B protooncogene 10.64 

434280 BE005398 gb^1-BN0116-150400-189^i02BN0116Homo 10.63 

447519 U46258 Hs.339665 ESTs 10.63 

417365 D50683 Hs.82028 transforming growth factor, beta recepto 10.59 

418945 BE246762 Hs.89499 arachMonate ^lipoxygenase 10.55 

65 406776 T16206 Hs*37164 ESTs, H^nly similar to LDHH.HUMAN L-LAC 10.54 

437103 AW139408 Hs.152940 ESTs 10.50 

449961 AW265634 Hs.133100 ESTs 10.50 

441244 BE612935 Hs.184052 PP1 201 protein 10.49 

450139 AK001838 serurn/gtucocorticold regulated kinase 10.48 

70 427202 BE272922 Hs.173936 Interteukln 10 receptor, beta 10.48 

449944 AF290512 Hs.58215 Homo sapiens. Similar to rhotekin, clone 10.47 

446682 AW205632 Hs.211198 ESTs 10.43 

413886 AW958264 Hs.103832 simflar to yeast Upf3. variant B 10.43 

430068 AA464964 gb:zx8Qf10.s1 Scares ovary tumor NbHOT H 10.40 

75 424950 AA502917 Hs.156974 ESTs 10.40 

434442 AA737415 ESTs 10.33 

438089 W05391 nuclear receptor subfamily 1, group l,m 10.33 

432559 AW452948 Hs^57631 ESTs 10.30 

n/v 414191 AW250089 Hs.75807 PD2 and UM domain 1 (elfin) 10.30 

80 434649 AA738254 Hs.165390 ESTs. Highly similar to A40350 transcrfp 10.28 

424321 W74048 Hs.1765 lymphocyte-specific protein tyrosine kin 10.27 

452568 AA805634 Hs.300870 Homo sapiens mRNA; cDNA DKFZp547M072 (fr 10.27 

419490 NMJM6144 Hs.90708 granzyme A (granzyme 1 , cytotoxic T-tymp 10.23 
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445245 AB032973 Hs.12461 LCHN protein 

446488 AB037782 Hs.15119 KIAA1 361 protein 

410611 AW954134 Hs.20924 KIAA1 628 protein 

425875 AU077333 Hs.1 60483 erythrocyte membrane protein band 7.2 (s 

5 416926 H03109 Hs.263395 HT01 8 protein 

420225 AW243046 Hs,282076 Homo sapiens mRNA for KIM1 650 protein, 

445577 N40696 Hs.1 37064 cytoplasmic polyadenylation element bind 

411975 AI91605B Hs.144583 ESTs 

447644 AW861622 Hs.1 08646 Homo sapiens cDNA FU 14934 lis, done PL 

10 408784 AW971350 Hs.63386 ESTs 

444795 AI193356 Hs.160316 ESTs 

407110 M018042 Hs.252085 PrBder-Wiirt/Angelmansyndrome.5 

400440 X83957 Hs.83870 nebutin 

414829 AA321568 HsJ7436 pleckstrin 

15 427711 M31659 Hs.1 80408 solute earner family 25 (mitochondrial 

426827 AW067805 Hs.172665 methylenetetrahydrotolatB dehydrogenase 

456362 AW973003 Hs.179909 hypothetical protein FU22995 

446795 AI797713 Hs.1 56471 ESTs 

424201 L33075 Hs.1 742 lQ motif containing GTPase activating pr 

20 422627 BE336857 Hs.1 18787 transforming growth factor, beta-induced 

419904 AA974411 Hs.18672 ESTs 

451129 BE072881 gb:RC2-BT0548-20030(W)12-e09 BT0548 Homo 

414405 A1362533 KJAA0306 protein 

418B40 AI821614 Hs.1 85831 ESTs 

25 453716 AA037675 Hs.152675 ESTs 

415323 BE269352 Hs.949 neutrophil cytosollc factor 2 (65kD, chr 

415189 L34657 Hs.78146 piateletfendothelial cefl adhesion molec 

408360 AI806090 Hs.44344 hypothetical protein FU20534 

423024 AA593731 Hs.325823 ESTs, Moderately similar to ALU5.HUMAN A 

30 434423 NM 006769 Hs.3844 UM domain only 4 

437469 AW753112 Hs.15514 hypothetical protein MGC3260 

416078 AL034349 Hs.79005 protein tyrosine phosphatase, receptor t 

410397 AF217517 Hs.63042 DKFZp564J157 protein 

422603 BE242587 Hs.1 18651 hematopolelically expressed homeobox 

35 434524 AA635931 Hs.249716 ESTs 

422960 AW890487 cadherin 13, H-cadherin (heart) 

414774 X02419 Hs77274 plasminogen activator, urokinase 

411960 R77776 Hs.1 8103 ESTs 

428818 AI131291 Hs.102308 potassium inwardly-recCfying channel, s 

40 408161 AW952912 Hs.300383 hypothetical protein MGC3032 

441455 AJ271671 Hs.7854 zinc/iron regulated transporter-like 

433271 BE621697 Hs.14317 nucleolar protein family A, member 3 (H/ 

436823 AW749865 Hs.1 17077 ESTs, Weakly similar to 138022 hypotheti 

427968 AI857607 Hs.181301 cathepsinS 

45 420059 AF161486 Hs.94769 RAB23, member RAS oncogene family 

410730 AW368860 DnaJ (Hsp40) homotog, subfamily B, mernbe 

431958 X63629 Hs.2877 cadherin 3, type 1. P-cadhenn (placenta 

417315 AI080042 Hs.180450 ribosomal protein S24 

421098 AI697901 Hs.192425 ESTs 

50 422689 AW856665 gb:RC3<^0297-2901(KMI1W03CT0297Homo 

433156 R59206 Hs.17519 Homo sapiens cDNA: FU22539fis, done H 

425246 AI085561 Hs.155321 serum response (actor (c-fos serum respo 

440268 BE270030 Hs.336959 Homo sapiens, clone IMAGEOT1 85. mRNA 

414821 M63835 Hs.77424 Fc fragment of IgG, high affinity la, re 

55 407254 AW129401 Hs.181165 eukaryotic translation etongation factor 

426689 BE245550 Hs.171825 basic heCx-loop-hefix domain containing 

420099 D80011 Hs.95140 WAA0189 gene product 

424768 AA353895 Hs.152983 HUS1 (S. pombe) checkpoint homotog 

441438 AW137772 Hs.1 859 80 ESTs 

60 448019 AW947164 Hs.195641 ESTs, Moderately similar to 138022 hypot 

437886 BE264111 Hs.31314 retMastoma-blndlng protein 7 

430556 AW967807 Hs.13797 ESTs 

450147 AW373713 Hs.146324 CGt-1 45 protein 

442806 AW294522 Hs.149991 ESTs 

65 431187 AW971146 Hs.293187 ESTs 

449971 AA807346 Hs.288581 Homo sapiens cDNA FU14296 lis, done PL 

417018 M16038 Hs.80887 v-yes-1 Yamaguchi sarcoma viral related 

422451 AA310753 Hs.42491 ESTs, Weakly simitar to S65657 a5pha-1C- 

419839 U24577 Hs.93304 phosphoBpase A2, group VII (platete^ac 

70 409493 AA386192 Hs.193482 Homo sapiens cONA FU1 1903 lis, clone HE 

432314 AA533447 Hs.312989 ESTs 

414591 A18B8490 Hs.55902 ESTs, WeaWy similar to ALU8_HUMAN ALU S 

415825 Y18024 Hs.78877 inositol 1,4,5-oisphosphate J4dnase B 

429500 X78565 Hs.289114 hexabrachion (tenascin C cytolactin) 

75 420337 AW295840 Hs.14555 Homo sapiens cim- FU21 51 3 fis,ctoneC 

452679 Z42387 Hs.83883 transmembrane, prostate androgen induced 

437108 AA434054 Hs.80624 hypothetical protein MGC2560 

417228 AL134324 Hs.7312 ESTs 

425593 AA278921 Hs.1908 proteoglycan 1, secretory granule 

80 422616 BE300330 Hs.1 18725 setenophosphate synthetase 2 

438980 AW502384 gb:UI-HF-BR0p<aka-f-12-O-Ul.r1 NIHJ/1GC.5 

429109 AL008637 Hs.196352 r^utrophil cytosotic factor 4 (40kD) 

444933 NR.016245 Hs.12150 retinal short-chain dehydrogenase/reduct 
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hypothetical protein 
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ESTs 
ESTs 

ESTs. Weakly similar to S1 9560 protine-f 
retinottastoma-binring protein 5 
ARP2 {actin-retatsd protein 2, yeast) ho 
TIA1 cytotoxic granule-associated RNA-H 
glycoprotein (transmembrane) nmb 
NS1-associated protein 1 
desmogtein 2 

Notch (Drosophila) homotog 3 

HI histone family, member 2 

Homo sapiens mRNA; cDNA DKFZp434E033 (fr 

interferon-induced, hepatitis C-associat 

ribosomal protein S23 

STAT induced STAT inhibitor 3 

ubiquitin-activating enzyme E1-Uke 

hypothetical protein MGC14B79 

major histococnpafibOity complex, class 

AHNAK nudeoprotein (desmoyoWn) 

ribosomal protein L1 2 

tepUn receptor 

transmembrane protein 4 

Homo sapiens cDNA: FU21950 fis, done H 

integral membrane protein 3 

ESTs 

collagen, type IX, alpha 3 

UM domain binding 2 

serine carboxypepGdase 1 precursor pot 

upregutated by 1,25^hyoroxyvitamm D-3 

ESTs, Moderately similar to unknown [tis 

ESTs, Weakly similar to 138022 hypothetj 

pyruvate dehydrogenase (iipoarrride) alpha 

hypothetical protein d)434014.3 

Homo sapiens, Sonilar to hypothetical pr 

ESTs 

ESTs 

adenylate cyclase 7 
stennfocaJcm 2 
ESTs 

Homo sapiens cONA FU13471 fis, done PL 
ESTs 

ESTs, Weakly similar to 2109260A B cell 

hypothetical protein 

ESTs 

ESTs, Weakly similar to T00329 hypotheti 
ESTs 

nucteofide-sugar transporter s'rmSar to 
chemokine (C-C mofiO receptor 5 
cydinT2 

activating transcription factor 3 
caspase 7, apoptosis-reiated cysteine pr 
gb:Human nebuSn mRNA, partial cds 
ESTs 

metallothionern 1E (functional) 
proteasome (prosome, macropain) activato 
mannosidase. beta A, lysosomal 
hypothetical protein PP2447 
ESTs 

ESTs, Weakly similar to unnamed protein 
gb:aa55e05.rt NCLCGAP_GC81 Homo sapiens 
SEC22, veside trafficking protein (S. c 
MRS2 (S. cerevisiae)-nke, magnesium horn 
CCAAT/enhancer binding protein (C/EBP), 
KIAA0456 protein 

immunogtobuTin heavy constant mu 
ESTs, Moderately similar to 138022 hypot 
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446272 BE268912 Hs.14601 hematopoietic cell-specific Lyn substrat 7.75 

438962 BE046594 gb:hn41c11.x1 NCI_CGAP_RDF2 Homo sapiens 7.75 

434963 AW974957 Hs.288719 Homo sapiens cDNA RJ12142 lis, done MA 7.73 

422900 AA641201 Hs.222051 ESTs 773 

5 432598 AI341227 Hs.157106 ESTs 7.72 

449322 AI638616 Hs.196566 ESTs 7.71 

416987 D86957 Hs.80712 KIAA0202 protein 7.67 

410800 BE280421 Hs.94499 ESTs 7.67 

416801 X98834 Hs.79971 sal {DrosophilaHike 2 7.67 

10 437442 T85104 Hs.222779 ESTs, Moderately similar to similar to N 7.65 

407137 T97307 gb:ye53h05.s1 Soares fetal liver spleen 7.65 

401466 vesicle-associated membrane protein 4 7.65 

406870 AA075144 gb:zm86fl)6.s1 Stratagene ovarian cancer 7.64 

408558 AW015759 Hs.235709 rtemosapiensn^NA;cDNADKF2p667B0711 (f 7.63 

15 457250 AA811987 Hs.125779 ESTs 7.63 

412949 AI471639 Hs.71913 ESTs 7.63 

406819 AA908472 gb:og82a10.s1 NCLCGAP_Ov8 Homo sapiens 7.62 

441612 A1802629 Hs.1 13660 Homo sapiens cONA RJ1 1631 lis, clone HE 7.62 

414799 AI752416 Hs.77326 insulin-like growth factor binding prole 7.61 

20 435937 AA830893 Hs.1 19769 ESTs 7.60 

447197 R36075 gb:yb88b01.s1 Soares placenta Nb2HP Homo 7.60 

407719 AW963866 Hs.44021 Homo sapiens mRNA for F LI 00065 protein, 7.60 

417336 R70429 Hs.81988 disabled (Drosophila) homotog 2 (mitogen 7.56 

418134 AA397769 Hs.86617 ESTs 7.55 

25 451812 X818B9 Hs.152151 plakophifoU 7.55 

412347 AW970026 Hs.73818 ublqulnd-cytochrome c reductase hinge p 7.54 

429083 Y09397 Hs.227817 BCL2-re!ated protein A1 7.54 

414004 AA737033 Hs.7155 ESTs, Moderately similar to 211 5357ATYK 7.52 

423905 AW579960 Hs.1 351 50 lung type-l cell mernbrane-assoclated gly 7.52 

30 407784 AW139585 Hs.12708 ESTs 7.52 

425762 BE244076 Hs.159S78 AT-hook transcription factor AKNA 7.50 

418452 BE379749 Hs.85201 C-type (calcium dependent carbohydrate- 7.50 

438459 T49300 Hs.35304 Homo sapiens cDNA FU 13655 fis, clone PL 7.48 

446013 A1360167 Hs.152774 ESTs 7.48 

35 429281 AA830856 Hs.29808 Homo sapiens cDNA: FU21 122 fis, done C 7.48 

415526 N76536 Hs.265591 ESTs, WeatyslrrdlartoAWUttJMAN AlU S 7.45 

417450 AA314435 Hs.17519 Homo sapiens cDNA: FU22539 fis, clone H 7.45 

431773 BE409442 Hs.26B557 plecksWn hornology4ike domain, family 7.44 

447082 T85314 Hs.54629 thioredoxin-ake 7.43 

40 441962 AW972542 Hs.289008 Homo sapiens cONA: FU21814 fc, clone H 7.43 

429058 AF138863 Hs.35254 hypothetical protein FLB6421 7.43 

439971 W32474 Hs.301746 RAP2A. member of RAS oncogene family 7.43 

442233 AW967149 Hs.2B439 ESTs, Weakly similar to 138022 hypoiheti 7.43 

436394 AA531187 Hs.126705 ESTs 7.39 

45 452248 AA093668 Hs.28578 musdeblind (DrosophitaHike 7.39 

446258 AI283476 Hs.263478 ESTs 7,38 

410570 AI133096 Hs.64593 ATP synthase, H transporting, mitochondr 7.37 

447484 AA464839 Hs.292566 hypothefical protein FU 14697 7.36 

435541 AA687361 Hs.221318 ESTs 7.35 

50 453932 AW006303 Hs.329296 ESTs,WeaWysimaarto(deffinenolava 7.35 

408067 BE244580 Hs.342307 hypothetical protein FU10330 7.35 

427307 AF1 17947 Hs.174795 PDZ dornalivcontaining guanine nucleotide 7.35 

418336 BE179882 glutathione peroxidase 3 (plasma) 7.35 

448877 AI583696 Hs. 25331 3 ESTs 7.35 

55 443195 BE148235 Hs.193063 Homo sapiens cDNAFU 14201 fis, clone NT 7.35 

444838 AV651680 Hs.208558 ESTs 7.33 

422693 BE300073 Hs.279860 tumor protein, trardalicnaity^trdte 7.31 

424677 U09414 zinc finger prolein 137 (clone pHZ-30) 7.30 

441878 AI801869 Hs.127982 ESTs 7.29 

60 406542 C19000728*:gi|12585552lsp|Q9Y2Q1lZ257_HU 7.28 

408418 AW963897 Hs.44743 KIAA1 435 protein 7.28 

425367 BE271188 Hs.1 55975 protein tyrosine phosphatase, receptor t 7.26 

442492 AA528489 Hs.234518 ribosomal protein 123 7.25 

424541 AW392551 Hs.180559 ESTs,WealdyslrnHartoA56194lhromboxa 7.25 

65 452852 AK001972 Hs.30822 hypothefical protein FU 111 10 7.25 

426501 AW0437B2 Hs.293616 ESTs 7.25 

411251 R19774 Hs.22835 HHGP protein 7.25 

444670 H58373 Hs.332938 hypothetical protein MGC5370 7.25 

418117 AI922013 Hs.83496 linker for actlvafon of T cells 7.24 

70 441384 AA447849 Hs.288660 Homo sapiens cDNA: FU22182 fis, done H 7.24 

434817 AA082118 Hs.102737 gofiath protein 7.23 

419970 AW612022 ESTs 7.23 

432290 AK001099 Hs.274273 Homo sapiens cONA FU 10237 fe, ctone HE 7.23 

426647 AA243464 Hs^94101 pre-B-ceD leukemia transcription factor 7.23 

75 433891 AA613792 gb:no97h03.s1 NCI_CGAPJ>r2 Homo sapiens 7.21 

454038 X06374 Hs.37040 platelet-derived growth factor alpha pol ' 7.21 

430314 AA369601 Hs.239138 pre-B-ceil cotony-enhancing factor 7.20 

443247 BE614387 Hs.333893 c-Myc target JPOI 7.20 

441224 AU076964 Hs.7753 calumenin 7.18 

80 447188 H65423 Hs.17631 hypotheBcaJ protein OKFZp434E2 135 7.18 

447887 AA1 14050 Hs.19949 caspase 8, apoptosis-related cysteine pr 7.15 

447341 AF106941 Hs.18142 arrestin, beta 2 7.15 

408113 T82427 Hs.194101 Homo sapiens cDNA: FU 20869 fis, done A 7.14 
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418696 AW959433 Hs.326290 hypothetical protein FU 12581 7.14 

434599 AA643687 Hs.149425 Homo sapiens cONAFUl 1960 Us. done HE 7.13 

421633 AF121860 Hs.106260 sorting nexin 10 7.10 

410668 BE379794 Hs.159651 hypothetical protein 7.09 

5 435812 AA700439 Hs.188490 ESTs 7.08 

414476 AA301867 Hs.76224 EGF-ccntaining fibufin-like extraceltol a 7.08 

408331 NM 007240 Hs.44229 dual specificity phosphatase 12 7.08 

417165 R80"137 Hs.302738 Homo sapiens cONA:FU21 425 lis. clone C 7.06 

408605 AF025374 Hs.46465 T-cell, immune regutator 1 7.06 

10 416401 N80139 Hs.268916 ESTs 7.05 

415799 AA653718 Hs^25841 DKFZP434D1 93 protein 7.05 

415995 NM_004573 phospholipase C, beta 2 7.05 

414812 X72755 Hs.77367 monokine induced by gamma interferon '7.05 

417535 AA203569 Hs.191482 ESTs 7.04 

15 449567 AI990790 Hs.188614 ESTs 7.03 

429355 AW973253 Hs.292689 ESTs 7.03 

442460 NM_014135 Hs.8345 PRO0641 protein 7.03 

453187 AI161383 Hs.34549 ESTs,HighrysinrilartoS94541 1 clone4 7.03 

430280 AA361258 Hs.237868 inledeukin 7 receptor 7.03 

20 426124 A126B389 Hs.250697 phosphatldylinositol gtycan, class F 7.02 

442685 AB033017 Hs.8594 KIAA1 191 protein 7.01 

433735 AA608955 Hs.109653 ESTs 7.00 

416003 X98001 Hs.78948 Rab geranylgeranyltransferase, beta subu 6.98 

424415 NM_001975 Hs.146580 enolase 2, {gamma, neuronal) 6.96 

25 416655 AW968613 Hs.79428 BCL2/adenovirusE1B 19kWnleracling pro 6.95 

409956 AW103364 Hs.727 Inhibln 1 betaA(activlnA,activinABa 6.95 

407136 T64896 Hs.287420 Homo sapiens cDNAFU 11 533 lis, clone HE 6.93 

425235 AA353113 Hs.1 12497 Homo sapiens cDNA: FU22743 6s. clone H 6.93 

451653 W18193 ESTs, Moderately similar to HERC2 (H^ap 6.93 

30 439444 A1277652 Hs.54578 ESTs, Weakly similar to 138022 hypothetl &93 

451838 AW005866 Hs.193969 ESTs 6.91 

436812 AW298067 gb:U-*BW0-a]p-cH)W>-Ul.s1 NCLCGAP_Su 6.90 

443749 R38828 Hs.143463 ESTs 6.90 

434584 D57341 Hs.188361 Homo sapiens cDNAFU 12807 lis, done NT 6.90 

35 427919 AA173942 Hs.326416 Homo sapiens mRNA; cDNA DKFZp564H1 916 (f 6.90 

431840 AA534908 Hs.2860 POL) domain, class 5, transcription facto 6.90 

435655 AW105663 Hs.6947 HSPC069 protein 6.90 

427640 AF058293 Hs.180015 Mopachrorne tautomerase 6.85 

418259 AA215404 ESTs 6.85 

40 407244 M10014 fibrinogen, gamma polypeptide 6.85 

418832 X04011 Hs.88974 cytochrome r>245, beta polypeptide {chro 6.83 

441321 H17182 Hs.7771 B-ceD associated protein 6.80 

433162 AI025B42 ESTs 6.80 

425410 AA310974 Hs.156828 Homo sapiens cDNA FU 10522 fis, done NT 6.80 

45 434372 AA631373 gb:np86c01.s1 NCLCGAP_Thy1 Homo sapiens 6.80 

456629 AW891965 historic deacetylase 3 6.78 

430283 BE391688 RAB7, member RAS oncogene family 6.77 

418300 A1433074 Hs.86682 Homo sapiens cDNA: FU21578 fis, done C 6.76 

406858 A1865720 Hs.29797 ribosomal protein L10 6.75 

50 429582 AI569068 Hs.22247 ESTs 6.75 

401113 solute carrier family 22 (organic cation 6.75 

449576 AW014631 Hs.225068 ESTs 6.75 

432588 X92715 Hs.3057 zinc finger protein 74 (Cos52) 6.72 

417558 AF045229 Hs.82280 regulator of Gprolein signalling 1 0 6.72 

55 430451 AA836472 Hs.297939 cathepsinB 6.72 

410503 AW975746 Hs.188662 WAA1702 protein 6.70 

415682 AI347128 Hs.191870 ESTs 6.70 

410102 AW248508 Hs^79727 ESTs: homologue of PENW ICfona savignyi 6.70 

414217 A1309298 Hs.279898 Homo sapiens cDNA: FU231 65 fis, done L 6.70 

60 457073 AA233210 Hs.179943 ribosomal protein Lit 6.69 

442232 AI357813 Hs.337460 ESTs,WeakrydrrdIartoA475B2B-cellgr 6.68 

435137 AI056769 Hs.133512 ESTs 6.68 

425787 AA363867 Hs.155029 ESTs 6.67 

,_ 437802 A1475995 Hs.122910 ESTs 6.65 

65 432636 AA340664 Hs.278562 daudin7 6.65 

407340 AA81016B Hs.284289 viffligo-assodated protein VTT-1 6.65 

418036 Z37976 Hs.83337 latent transforming growth factor beta b 6.65 

423494 AW504365 Hs.24143 Wiskott-Aldrich syndrome protein interac 6.63 

441355 A1822034 Hs.137097 ESTs 6.63 

70 430968 AW972830 gb:EST384925 MAGE resequences, MAGL Homo 6.63 

434551 BE387162 Hs.280858 ESTs, Highly similar to A35661 DNA excis 6.63 

447232 AW499834 Hs.327 Interieukln 10 receptor, alpha 6.62 

422310 AA316622 Hs.98370 cytochrome P450, subfamily (IS. polypept 6.60 

449217 AA278536 Hs,23262 ribonudease, RNase A famity, k6 6.60 

75 449057 AB037784 Hs.22941 K1AA1 363 protein 6.60 

446979 AI654443 Hs.197683 ESTs &60 

452382 N38902 tte.211539 hypothetical protein MGC4248 6.60 

424868 AJ56B170 Hs.96886 ESTs 6.59 

or . 409485 S80990 Hs.252136 ficdln (collagen/fibrinogen domain-cont 6.5B 

80 451603 BE379499 Hs.173705 Homo sapiens cDNA: FU22050 fis, done H 6.58 

426158 NM.001982 Hs.1 99067 v-erb-b2 avian erythroblastic leukemia v 6.58 

452472 AW957300 Hs.294142 ESTs, Weakly similar to C55663 oRgodend 6.57 

450256 AA286887 Hs.24724 MFH-amplified sequences with leucine-ric 6.56 
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451589 


AA424791 


Hs.5734 


meningioma expressed antigen 5 (hyaiuron 


444207 


AI565004 




cathepsrn 0 (lysosomal aspartyl protease 


418459 


R85436 


Hs.268814 


ESTs 


427667 


AK001279 


Hs.180171 


Homo sapiens cDNA FLJ10417 tis, done NT 


406745 


AW511970 


Hs.279860 


tumor protein, translationalry-controile 


446173 


BE565849 


Hs.14158 


copine III 


436566 


BE545586 


Hs.278712 


Homo sapiens cDNA FUl 1074 Ms, done PL 


423825 


NM 004402 


Hs.1 33089 


DMA fragmentation factor, 40 kD. beta po 


443441 




Hs.92195 


ESTs 


428403 


A1393048 


Hs.325159 


leucine rich repeat fin FUl) interactin 


431971 


BE274907 


Hs.77385 


myosin, light polypeptide 6, alkali, smo 


450219 




Hs 224624 


ESTs 


*tUOOitO 


AJ6 10447 


Hs 48778 


niban protein 


«W*0 10 




Hs .26514 


ESTs 


i O 


AQfV>ftQfi9 
ADUiOaOi 


Hs 301552 


KIAA1039 protein 


H lODOo 


QCO/7CQC 


Hs.75452 


BTG family, member 2 


*»ioyuo 


QCCTQA7A 












NM ftflfififi?*'Hamo saoiens Snf2-re1ated CBP 


44oo^U 


AtSUUZOO/ 




HmihlprnHin and HaM kinase-Iike 1 


AtvronA. 


AIC-1Q007 

AIDJ3*£/ 


Hft9l403Q 


hypothetical protein FU23556 


AA70QP. 


AW£4oO !*♦ 


Hs 18063 


Homo sapiens cDNAFU 10768 fis, done NT 


*WJ3W 


AAOf 0 IOJ 


Hs.17448 


Homo sapiens cDNA FU 13618 fls, clone PL 


A0RAQR 


D31765 


l-te 170114 


KIAA0061 protein 






Hs.27556 


hypothetical protein FL122405 


440119 


AAB65455 


Hs.125331 


ESTs, Moderately slmflar to unknown (Rs 


451658 


AW195351 


Hs.250520 


ESTs, Moderately similar to 138022 hypot 


435918 


AF263538 


Hs.86232 


growth differentiation factor 3 


439979 


AW600291 


Hs.6823 


hypothetical protein FU 1 0430 


412220 


GE350058 


Hs.36787 


chromodomain helicase DNA binding protei 


436716 


A1433540 




gb:ti69g05.x1 NCI_CGAP_KH11 Homosapien 


413703 


BE158360 




gb:PM1-HT0383-131299-O01-hO8 HT0383 Homo 


413326 


H88621 


Hs.19762 


ESTs, Weakly similar to KIAA1 1 40 protein 


441970 


AW959918 


Hs.73737 


ESTs 


430835 


AC40006 


Hs.192326 


ESTs 


414890 


BE281095 


Hs.77573 


undine phosphorytase 


41B113 


AJ272141 


Hs.83484 


SRY (sex determining region Y)-box 4 


414768 


AW376989 


Hs.259855 


elongation factor-2 kinase 



422340 AW296219 Hs.115325 

407198 H91679 

432586 AA568548 

432729 AK000292 

420012 AW957965 Hs.99014 

432879 AW815932 Hs.173734 

429732 U20158 
AA160000 



415082 

437296 AA350994 



RAB7, member RAS oncogene family-tike 1 
gkyv04a07.s1 Soares fetal Rver spleen 
ESTs 

Hs.130732 hypothetical protein FU20285 

Homo sapiens, clone IMA6E:3632168, mRNA 
ESTs. Weakly similar to ALU1.HUMAN ALU S 
lymphocyte cytosolfc protein 2 (SH2 doma 
ESTs, Weakly similar to JC5238 galactosy 
WAA1700 



HS.24B8 
Hs.137396 
Hs.20281 



427747 AW411425 Hs.180655 serine/threonine kinase 12 



445873 AA250970 
410387 AI277367 



Hs,251946 
Hs.47094 
413677 AW503116 Hs.301819 
416458 AA332941 
H73972 



Hs.85226 

Hs.134460 ESTs 
Hs.95612 ESTs 
Hs.8908 
Hs.62 
Hs.155376 
Hs.184367 
Hs.279518 
Hs.60389 



443634 

409453 AI885516 

443035 Z45822 

432841 M93425 

410532 T53088 

428453 AB011110 

410597 W16518 

458965 AA010319 

419926 AW900992 Hs.93796 

426797 AW936258 Hs.342849 

412528 A1123478 

410079 U94362 

427477 AW973119 Hs.178391 

416297 AA157634 Hs.79172 

435961 BE293127 
424090 
428311 
451061 
409731 



pdy(A)-binding protein, cytoplasmic 1-1 
ESTs 

zinc finger protein 1 46 
lipase A, lysosomal add, cholesterol es 



Hs.32112 
Hs.58589 



Hs.1 39262 
NMJ05651 Hs.183671 
AW291487 
AA125985 



440129 AA865818 

428773 BE256238 

436372 AW972301 

440719 AA150869 



M18728 
421305 BE397354 



450988 BE618571 

458659 AW749895 Hs.332520 
AW088535 
AA255931 
AI929374 

449317 AW293413 Hs.132906 

421568 W85858 Hs.99804 



420151 
413441 



Homo sapiens clone 24889 mRNA sequence 
protein tyrosine phosphatase, non-recept 
hemoglobin, beta 
GTPase activating protein-like 
amyloid beta (A4) precursor-Bke protein 
ESTs 

DKFZP586D2223 protein 
ADP-rftwsylafion factor-like 5 
ESTs 

gh/cogenin 2 
ribosoma) protein L44 
solute carrier family 25 (mitochondrial 
Hs.283722 GTT1 protein 

X1AP associated factor-1 
tryptophan 2.3-djoxygenase 
Hs.213659 ESTs, Weakly similar to K1AA1357 protein 
Hs.56145 thymosin, beta, identified in neuroblast 

ESTs, Weakly similar to S71886 Ste2(Mik 
Hs.1931 63 bridging Integrator 1 
Hs.310286 ESTs 

Hs.26267 ATP-dependant interferon response protei 
gb:Human nonsperific crossreacBng anOg 
Hs.324830 diptheria toxin resistance protein requi 
Hs.429 ATP synthase, H transporting, mitochondr 

Homo sapiens mRNA; cDNA DKFZp434A1014 (f 
ribosomal protein, large, P0 
ESTs 

Src-like-adapter 
19A24 protein 
ESTs 



Hs.186704 
Hs75367 



6.56 
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6.55 
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6.53 

6.53 

6.51 
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6.37 
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6.36 

6.35 
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6.35 

6.35 
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6.35 

6.35 

6.33 
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6.31 

6.31 

6.30 
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6.29 

6.29 

6.28 

6.27 

6.26 

6.25 

6.25 

6.25 

6.25 

6.25 

6.24 

6.24 
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6.23 
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6.23 
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6.15 

6.15 

6.14 
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6.13 
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435919 


AI052189 


Hs.1 14104 


ESTs 


417353 


AA375752 


Hs.348140 


Homo sapiens mRNA; cDNA DKFZp586F1822 (f 


448946 


AI652855 


Hs.23363 


hypothetical protein FU 10983 


432415 


T16971 


Hs.289014 


ESTs, Weakly simitar to A43932 mucin 2 p 


405857 


AA613726 


Hs.29797 


ribosomal protein L10 


417944 


AU077196 


Hs.82985 


collagen, type V, alpha 2 


425095 


AW014160 


Hs. 182585 


KIAA1276 protein 


435756 


AI418466 


Hs.33665 


ESTs 


431155 


AW971213 




gb:EST383301 MAGE resequences, MAGL Homo 


413813 


M96956 


Hs.75561 


teratocarctnoma-derived growth factor 1 


451052 


AA281504 


Hs.24444 


Homo sapiens cDNA: FU22165 fis, done H 


450511 


R07423 


Hs.85092 


thyroid hormone receptor interactor 11 


447832 


M140OO0 / 




ESTs 




nl3 


Hs 34771 


ESTs 


437438 




Hs.14217 


hypothetical protein 0KFZp762P2111 


449625 


kim 014953 




odz (odd Oz/terwn, Drosophila) homolog 1 








ESTs, Weakly similar to ALU6_HUMAN ALU S 






nb.DUOD 


nrmhbKtama rn/prexnressfid 


435511 


AA683336 


Hs 189046 


ESTs 




a 1 90491 9 




ESTs 




mm 004613 


Hs.8265 


transglutaminase 2 (C polypeptide, prote 


457211 


AW972565 


Hs.32399 


ESTs, Weakly similar to S51797 vasodilat 


A44R91 




Hs.11465 


glutalhione-S-transferase tike; gtutathi 


jccnci 
433100 


AWQfi17fl9 




Homo sapiens cDNA FU 14028 fis, clone HE 


432925 


AA878324 


Hs.264750 


ESTs 


457752 


AI821270 


Hs.285643 


Homo sapiens cDNA FU14364 fis, done HE 


449810 


AB008681 


Hs.23994 


activin A receptor, type I IB 


406797 


AI432224 




ribosomal protein L6 


450157 


AW961576 


Hs.60178 


ESTs 


422134 


AW179019 


Hs.112110 


mitochondrial ribosomal protein L42 


407635 


AW370213 


Hs.295232 


ESTs, Moderately similar to A46010 X-lin 


453331 


AJ240665 




ESTs 


430504 


H52761 




Homo sapiens, done MGG12617, mRNA, com 


444708 


AW971049 


Hs.11774 


protein (peptidyl-proryl cis/trans tsome 


409945 


AW015935 


Hs.122642 


ESTs 


419641 


BE170548 


Hs.118190 


Homo sapiens cDNA FU21081 fis, done C 


453785 


AI368236 


Hs.283732 


ESTs, Moderately similar to ALU1.HUMAN A 


430387 


AW372884 


Hs.240770 


nudear cap binding protein subunH 2, 2 



6.13 
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6.13 

6.11 

6.11 

6.10 

6.10 

6.10 

6.10 
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TABLE 52B 

Pkey: Unique Eos probeset Identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 



Pkey 



CAT Number Accession 



438091 22448 1 AK054860 AV652198 AV652192 AV652138 AV652127 AV652194 BE935919 AV652017 AV651995 AV651548 AV646063 AV651985 AV6461 84 
AV646179 AW880409 AA345002 BF155189 BE068931 X56197 AL603014 AW953629 BM263546 BE550772 AA701084 AI681352 AA358689 
AW938841 BF438147 W05391 H75313BF326185AV646335 AV651589AV646340AV651992AV646384 AV646364AV687497BF155183 
AV646370 AW797876 AI906821 X56195 BE833835 AA628440 BE833808 BF224205 AA709126 BE673807 AI923886 AA947932 AI27B125 AI185720 
AW510698 AA987230 BE467708 AW898628 AW898544 AI146984 AW043642 Al 288245 AI186932 AI635262 AI139455 AI298739 AI813854 
A1024768 BE699445 BE699444 AI707807 D52654 AI214518 A1004723 A1698085 AW087420 A1565133 AA845571 AW898622 BF110144 AW513280 
AI061126 BF362770 A1268939 AI435818 BF475318 AI024767 BE174213 AA757598 AA513019 AA902959 AI860794 AI334784 BF108411 
BM310532 AW513771 AI951391 AI337671 BF095606 BF095601 BF095468 AW890091 BF095753AW243400AW898607AW898616BF3B2762 
AI922204 AW898625 BE699468 BE174196 AW102923 D52715 BE699456 D52477 055017 BF955933 BG623563 AV646254 AA463522 B1003244 
A1299190 W40186 BE174210 BF939091 BF434180 AW579001 T55662 H01811 T52522 BF945037 BF95593B D54679 D53933 R67100 BG925552 
BF999056 R83430 Z29922 T85791 W03942 H63289 AI091537 BF086583 AA345570 H48870 H80720 T83523 BI039626 BI037700 R00353 
BF155184 N98343 N79072H01812T55581 MaM , i „„ nlfl 

426295 510 1 BE880923 BG390191 AW470082 AW014585 AI423255 BI714731 BG054894 AW780248 N31683 AW664132 AW467353 AI983152 AA617918 

BF447795 AI088357 AA807328 AA576970 AI741 153 AI755003 AI474016 AW22030 A13481 14 AW997085 BM271753 AI363147 BM31131 1 AI146640 
A1246771 AW512619 AI359020 BG054897 AI292234 AI215830 AI283836 C06205 AW503423 AW272680 N33205 AW873021 AA070724 AI753886 
AW192487 AI087151 AA658909 AI346368 AI335577 AA825442 AW440066 AW1 31357 AW51 3210 AI082314 AI085455 BE551404 AA780704 
AW008596AI796964AA917471 AI400531 AA668626 N72207 AI306482AW440562AI084587 AA347280 AA063536 BF477389AI241662 AA931543 
AA484310 AA812486 A1032216 AA665779 A1916336 AI350590 BF198106 AI433377 AI300638 AI672626 AI282741 AI351487 AW105544 AA973627 
AW517914 AA715424 AA508454 BF334080 AI274618 AW367201 AW572619 AW469088 AA382095 AI368364 AI146934 AI357180 AI361 181 
BI91 1 347 BI871044 AA136325 BF084010 BF084007 AA335788 A1920878 AA809614 BE932941 AI678261 C75308 AJ148479 BE178174 W88513 
BM0 13627 

429978 35194 2 BE738425 BE738323 BM126944 AW629678 AW265195 AI916735 AI394255 A1573090 AI354442 AW612857 A1339558 AI919424 AI377532 
AI354441 AI308821 AA772275 AW05521 5 AI589705 AI336532 AA806547 AV6821 25 H93575 AW07 1 1 72 AW769904 AI863985 AW26501 8 
AW1 96655 D79662BE042393 N75017 AW014741 C75509 BE748621 H92431 AW079261 AW901780AA329482 AW960115 BI260621 AI767525 
R31663 B1918664 AW963196 C06195 AI67801 8 MHnna „ 

41 2636 1438 1 M77830 NM_004415 AF139065 BG681 115 BG740377 BI712964 BG00C656 AA128470 BI438324 H27408 BE931630 BE167165 AW370827 

AW370813 J05211 BG698B65 BG740734 BG680618 BG739778 BI765807 BM353403 BM353248 AW1 77784 AW205789 AW951576 AW848592 
BE182164 BF149266 BE940187 B1060445 BI050444 BF350983 BE720095 BE720069 BE715154 BE082584 BE082576 BE004047 AAB57316 
BI039774 BE713818 BE713548 AW170253 BE150433 BI039775 AW886475 BM462504 8E931734 BF149264 AA340777 BF381183 BG621737 
AU1 27260 AW364859 BF993352 BG223489 BE819009 BF381 184 BE715956 R58704 AA852212 AW366566 B1090358 BF087707 BE81 9046 
BE819005 AA377127 BE073467 BE819069 BE819048 BI036306 BG990973 BI040954 BF919911 AU140155 AI951766 AI434518 AW804674 
BF752969 BE837009 BE925826 BF149265 AW995615 BEB14254 BI039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 BG436319 BE182166 AW365175 AW84768B BE818280 AW177933 BF873679 AW178000 BE082526 BF476866 BF086994 BF592276 
BE082507 BE082514 BE082505 BF873693 AW068840 AW847678 BF804153 AW365157 BE813930 BE002030 AW365153 BE1 84941 BF749421 
BE184920 BF839562 BE184933 BF842254 BE698470 BE931048 BF999889 BF368B16 BE184924 BE159646 BE714632 BE1 84948 BG986845 
AA131128 AA099891 W39488 C04715 BF096124 BE865341 AW799304 AL6031 16 BE149760 BE705967 BE705966 BE705968 AW848723 
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AV\tt76699AW376817AW376697BG0Q5097BF751115BE696084AW84B371AVW^ BF094211 
AW997139 8E865474 BE185187 BE156621 BE715089 BE713297 BE713298 BE179915 AW799309 BF872345 BF088676 BE705939 AW752599 
BG005197 BF350086 BE715196 BE715155 BF752396 BF093817 BF831 190 BF752409 BE006551 BG959922 BF094833 BF094748 BF094583 
AW377699 AW607238 BE082519 AW377700 BF349467 AI190590 A1554403 AQ92926 AU158477 BI467252 AU159919 AI760816 BF082516 
A1439101 AA451923 A1340326 AI590975 BI791553 AI7Q0963 AI142882 AA039975 AA946936 AA644381 BM314884 AA702424 A1417612 
AW190555 AI220573 AI304772 AI270345 AI627383 AA552300 AI91 1702 AW166807 AI346078 W95070 AA149191 AA026864 AI830049 AW780435 
AI078449 AI819984 AI858282 BI468588 AI8605B4 AI025932 AA026047 AA703232 AA6581 54 AA51 5500 AW1 92085 AA918281 T77861 AI927207 
A1205263 BF082491 AW021347 A1568096 BE939862 AA088866 D12062 AA056527 AA782109 W19287 W021 56 AW1 50038 AA022701 T87181 
H44405 A1910434 BF08251 3 AI494069 Al 270027 AI635878 AA1 28330 BG681425 BE70607B R20904 BG580059 BG676547 BF764409 AA026654 
AV745530 BI762796 BG287391 AW798780 BE705045 BE926470 AW7991 18 BFQ87996 BE002273 AW879451 AI571075 BE067786 AV721320 
AI022862 N29754 C03378 NB4767 AA131077 H30146 BE714290 AI68B869 AI568892 A191 5596 AW105614 AIB87258 A1538577 BE926474 
BE067737 BG319486 AA247685 AW798883 AW103521 BF989173 AW86087B BE939707 BE185750 BE714064 BE7 13903 BE713868 BE713763 
BG950164 BE713810 AW365151 BG955489 BE005272 BF915937 AW365148 AI905927 BF992780 AW853812 BG954443 BI770853 BG679406 
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AA009816 AW901568 AW352200 AA256558 H15928 B10871 70 AWB00530 AA369068 N98562 H28652 N34644 H97650 H00956 W70039 Al 1 42831 
AA009817 F37136 N70289 AA531347 R72374 H27488 R66605 
A1433540 AA804981 AA728984 

BG015794 BE158357 BE158353 BE158358 BE158360 BE158352 BE158351 BE158355 
BC022881 AU150944 BG750783 AW754175 AW857737 AI911659 AI050036 AA554053 AI826259 AA568548 
AI732997 AA977633 AA86581 8 
M18728 

AW088535 AI889321 AA954221 AI337552 R42581 AW194670 AA064862 AW001147 AA864374 AA630699 AW276176 AA676615 AA857965 
AI625428 AA560792 AA582038 AA581 668 AA658065 AA8281 56 AA657160 AA936103 AI1 49335 AA936925 AA561684 AA954198 AW238461 
A1281504 AI265812 AA583267 AW236162 AA876535 AW304286 AW474334 AI559415 A1569241 AI660952 AA641137 AI431696 A3688844 
AA55251 3 AA564954 AW090553 AI205612 A1245753 AA954883 AA947909 AIB6601 4 
AW97121 3 AA493925 AA493567 AA876839 AA934462 
A1628543 AI433357 AW772732 

B191 8168 AW779760 N4B674 A1375997 AA235370 BG699146 AI913631 AI498402 AJ016320 AA323193 R49021 D59344 BG986750 N45526 
BG986917 T61382 R49391 R45432AI203107 R35004 F07491 R25094 R35360 

BC018070 BG702493 AI204212 AA460929 AA993606 BF926635 AA226938 BG190705 BG186496 AW291865 BG183340 BG195301 BG214539 
BG21 5094 BG198867 BG196332 BG208220 BG212418 

BG21 6963 BG164885 BG213710 BG204771 BG193014 BG1 97556 BG217481 BG198185 BG183594 BI596425 AA1 15605 AI589156 BF439839 
BG1 88832 AI35961 5 BG190473 A1024233 BF439574 AW1 18065 AI672797 AA610042 BG21 2008 AI204382 R70913 AA033534 AA781 036 AI627278 
AA307285 AA034218 BG482749 AW162429 B1602460 AA721969 AA476516 AA476416 AA903019 BF1 1 0864 AA307286 AA1 15471 AW964555 
AA423826 AA115129 AJ419107 
0.0 AI432224 AW276890 AI499346 AA937014 AA653573 AI31B525 AI24621 9 AA961591 AI270640 

16559.1 BG571303 AA410586 AA035018 BG5721 17 BG620022 AA147247 BG005785 BG014448 R31981 H02668 H12498 R36203 BF992089 R73999 
T49904 R75732 B1057974 T53681 AA147933 N50695 R68588 R25671 R31935 R25110 R36105 AK055628 BE157467 AW663674 AA1 90993 
H01642 BF510304 AA626915 AA746952 AI161 014 AA099554 BG572534 AJ803329 AI809932 AI808765 AA41 1449 AI378760 AA976929 AI378620 
AA909684 R75632 AI360919 AI350463 AW069127 AA411621 AA742532 H12451 BE208298 H03612 H12839 N58781 R75957 BF996484 A1240665 
BF989591 BI055086 BG001590 BF107035 

5477_6 BE219720 BF475241 A1571723 BE219848 BI789268 AI224899 AA724864 AW771467 AA480255 AW845616 AI440295 H52800 BE218790 AJ681575 

AW300064 AW2621 33 H21568 AI36301 5 AJ884914 H86948 



2472838 1 

376077J 

6633 1 

2607882J 

0_0 

0.0 



1235742.1 
1036795 1 
249224J 

30480.1 

26143.1 



TABLE 52C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (G!) numbers. Dunham, et al" refers to the publication entitled The DNA sequence of 

human chromosome 22* Dunham, et el (1999) Nature 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposifion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposIBon 


402474 


7547175 


Minus 


53526-53628,55755-55920,57530-57757 


402145 


8018280 


Plus 


113086-114800 


401091 


9958240 


Plus 


94760-94898 


401466 


6682292 


Plus 


26748-29023 


406542 


7711499 


Plus 


117335-118473 


401113 


9966541 


Minus 


19419-19959 


405088 


8072509 


Plus 


73664-73841,74081-74217,74610-74779.7492 



TABLE 53A: 

Pkey: Unique Eos probeset Identifier number 

ExAccrn Exemplar Accession number, Genbank accession number 

UnigenetD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of testicular cancer (non-seminomatous and semmomatous) compared to normal adult (issues 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


432666 


AW204069 




ESTs, Weakly similar to unnamed protein 


78.20 


452838 


U65011 


Hs.30743 


preferentially expressed an fig en in met a 


75.45 


418696 


AW9S9433 


Hs.326290 


hypothetical protein FU 12581 


58.80 


432730 


A1066520 


Hs.1 31358 


ESTs 


51.80 


4505B1 


AF081513 


Hs.25195 


TGF-bela4 


48.40 
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426534 U58096 Hs.2051 testis specific protein, Y-iinked 44.05 

423458 AI204212 ESTs 36.60 

428664 AK001666 Hs.1 89095 similar to SALL1 (sal (Drosophila)-UXe 34.65 

420367 AA259090 Hs^57028 ESTs 32.60 

5 451106 BE382701 Hs.25960 N-MYC oncogene 30.10 

437052 AA861697 Hs.120591 ESTs 29.35 

417407 AA923278 Hs.290905 ESTs. WeaWy similar to protease (H.sapl 29.05 

420759 T11832 Hs.127797 Homo sapiens cDNA FU 1 1381 fis, clone HE 28.45 

420347 AL033539 Hs.97124 Human DNA sequence from clone RP1-309H15 28.25 

10 407710 AW022727 Hs.23816 ESTs 26.86 

448981 AI968719 Hs.195387 ESTs 26.40 

429486 AF155827 Hs.203963 hypotheticat protein FU 10339 25.55 

420528 AF130728 Hs.98586 doublesex and mab-3 related transcrtplio 25.10 

425769 U72513 Hs.159486 Human RPL13-2 pseudogenernRNA, complete 23.70 

15 430252 A1638774 Hs.105328 testes development-related NYD-SP20 21.95 

454077 AC005952 Hs.37062 insulin-like 3 (Leydig cell) 21.73 

428227 AA321649 Hs.2248 smafl inducible cytokine subfamily B(Cy 20.15 

434649 AA738254 Hs.165390 ESTs, Highly similar to A40350 transcrip 19.65 

424578 AKQ01973 Hs.150890 hypothetical protein 19.16 

20 427335 AA448542 Hs.251677 Gantigen7B 19.05 

438915 AA280174. Hs.285681 Williarns-Beuren syndrome chromosome regi 18.95 

432938 T27013 Hs.3132 steroidogenic acute regulatory protein 18.86 

449322 AI638616 Hs.196566 ESTs 18.30 

430691 C14187 Hs.1 57208 aristaless-related homeobox protein ARX 18.00 

25 430676 AF084866 gb:Homo sapiens envelope protein RIC-3( 17.96 

440119 AA885455 Hs.1 25331 ESTs, Moderately similar to unknown [H.s 17.41 

418756 AA252254 Hs.226949 ESTs 17.20 

410102 AW24850B Hs.279727 ESTs;hornotogueofPEM-3lCionasavignyi 16.20 

447534 AW953935 Hs.28B655 ESTs 16.04 

30 407122 H20276 Hs.31742 ESTs 15.95 

446979 A1654443 Hs.197683 ESTs 15.90 

406547 Target Exon 15.70 

427711 M31659 Hs.1B0408 sohjte carrier family 25 {mitochondrial 15.65 

456847 A1360456 Hs.37776 ESTs 15.50 

35 448776 BE302464 Hs.30057 MRS2 (S. rerevisiaeHike, magnesium horn 15.00 

452291 AF015592 Hs,28853 CDC7 (cell division cycle 7, S. cerevisi 14.95 

408908 BE296227 Hs.250822 serinefthreonine kinase 15 14.65 

418007 M13509 Hs.83169 matrix metalloprotelnase 1 (interstitial 14.20 

422828 AL133396 prion protein 2 (dublet) 14.08 

40 433330 AW207084 Hs.132816 hypolhetical protein MGC14801 14.05 

410561 BE540255 Hs.6994 Homo sapiens cDNA: FU22044 fis, clone H 14.05 

427667 AK001279 Hs.180171 Homo sapiens cDNAFU10417Rs, done NT 13.90 

418134 AA397769 Hs.86617 ESTs 13.85 

454438 AA224053 Hs.172405 cell division cyde 27 13.70 

45 449032 AA045573 Hs.22900 nuclear factor (erythrdd-derived 2)4ik 13.40 

426427 M86699 Hs.169840 TTK protein kinase 13.35 

437789 AI581344 Hs.127812 ESTs, Weakly similar to T17330 hypothetj 13.20 

419384 AA490866 Hs.39429 ESTs 13.10 

418477 AW022983 gb:df46h1Zy1 Morton Felal Cochlea Homo 12.85 

50 453922 AF053306 Hs.36708 budding uninhibited by berrimidazotes 1 12.80 

447188 H65423 Hs.17631 hypothetical protein DKFZp434E2135 12.78 

430521 NMJ)16383 Hs.242183 HOM-TES-85 tumor antigen 12.72 

443068 AI188710 ESTs 12.65 

437099 N77793 Hs.48659 ESTs, Highly similar to S1445B larninin a 12.60 

55 420401 AK001907 Hs.97464 hypothetical protein 1Z50 

410361 BE391804 Hs.62661 guanylate binding protein 1, interferon- 12.50 

431494 AA991355 Hs.298312 hypothetical protein DKFZp434A1 31 5 12.45 

406937 U14622 gb:Human transketotase-iike protein gene 12.25 

439451 AF086270 Hs.278554 h£terc<*ranatirHlike protein 1 1Z10 

60 404996 Target Exon 11.86 

424905 NM_002497 Hs.1 53704 NIMA (never In mitosis gene aj-retated k 11.85 

444619 BE53B082 Hs.8172 ESTs, Moderateiy similar to A46010 X-tin 11.60 

434551 BE387162 Hs.280858 ESTs, HigWy similar to A35661 DNA excis 11.55 

421241 X91817 Hs.102866 transketolase-fike 1 i 11.50 

65 414972 BE263782 Hs.77695 KIAA0008 gene product 11.45 

426866 U02330 Hs.172816 neureguGnl 11.37 

433159 AB035898 Hs.1 50587 kmesin-fike protein 2 11.35 

433800 AI034361 Hs.135150 lung type-f cell membrane-associated gry 11-24 

„ 440207 AI371978 Hs.128326 ESTs 11.12 

70 407276 AI951118 Hs.326736 Homo sapiens breast cancer antigen NY-BR 11.10 

450142 AW207469 Hs.24485 chondroilin sulfate proteoglycan 6 (bama 11.05 

449576 AW014631 Hs.225068 ESTs 10.95 

414251 AL042306 Hs.97689 VASA protein 10.95 

„ 422956 BE545072 Hs.1 22579 ECT2 protein (Epithelial ceil transformi 10.90 

75 436812 AW298067 gb:UI-H-BYvUajp-fr09-O-Ul.s1 NCLCGAFLSu 10.85 

427521 AW973352 ESTs 10.81 

408728 AL137379 Hs.47125 hypothetical protein FU 1391 2 10.80 

442832 AW206560 Hs.253569 ESTs 10.62 

436899 AA764852 ESTs 10.60 

80 428949 AA442153 Hs.104744 hypothetical protein DKF2p434J06 17 10.55 

409731 AA125985 Hs.56145 Ihymosin, beta, identified in neuroblast 10.45 

435206 A1432364 Hs.160594 ESTs 10.15 

433975 AA971953 Hs.122055 ESTs 10.10 
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446791 AI632278 Hs.195922 ESTs 10.05 

422232 043945 Hs.1 13274 transcription factor EC 10.00 

420047 AI478658 Hs.94631 brefeldin A-tnhibited guanine nucleotide 9.71 

_ 434334 AA912476 Hs.116750 Homo sapiens cDNA FU1 3221 lis, clone NT 9.50 

5 423673 BE003054 Hs.1695 matrix metalloproteinase 12 {macrophage 9.44 

438188 AA779975 Hs.128859 ESTs 9.30 

418973 AA233056 Hs.191518 ESTs 9.25 

413627 BE182082 Hs.246973 intron of Bicaudal 0 homolog 1 9.25 

422689 AW8566S5 gb:RC3^CT0297-290100-013^03CT0297Homo 9.15 

10 436608 AA628980 Hs.192371 down syndrome critica! region protein DS 9.11 

434699 AA643687 Hs.149425 Homo sapiens cDNA FU1 1 980 fts, done HE 9.0B 

426518 Z43039 Hs.170198 KIAA0009 gene product 9.05 

440968 N36327 gb:yx82bQ6.r1 Soares melanocyte 2NbHM Ho 9.05 

440952 AI291804 Hs.118101 ESTs 9.05 

15 427469 AA403084 Hs.269347 ESTs. Weakly similar to 2109260A B ceD 9.05 

442618 R56222 Hs.26514 ESTs 8.96 

419423 D26488 Hs.9031S KIAA0007 protein 8.95 

428153 AW513143 Hs.98367 SRY (sex determining region Y)-box 17 (S 8.80 

_ 439979 AW600291 Hs.6823 hypothetical protein FU 10430 8.76 

20 444971 AI651116 Hs.1 48659 ESTs 8.75 

436513 AJ278110 Hs.125507 DEAWwx protein 8.60 

427486 AA974433 fibroblast growth factor 4 (heparin seer 8.59 

415857 AA866115 Hs.127797 Homo sapiens cDNA FU1 1381 fis, done HE 8.58 

428847 AI954833 Hs.98881 ESTs 8.57 

25 408465 AW196940 Hs.253277 ESTs B.54 

443523 AK001575 Hs.9536 hypothetical protein FU 1071 3 8.53 

440527 AV657117 Hs.184164 ESTs, Moderately similar to S65657 alpha &50 

439570 T79925 Hs.269165 ESTs, WeaWy similar to ALU1 .HUMAN ALU S 8.50 

450480 X82125 Hs.25040 zinc finger protein 239 8.50 

30 425266 J00077 Hs.155421 atoha-fetoproteln 8.50 

453884 AA355925 Hs.36232 K1AA01 86 gene product 8.42 

413318 AU076607 Hs.75285 inter-alpha (globulin) inhibitor. H2 pot 8.35 

430835 AI240006 Hs.192326 ESTs 8.33 

416859 H43437 Hs.80305 hypothefical protein MGC1 4258 a30 

35 423905 AW579960 Hs.135150 lung type-l cell membrane-associated gly 8.26 

407340 AA810168 Hs^84289 vltnigc-associated protein VlT-1 8.25 

449260 AA741180 Hs.29879 ESTs 8.25 

430255 AK000703 Hs.323822 Homo sapiens mRNA for KIAA1551 protein, 8.18 

448844 AI581519 Hs.177164 FGENESH predicted novel cell surface pr ai7 

40 431840 AA534908 Hs.2860 POU domain, dass 5, transcription facto 8.14 

428479 Y00272 Hs^34562 cell division cyde 2. G1 to S and G2 to 8.14 

426083 AW962712 Hs.126712 ESTs, Weakly similar to AF1 91 020 1 E2IG5 &03 

425572 AB011076 Hs.158307 uno1ffefentiatedembry()nic(»ntranscri 7.98 

. _ 410420 AA224053 Hs.172405 cdl division cyde 27 7.90 

45 453878 AW964440 Hs.19025 DC32 7.75 

430287 AW182459 Hs.125759 ESTs, Weakly similar to LEU5_HUMAN LEUKE 7.66 

453913 AW004683 Hs.78934 mutS (E. cofi) homotog 2 (colon cancer, 7.65 

421974 AA301270 gb:EST14192 Testis tumor Homo sapiens cD 7.65 

432840 AK001403 Hs.279521 hypothetical protein FU20530 7.65 

50 451950 AW292317 Hs.213307 ESTs 7.60 

412265 AA101325 Hs.86154 hypothetical protein FU 12457 7.59 

435514 AW592804 ESTs 7.55 

431041 AA490967 Hs.197955 KIAA0704 protein 7.55 

432415 T16971 H*289014 ESTs, Weakly similar to A43932 mucin 2 p 7.51 

55 418830 BE513731 Hs.88959 hypothetical protein MGC481 6 7.38 

409421 AA199883 Hs.67624 ESTs 7.35 

449433 AI672096 Hs.9012 ESTs, Weakly simflar to S26650 DNA-bindi 7.35 

45B570 AW971698 Hs.12627 TJ6 protein 7.30 

_ 441287 AW293132 Hs.131373 ESTs 7.30 

60 434609 R76593 gb:yi50c1 1 j1 Soares placenta Nb2HP Homo 7.25 

432239 X81334 Hs.2936 matrix metaQoprotemase 13 (collagenase 7.25 

441425 AA933590 Hs.28937 homeobox protein from AL590526 7.25 

446293 AI420213 Hs.149722 UM domain transcription factor UM-1 (h 7.21 

414136 AA812434 SMC2 (structural maintenance of chromoso 7.20 

65 409089 NM-014781 Hs.50421 K1AA0203 gene produrt 7.19 

422938 NMJ301809 Hs.1594 centromere protein A (17KD) 7.18 

441421 AA356792 Hs.334824 hypothetical protein FU 14825 7.15 

452226 AA024898 Hs.157103 ESTs 7.15 

435918 AF263538 Hs.86232 growth differentiation factor 3 7.14 

70 418661 NMJM1949 Hs.1189 E2F transcription factor 3 7.10 

435360 A1962796 Hs.156100 ESTs 7.10 

442950 A1500417 Hs.46764 ESTs 7.00 

415684 D59356 sorbitol dehydrogenase 7.00 

__ 448335 R53848 Hs.44976 ESTs 7.00 

/5 453183 AW086185 Hs.223856 ESTs 7.00 

444434 NM 004849 Hs.1 1171 APG5 (autophagy 5. S. cerevisiaeHike 6.95 

422665 AJ011812 Hs.1 19018 transcription factor NRF 6.95 

437421 AA917062 ESTs 6.95 

428916 AF0030Q1 Hs.1 94562 telomeric repeat binding factor {NIMA-in 6.94 

80 408045 AW138959 Hs.245123 ESTs 6.90 

448588 AI970276 Hs.156905 WAA1676 6.89 

433764 AW753676 Hs.39982 zinc finger protein R1NZF (NM-023929) 6.85 

439780 AL109688 gb:Homo sapiens mRNA fuil length Insert 6.85 
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449911 AI262106 Hs.12653 ESTs 6.85 

417791 AW965339 Hs.1 11471 ESTs 6.80 

424085 NM.002914 Hs.139226 replication factor C (acllvalor 1) 2 (40 6.75 

453160 AI263307 H2B Nstone family, member L 6.75 

5 453392 U23752 Hs.32964 SRY (sex determining region Y>-box 11 6.75 

425427 AI652662 Hs.157205 branched chain aminotransferase 1, cytos 6.73 

447254 NM_004153 Hs.17908 origin recogniljon complex, subimit 1 (y 6.70 

418379 AA218940 Hs.137516 fidgetin-like 1 6.70 

407366 AF026942 Hs.17518 gbiHomo sapiens cig33mRNA, partial sequ 6.70 

10 414618 AI204600 Hs.9697B hypothetical protein MGC1 0764 6.69 

417153 X57010 Hs.81343 coflagen, type H. alpha 1 (primary oste 6.66 

428743 AL080060 Hs.301549 Homo sapiens mRNA; cONA DKFZp564H172 (fr 6.65 

442717 R88362 Hs.1B0591 ESTs, WeaJdy simflar to T23976 hypotheO 6.65 

433247 AB040948 Hs.142856 K1AA1515 protein 6.65 

15 430647 AC003682 Hs.127988 ESTs. Weakly similar to 221 1_HUMAN ZINC 6.65 

417886 AA214584 ESTs 6.64 

432169 Y00971 Hs.2910 phosphoribosyl pyrophosphate synthetase 6.62 

412537 AL031778 nuclear transcription factor Y, aipha 6.61 

426614 AA411925 Hs.301960 ESTs 6.57 

20 457465 AW301344 Hs.122908 DNA replication factor 6.52 

430253 AK001514 Hs.236844 hypothetical protein FU 10652 6.50 

440801 M906366 ESTs a50 

453116 AI276680 Hs.146086 ESTs 6.50 

436909 AA907120 ESTs 6.50 

25 402199 Target Exon 6.50 

419556 U29615 Hs.91093 chilinase 1 (chHotriosidase) 6.46 

421285 NML000102 Hs.1363 cytochrome P450, subfamily XVII (steroid 6.41 

438494 AA908678 Hs.130183 ESTs 6.41 

418592 X99226 Hs^84153 Fanconi anemia, complementation group A &40 

30 408758 NM003686 Hs.47504 exonucleasel 6.40 

442671 AI005668 Hs.130673 EST 6.40 

432281 AK001239 Hs.274263 hypothetical protein FU1 0377 6.38 

413833 Z15005 Hs.75573 centromere protein E {3 1»D) 6.35 

424081 NM.006413 Hs.139120 ribonoclease P (30kD) 6.33 

35 441878 AIB01869 Hs.127982 ESTs 6.31 

429120 AK001673 Hs.196530 hypothetical protein FU1081 1 6.31 

418221 Z45514 Hs.83775 DiGeorge syndrome gene D 6.30 

410166 AK001376 Hs.59346 hypothetical protein FU 1051 4 6.30 

421650 AA781795 Hs.122587 ESTs 6.30 

40 453932 AW006303 Hs.329296 ESTs, WeaJdy similar to (defline not ava 6.28 

408291 AB023191 Hs.44131 KIAA0974 protein 6.26 

438180 AA808189 Hs.272151 ESTs 6.25 

412026 AA383618 Hs.73073 tesuVspedfic ankyrin mofif containing 6.25 

427510 Z47542 Hs.179312 smati nuclear RNA activaflng complex, po 6.20 

45 423642 AW452650 Hs.157148 hypothetical protein MGC1 3204 6.20 

416111 AA033813 Ks.79018 chromatin assembly factor 1, sub unit A ( 6.18 

407300 AA102616 Hs.120769 gbzn43e07.s1 Stratagene HeLa cefl s3 93 6.12 

426223 AW977812 Hs.130391 ESTs 6.10 

445038 AI635444 Hs.143917 dJ467N1 1.1 protein 6.10 

50 419197 N48921 Hs.27441 K1AA1 61 5 protein 6.09 

453775 NM.002916 Hs.35120 repiicaQon factor C (activator 1) 4 (37 6.05 

436902 AW247145 Hs.1 92729 ESTs 6.05 

42S228 A1553633 ESTs 5.99 

457065 AJ476318 Hs.192480 ESTs 5.90 

55 426572 AB037783 Hs.170623 hypothetical protein FU1 1183 5.90 

449132 BE045641 Hs.197573 ESTs 5.90 

432359 AA076049 Hs.274415 Homo sapiens cONA FU 10229 fts, done HE 5.B9 

423728 AW891294 Hs.1 32136 solute carrier family 4, sodium blcarbon 5.85 

„ 457289 AW573204 Hs.137078 ESTs 5.85 

60 433849 BE465884 Hs.280728 ESTs 5.85 

412642 BE244598 Hs.809 hepatocyte growth factor (hepapoietin A; 5.85 

438450 AI050866 Hs.65853 nodal, mouse, homotog 5.81 
428301 AW628666 Hs.98440 ESTs, Weakly similar to 138022 hypotheti 5.80 
re 408750 BE294069 Hs.93581 hypothetical protein FU 1051 2 5.77 
65 415947 U04045 Hs.78934 mutS (E. cofi) homolog 2 (colon cancer, 5.77 
408460 AA054726 Hs.285574 ESTs 5.75 
442461 AW062564 Hs^85833 Homo sapiens cDNA: FU221 35 lis, done H 5.75 
416747 AW876523 Hs.15929 hypothetical protein FU12910 5.75 
428249 AA130914 Hs.183291 zinc finger protein 268 5.74 
70 419635 NNL005033 Hs.91728 potymyositis/sderoderrna autoantigen 1 ( 5.72 
402145 Target Exon 5.71 

447178 AW594641 Hs.1 92417 ESTs 5.70 
458814 A1498957 Hs.170861 ESTs, WeaHy similar to Z195.HUMAN ZINC 5.65 
442980 AA857025 Hs.8878 kinesin-like 1 5.65 
75 419131 AA406293 Hs.109526 ESTs 5.60 
450254 NMJXM885 Hs.99231 neuropeptide G protein-coupled receptor; 5.60 
441627 AA947552 Hs.58086 branched chain aminotransferase 1, cytos 5.60 
440304 BE159984 Hs.125395 ESTs 5.60 
440553 AA889416 Hs.344043 Homo sapiens cDNA FU 14459 fis. done HE 5.58 
80 442333 A1650877 Hs.1 29302 ESTs 5.58 
453941 U39817 Hs.36820 Bloom syndrome 5.57 
415799 AA653718 Hs.225841 DKFZP434D1 93 protein 5.57 
413623 AA825721 Hs^46973 IntronofBicaudalDhomdog 1 5.55 
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15 
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427147 


AA398587 


Hs.97414 


ESTs 


5.55 


45 1050 


AW937420 




ESTs 


5.55 


4501 13 


A1683098 


Hs.200866 


ESTs, Moderately similar to ALU7_HUMAN A 


5.54 


418G78 


NMJW1327 


Hs.167379 


cancer/testis antigen (NY-ESO-1) 


5.54 


437B12 


AI582291 


Hs. 16846 


ESTs, Weakry similar to 04HU01 debrisoqu 


5.53 


431354 


BE046956 


Hs.251673 


ONA <cytos'me-5-}-melh ^transferase 3 be 


5.51 


449592 


AI655494 


Hs.195718 


ESTs 


5.50 


445517 


AF208855 


Hs.12830 


hypothetical protein 


5,50 


416658 


U03272 


Hs.79432 


fibrillin 2 (congenital contractural ara 


5.48 


430044 


AA464510 


Hs.152812 


ESTs 


5.47 


437036 


AI571514 


Hs.1 33022 


ESTs 


5.47 


423006 


U29700 


Hs.123014 


anG-MuIlerian hormone receptor, type II 


5.46 


409103 


AF251237 


Hs.1 12208 


XAGE-1 protein 


5.45 


420900 


AL045633 


Hs.44269 


ESTs 


5.45 


437257 


AI283085 


Hs.290931 


ESTs, Weakry similar to YFJ7.YEAST HYPOT 


5.45 


440738 


AI004650 


Hs.225674 


WD repeat domain 9 


5.45 


412723 


AA648459 


Hs.335951 


hypothetical protein AF301222 


5.45 


441122 


H56777 


Hs.1 21084 


eppin-3 


5.42 


414151 


AW976458 


Hs.257245 


ESTs 


5.40 


435663 


AI023707 


Hs.134273 


ESTs 


5.40 


448986 


H42169 


Hs.347310 


hypothetical protein FU 14627 


5.39 


433701 


AW445023 


Hs.15155 


ESTs 


5.39 


443486 


NMJXJ342B 


Hs.9450 


zinc finger protein 84 (HPF2) 


5.35 


440842 


AA907288 


Hs.1 301 73 


ESTs 


5.35 


432407 


AA221036 


Hs.13273 


gb:zr03f12.r1 Stratagene NT2 neuronal or 


5.34 


401837 






NM_025109:Homo sapiens hypothetical prot 


5.32 


423739 


AA398155 


Hs.97600 


ESTs 


5.31 


424315 


AW614850 


Hs.1 93384 


putatative 28 kDa protein 


5.31 


453900 


AW003582 


Hs.226414 


ESTs, Weakly similar b ALU8_HUMAN ALU S 


5.30 


415717 


AA1 67270 


Hs.130435 


ESTs 


5.30 


428329 


AA426091 


Hs.98453 


ESTs, Moderately similar to R27328 2 [H. 


5.26 


427119 


AW880562 


Hs.272525 


ESTs 


5.25 


4321 17 


AL036195 


Hs.2909 


protamine 1 


5.24 


446837 


AW273055 


Hs.1 56598 


ESTs 


5.23 


442007 


AA301116 


Hs.142838 


nucleolar phosphoprolein Nopp34 


5,21 


422797 


AB033064 


Hs.238463 


KIAA1 238 protein 


5.19 


446258 


AI283476 


Hs.263478 


ESTs 


5.18 


445577 


N40696 


Hs.1 37064 


cytoplasmic poryadenylation element bind 


5.17 


445413 


AA151342 


Hs.12677 


CGM47 protein 


5.17 


449670 


F07693 


Hs.85603 


Homo sapiens mRNA; cONA DKFZp434K21 72 (f 


5.16 


436211 


AK001581 


Hs.334828 


hypothetical protein FU10719; KIAA1794 


5.15 


429629 


BE501732 


Hs.30622 


Homo sapiens cDNA FU13010 fis, clone NT 


5.15 


424235 


NM_003181 


Hs.143507 


T brachyury (mouse) homolog 


5.15 


448038 


AW015073 


Hs.232026 


ESTs, Weakry similar to R052.HUMAN 52 KD 


5.15 


430272 


X04898 


Hs.237658 


apofipoprotein A-ll 


5.14 


422094 


AF129535 


Hs.272027 


F-box only protein 5 


5.13 


420424 


AB033036 


Hs37594 


K1AA1210 protein 


5.13 


447924 


A1817226 


Hs.313413 


ESTs, Weakly similar to T231 1 0 hypotherJ 


5.10 


422631 


BE218919 


Hs.1 18793 


hypothetical protein FU10688 


5.10 


453448 


AL036710 


Hs.209527 


ESTs 


5.10 


43B37B 


AW970529 


Hs.86434 


hypolhetica! protein FU21816 


5.06 


418235 


BE072634 




gb:PM4-BT0548-171299-001-h08 BT0548 Homo 


5.05 


427961 


AW293165 


Hs.1 43134 


ESTs 


5.05 


441553 


AA281219 


Hs.1 21296 


ESTs 


5,05 


429999 


AI761902 


Hs.99597 


ESTs 


5.04 


426496 


D31765 


Hs.170114 


WAA0C81 protein 


5,02 


410929 


H47233 


Hs.30643 


ESTs 


5.01 


448757 


A1366784 


Hs.48820 


TATA box rinding protein (TBPyassociate 


5.01 


457107 


AA418246 


Hs.185796 


ESTs, WeaWy similar to Z184_HUMAN ZINC 
Homo sapiens mRNA; cDNA DKFZp564B083 <fr 


5,00 


408332 


H91230 


Hs.234794 


5.00 


440138 


AB033023 


Hs.318127 


hypothetical protein FU10201 


5.00 


407568 


M74Q964 


Hs.62699 


ESTs 


5.00 


409798 


AA248587 


Hs.30237 


ESTs, Weakly simitar to ALUBJtUMAN til! 


5.00 


431215 


AA496078 


Hs.1 21554 


Human DNA sequence from done RP11-218C1 


5.00 


416350 


AF18B625 


Hs.1 89507 


phospholipase A2, group IID 


4.99 


452197 


AW023595 


Hs.232048 


ESTs 


4.98 


420333 


AJ 001383 


Hs.97084 


lymphocyte antigen 94 (mouse) homolog (a 


4.97 


403780 






C4001759:gj|133250lspjP19474|RO52„HUMAN 


4.97 


418378 


AW962081 




gb:EST374154 MAGE resequences, MAGG Homo 


4.95 


418894 


W73921 


Hs.50743 


ESTs 


4.95 


426623 


AA382826 


Hs.132793 


ESTs 


4.95 




t\i MAE 


Hs.203 


cbolecystokmin B receptor 


4.94 


414812 


X72755 


Hs.77367 


monokine Induced by gamma interferon 


4.94 


453716 


AA037675 


Hs.152675 


ESTs 


4.90 


402299 






Target Ex on 


4.90 


411945 


AL033527 


Hs.92137 


L-myc-2 protein (MYCL2) 


4.89 


414034 


U89277 


Hs.305985 


earty development regulator 1 (homolog o 


4.87 


409066 


AA062980 


Hs.66960 


ESTs 


4.85 


437496 


AA452378 


Hs.146668 


Homo sapiens mRNA; cON A DKFZp547J 1 25 (fr 


4.85 


416661 


AA634543 


Hs.79440 


IGF-llmRNA-blndlng protein 3 


4.85 


450375 


AA009647 




a disintegrin and metalloproteinase doma 


4.85 


416201 


AA467752 


Hs.195161 


ESTs 


4.85 


420348 


AL137385 


Hs.97140 


Homo sapiens mRNA; cONA DKFZp434M1 126 (f 


4.84 
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423198 


M81933 


Hs.1634 


424687 


J05070 


Hs.151738 


418971 


AA360392 


Hs.87113 


411571 


AA1 22393 


Hs.70811 


409517 


X90780 




424322 


AL157491 


Hs.145211 


443169 


AI038687 


Hs.133338 


438624 


AA889055 


Hs.123468 


442562 


BE379584 




412530 


AA76626B 


Hs.266273 


443715 


AI583187 


Hs.9700 


423123 


NM.012247 


Hs.124027 


451105 


AI761324 




444431 


AW513324 


Hs.42280 


440591 


AA431599 


Hs.132799 


424281 


AA766243 




447175 


AI365208 


Hs.293606 


408101 


AW968504 


Hs.123073 


430183 


BE010038 




416445 


AL043004 


Hs.79337 


429652 


AA766810 


Hs.259290 


426054 


U12431 


Hs.166109 


418618 


U66097 


Hs.86724 


445537 


AJ245671 


Hs.12844 


427298 


AA400495 




412863 


AA1 21673 


Hs.59757 


446700 


AW206257 


Hs.156326 


419839 


U24577 


Ks.93304 


446751 


AA766998 


Hs.79126 


432656 


NNL000246 


Hs.3076 


434283 


AW235341 


Hs.58715 


437915 


AI637993 


Hs.202312 


421830 


AA789269 


Hs. 122509 


440006 


AK000517 


Hs.6844 


450719 


AI096B37 


Hs^1349 


431721 


AB032996 


Ks.268044 


423175 


W27595 


Hs.347310 


453529 


AA036729 


Hs.335639 


416209 


AA236776 


Hs.79078 


444386 


BE065183 




428976 


AL037B24 


Hs.194695 


449510 


AI653154 


Hs.328147 


414725 


AA769791 




424153 


AA451737 


Hs.141498 


414466 


AA349211 


Hs.76205 


448966 


AW372914 


Hs.86149 


45B443 


AV647010 


Hs.27 


453289 


A1188161 


Hs.144627 


433641 


AF080229 




440196 


N72847 


Hs.125221 


452338 


AW60892O 


Hs.29159 


428855 


AM35901 


Hs.89563 


416734 


H81213 


Hs.14825 


442240 


AI791883 


Hs^92719 


421917 


AB028943 


Hs.109445 


420949 


AA934063 


Hs.13836 


449676 


AW380579 


Hs.209657 


4331 83 


AF231338 


Hs.222024 


439314 


AA382413 


Hs.178144 


425312 


AA354940 


Hs.145958 


427584 


BE410293 


Hs,179718 


430444 


AW296421 


Hs.1 21035 


416773 


AK000340 


Hs.79828 


421010 


AW974553 


Hs.267124 


418216 


AA662240 


Hs.283099 


450351 


BE547267 


Hs.59791 


454073 


AW206286 


Hs.116727 


417006 


AW673S06 


Hs.80758 


417576 


AA339449 


Hs.82285 


448877 


A1583696 


Hs.253313 


421379 


Y15221 


Hs.103982 


411630 


U42349 


Hs.71119 


430292 


AKO0O634 


Hs.238270 


427778 


AA412323 


Hs.105323 


41876B 
409268 


T39310 
AA625304 




442010 


AI032680 


Hs.132213 


452807 


AA028933 


Hs.162434 


401435 






447519 


U46258 


Hs.339665 


421307 


BE539976 


Hs.103305 


424590 


AW966399 


Hs.46821 


453909 


AW004045 


Hs.203365 



cell division cycle 25A 4.82 

matrix metaOoproteinase 9 (gelatinase B 4.81 

ESTs 4.80 

hypothetical protein FU 205 1 6 4.80 

troponin I, cardiac 4.80 

Homo sapiens mRNA; cDNA DKFZp434K1 1 1 1 (f 4.80 

ESTs 4.80 

ESTs 4.79 

dolichykjiphDsphootigosaccharide-protei 4.76 

hypothetical protein FU13346 4.76 

cyclin E1 4.76 

SELENOPHOSPHATE SYNTHETASE ; Human selen 4.75 

gbwi60b1 1j<1 NCLCGAP_Co16 Homo sapiens 4.71 

Homo sapiens, done MGC:9010, mRNA, comp 4.71 

hypothetical protein FU23451 4.71 

gb:oa13b11.s1 NCLCGAP.GCBI Homosapiens 4.70 

ESTs 4.70 

COC2-related protein kinase 7 4.69 

gb:PM3-BN0176-100400-001^04 BN0176 Homo 4.68 

KIAA0135 protein 4.66 

ESTs 4.65 

ELAV (embryonic lethal, abnormal vision, 4.65 

GTP cydohydrolase 1 (dopa-responsive dy 4.64 

EGF-like-dcmain, multiple 6 4.62 

ESTs 4.62 

zinc finger protein 281 4.62 

Human DNA sequence from done RP1 1-1 45L2 4.61 

phospholipase A2, group VII (ptatelet-ac 4.60 

Human DNA sequence from clone RP1 1*1 6L21 4.60 

MHC class II transactivator 4.60 

thiamine pyrophospholdnase 4.60 

Homo sapiens done N 1 1 NTera2D1 teratoca 4.60 

ESTs, Weakly similar to dJ 1018012.3 [Rs 4.59 

NALP2 protein; PYRIN-Containing APAF1-K 4.58 

ESTs, Weakly similar to RB8B.HUMAN RAS-R 4.58 

K1AA1 170 protein 4.55 

hypothetical protein FU14627 4.55 

ESTs 4.55 

MAD2 (mitotic arrest deficient, yeast, h 4.55 

gb:RC1-BT0314-020200-012-c04 BT0314 Homo 4.55 

ras homolog gene family, member I 4.55 

ESTs 4.55 

ring finger protein 21, Interfere rwespo 4.54 

MAGE-IB© 2 4.53 

cytochrome P450, subfamily X1A (choleste 4.52 

phosphokiositd 3^hosphate-binding prot 4.50 

glycine dehydrogenase (decarboxylating; 4.48 

ESTs 4.48 

gb:Human endogenous retrovirus K done 1 4.45 

ESTs 4.45 

zinc finger protBin 75 (D8C6) 4.45 

nuclear cap binding protein subunit 1 , 8 4.45 
ESTs, Weakly similar to KIM 1503 protein 4.45 
ESTs 4.45 
KIAA1020 protein 4.45 
ESTs, Weakly simitar to 138022 hypotheS 4.44 
ESTs 4.43 
transcription factor BMAL2 4.40 
ESTs 4.40 
ESTs 4.39 
v-myb avian myeloblastosis viral oncogen 4.39 
ESTs 4.35 
hypothetical protein FU20333 4.35 
ESTs, Weakly similar to ALU6_HUMAN ALU S 4.34 
AFl5q14 protein 4.32 
hypothetical protein MGC13183 4.32 
ESTs 4.30 
aspartyl-tRNA synthetase 4.30 
pTKJsphorilwsyigrycfli amide forrrryttransfer 4.30 
ESTs 4.28 
small indudble cytokine subfamily B (Cy 4.27 
Putative prostate cancer tumor suppresso 4.25 
hypothetical protein FU20627 4.25 
ESTs 4.25 
gb:ya04a09j2 Stratagene lung (937210) H 4.25 
ESTs 4.25 
ESTs 4.24 
ESTs 4.23 
C14000397*:gi|7499898|pir|[r33295 hypoth 4.23 
ESTs 4.21 
Homo sapiens mRNA; cDNA DKFZp434B0425 (f 4.21 
hypotheBcal protein FU20086 4.20 
ESTs 4.20 
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431126 AF0B5243 Hs.283619 zinc finger protein 236 4.20 

429628 H09604 Hs.13268 ESTs 4.20 

415989 A1267700 ESTs 4.20 

421373 AA808229 Hs.46677 ESTs 4.20 

5 433979 AA620999 gb:ag03aQ8.s1 Scares JesDs.NHT Homo sap 4.20 

408321 AW40S882 Hs.44205 cortistatin 4.19 

410193 AJ132592 Hs.59757 zinc finger protein 281 4.17 

430335 D80007 Hs,239499 KIAA01 85 protein 4.17 

408031 AA081395 Hs.42173 Homo sapiens cDNA FIJI 0366 fis, clone NT 4.16 

10 438885 AI886558 Hs.184987 ESTs 4.15 

451578 NM.016323 Hs.26663 cycTm-E binding protein 1 4.15 

432446 AA542845 Hs.294088 GAJ protein 4.13 

445076 AI206888 Hs.154131 ESTs 4.11 

420218 AW958037 ribosomal protein L4 4.10 

15 453628 AW243307 Hs.83937 hypothetical protein 4.10 

418459 R85436 Hs.268814 ESTs 4.10 

418866 T65754 gb:yc1 1c07.s1 Stratagene lung (937210) H 4.08 

440404 AI015881 Hs.324527 mitochondrial ribosomal protein S5 4.06 

426300 U15979 Hs.169228 della4ike homolog (Drosophlla) 4.06 

20 446223 BE300091 Hs.1 19699 hypothetical protein FU 12969 4.05 

429984 AL050102 Hs.227209 hypothelical protein FU21 61 7 4.05 

449687 W68520 intermediate filament protein syncoilin 4.05 

452109 AI525873 Hs.61164 hypothetical protein FU 14909 4.05 

401464 histonedeacetylaseS 4.05 

25 444670 H58373 Hs.332938 hypothetical protein MGC5370 4.05 

415884 H22966 Hs.13471 ESTs 4.05 

442066 BE502147 Hs.128418 ESTs 4.04 

402098 ENSP00000217725\-Larnininalpha-1 chain p 4.02 

404287 FGENESH predicted novel CUB-domain conta 4.01 

30 422756 AA441787 Hs.1 19689 glycoprotein hormones, alpha polypeptide 4.01 

449704 AK000733 Hs.23900 GTPase acfivafing protein , 4.00 

445685 AW779829 gb:hn88a05j(1 Na„CGAP_Wd11 Homosapien 4.00 

444379 N99035 Hs.30352 ESTs 4.00 

„ r 435373 AW665538 Hs.1 17689 ESTs 4.00 

35 424557 AA343057 Hs.1 64588 ESTs, Moderately similar to neuronal thr 4.00 

413646 BE155042 gb:PM0-HT0349-101299^02-E04 HT0349 Homo 4.00 

41B648 AW979223 Hs.292478 ESTs 4.00 

446074 AA079799 Hs.343103 hypothetical protein FU1 1896 4.00 

Arx 447353 AI375701 Hs.25884 ESTs 4.00 

40 410100 AA081636 Hs.271916 ESTs, WeaWy similar to S41044 chromosom 4.00 

428856 AA436735 Hs.183171 hypothetical protein FU22002 4.00 

445140 A1650599 Hs.197913 ESTs, WeaWy similar to SCP3 MOUSE SYNAP 4.00 

406367 NM_022357:Homo sapiens putative metatlop 3.99 

„ 437B34 AA769294 gb:nz36g03.s1 NCt_CGAP_GC81 Homo sapiens 3.99 

45 453985 N44545 Hs.251865 ESTs 3.98 

408446 AW450669 Hs.45068 hypothetical protein DKRp434 1 143 3.97 

408562 AI436323 Hs.31H1 roundabout (axon guidance receptor, Dros 3.97 

414713 BE465243 Hs.12664 ESTs 3.96 

426067 AW664691 Hs.97053 ESTs 3.96 

50 456497 AW967956 Hs.123648 ESTs, WeaWy similar to AF108460 1 ubinu 196 

454679 AW813110 gb:CI^T01894)51099421405ST0189Hotno 3.95 

451665 H43737 Hs.33186 ESTs, Weakly similar to unknown protein 3.95 

403137 Nr005381*:Homo sapiens nucleolin (NO), 3.95 

445730 A1624342 Hs.179082 ESTs 3.95 

55 451993 AA765776 Hs.122983 ESTs 3.95 

428819 AL135623 Hs.193914 KIAA0575 gene product 3.92 

433683 AI817723 Hs.22678 hypothetical protein FU21 832 3.91 

420812 AA715303 Hs.107369 ESTs 3.90 

„ 423806 AA331247 Hs.86617 ESTs 3.90 

60 437205 AL110232 Hs.279243 Homo sapiens mRNA; cDNA DKFZp564O2071 (f 3.90 

449211 AI922972 Hs.196073 ESTs 3.90 

409757 KH.001898 Hs.123114 cystatinSN 3.90 

436027 AI864053 Hs.39972 ESTs, Weakly similar to 138568 reverse t 3.89 

432512 NNL003284 Hs.3017 transition protein 1 {during histone to 3.89 

65 440840 AW629666 ESTs, Weakly simSar to S64054 hypotheli 3.88 

449099 A1629041 Hs.46908 ESTs 3.88 

408092 NM_007057 Hs.42650 ZWIOmteractor 3.85 

423909 AJ223183 Hs.135194 immunoglobulin superfamily, member 6 3.85 

437162 AW005505 Hs.5464 thyroid hormone receptor coactivaOng pr 3.84 

70 424381 AA285249 Hs.146329 protein kinase Chk2(CHEK2) 3.83 

433023 AW864793 thrombospondin 1 3.82 

452571 W31518 Hs.34665 ESTs 181 

421413 AI826128 Hs.55209 ESTs, Weakly similar to A49364 59 protei 3.80 

440953 AI683036 Hs.1 24135 Homo sapiens cDNA FU 13051 fis, clone NT 3.80 

75 420697 AA827705 Hs.26605 ESTs 3.80 

407275 AI364186 gb:qw34h07.xt NCI_CGAP_Ut4 Homo sapiens 3.80 

422789 AK001113 Hs.120842 hypothetical protein FU 10251 3.80 

411856 H67899 Hs.4190 Homo sapiens cOKA: FU23269 fis, done C 3.80 

nrt 449529 AI990559 Hs.232033 ESTs 3.80 

80 447444 AK000318 Hs.18616 hypothetical protein FU2031 1 3.78 

444656 AI277924 Hs.145199 ESTs 3.77 

448674 W31178 Hs.154140 ovary-specilic acidic protein 3.77 

415829 AW450198 Hs.163742 ESTs 3.76 
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436188 


AK001049 


Hs.48712 


hypothetical protein FU 20736 


3.75 


402178 






C19001938*:gi|6453B13|ref|NP_008926.2| b 


3.75 


418179 


X51630 


Hs.1145 


Wilms tumor 1 


3.75 


423545 


AP000692 


Hs.1 29781 


chromosome 21 open reading frame 5 


175 


429083 


AW363845 


Hs.322903 


ESTs, Weakly similar to A46010 X-llnked 


3.75 


437440 


AA846804 




ESTs 


3.75 


427366 


AA685108 


Hs.223806 


TATA box binding protein (TBP)-associate 


174 


438456 


AA913381 


Hs.20594 


ESTs 


3.73 


418821 


AA436002 


Hs.183161 


ESTs 


173 


41791B 


AA209205 


Hs.163754 


hypothetical protein FU 12606 


173 


415912 


K08859 


Hs.206469 


ESTs, Weakly similar to ALU6.HUMAN ALU S 


3.71 


423020 


AA383092 


Hs.1608 


replication protein A3 (14kD) 


170 


409928 


AU37163 


Hs.57549 


hypothetical protein (JJ47384 


170 


414206 


AW276887 


Hs.46609 


ESTs 


170 


427761 


AA412205 


Hs.140996 


ESTs 


169 


428728 


NM_016625 


Hs.191381 


hypothetical protein 


168 


452631 


AI188658 


Hs.87496 


ESTs 


168 


427719 


AI393122 


Hs.134726 


ESTs 


168 


431869 


AA521136 


Hs.190176 


ESTs 


167 


429830 


AI537278 


Hs.225841 


OKFZP4340193 protein 


167 


420297 


A1628272 


Hs.88323 


ESTs, Weakly simitar to AWLHUMAN ALU S 


166 


421972 


M18185 


Hs.1454 


gastric inhibitory polypeptide 


166 


403433 






NM_001622:Homo sapiens alpha-2-H$-glycop 


3.65 


456030 


AA136106 


Hs.184852 


KIAA1553 protein 


165 


402408 






Nf^_030920*:Homo sapiens hypothetical pro 


3.65 


452387 


AI680772 


Hs.306094 


trinucleotide repeat containing 12 


165 


416608 


R11499 


Hs.189716 


ESTs 


165 


417553 


L09190 




trichohyalfri 


165 


408065 


AW954272 




gb:EST366342 MAGE resequences, MAGC Homo 


165 


431077 


AI669133 


Hs.1 15660 


hypothetical protein FU 12810 


164 


452461 


N78223 


Hs. 1081 06 


transcription factor 


160 


437660 


W31708 


Hs.55304 


ESTs 


160 


420552 


AK000492 


Hs.98806 


hypothetical protein 


160 


419925 


AWS00992 


Hs.93796 


DKFZP586D2223 protein 


159 


420161 


Al 633069 


Hs.120817 


ESTs 


159 


414747 


U30872 


Hs.77204 


centromere protein F (35O/40OkD, mitosin 


3.59 


449571 


AW016812 


Hs.200266 


ESTs 


156 


424727 


AW590378 


Hs.152S19 


hypothetical protein FU20674 


155 


441820 


AA969119 


Hs.143502 


ESTs, Weakly similar to envelope protein 


155 


423685 


BE350494 


Hs.49753 


uveal autoantigen with coiled coB domai 


155 


427532 


AA442152 


Hs.104744 


hypothetical protein DKFZp434J0617 


3.55 


437700 


AA766060 


Hs.301209 


myeloid/lymphoid or mixed -fineage leukem 


3.55 


438176 


AW138970 


Hs.122113 


ESTs 


155 


453062 


AW207538 


Hs.61603 


K1AA1677 


3.55 


447064 


AB002350 


Hs.17262 


K1AA0352 gene product 


3.55 


430056 


X9754B 


Hs.228059 


KRAB-associatsd protein 1 


3.54 


418049 


AA211467 




Homo sapiens, Similar to nuclear Ixafiz 


154 


434288 


AW189075 


Hs.116265 


fibrilBn3 


3.54 


439176 


AJ446444 


Hs.190394 


ESTs, Weakly similar to B28096 line-1 pr 


152 


421350 


AW301608 


Hs.278188 


ESTs, Moderately similar to 154374 gene 


3.52 


413943 


AW294416 


Hs.144687 


Homo sapiens cDNA FU 12981 fis, clone NT 


152 


412123 


BE251328 


Hs.73291 


hypothetical protein FU1 0881 


151 


430968 


AW972830 




gb:EST384925 MAGE resequences, MAGL Homo 


3.50 


449467 


AW205OO6 


Hs.197042 


ESTs 


150 


405935 
429782 






Target Exon 


150 


NM.005754 


Hs.220689 


Ras-GTPase-acfivating protein SH3-domain 


3.50 


411027 


AF072099 


Hs.67846 


leukocyte [rnrminoglobuIMkB receptor, 


150 


412140 


AA219691 


Hs.73625 


RAB6 interacting, kinesirvfike (rabkJnes 


149 


429183 


AB014604 


Hs.197955 


KJAAQ704 protein 


149 


428878 


AA436884 


Hs.48926 


ESTs 


3.49 


418203 


X54942 


Hs.83758 


CDC28 protein kinase 2 


3.49 


435068 


H16262 


Hs.31415 


ESTs 


3.48 


442573 


H93366 


Ks.7567 


branched chain aminotransferase 1, cytos 


148 


451065 


AW295132 


Hs.222231 


ESTs, Weakly similar to granule cell mar 


3.48 


419741 


NM.007019 


Hs.93002 


ubiquitin carrier protein E2-C 


3.48 


406542 






C1 9000728*:gtI12585552|sp|Q9Y2Q1 |Z257_HU 


3.47 


422406 


AF025441 


Hs.1 16206 


Opa-interacting protein 5 


146 


402099 






ENSP0000O217725*:Lamrnin alpha-1 chain p 


145 


418826 


AK000375 


Hs.83820 


HDCMC28P protein 


145 


424513 


BE385864 


Hs.149894 


mitochondrial translations! initiation f 


145 


427617 


D42063 


Hs.199179 


RAN binding protein 2 


145 


428361 


NMJJ15905 


Hs.1 83858 


transcripBonal intermediary factor 1 


3.45 


400268 






NM_003292:Homo sapiens translocated prom 


145 


443596 


AW026048 


Hs.134124 


ESTs 


3.45 


442875 


BE623003 


Hs.23625 


Homo sapiens clone TCCCTA00142 mRNA sequ 


145 


416031 


T30290 


Hs.107515 


ESTs, Weakly similar to T00329 hypothefi 


145 


435244 


N77221 


Hs.187824 


ESTs 


145 


423354 


AB011130 


Hs.127436 


calcium channel, voltage-dependent, atph 


3.45 


453785 


A1368236 


Hs.283732 


ESTs, Moderately similar to ALU1.HUMAN A 


3.45 


420686 


AI950339 


Hs.40782 


ESTs 


3.44 


429467 


NM_004477 


Hs.203772 


FSHD region gene 1 


3.43 


448769 


N66037 


Hs.38173 


ESTs 


143 


423453 


AW450737 


Hs.128791 


CGI-09 protein 


3.41 
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417705 


AWi349a<£ 


HS. 175220 


hypothetical protein FU 14541 


3.41 




AWBZ1 wi 


Hs.61418 


mfcrofibrillar-associated protein 1 


3.41 


A(\Ar\CQ 

4U4Qbo 






Target Exon 


3.40 


401644 






Target Exon 


3.40 


422364 


AF067800 


Hs.1 15515 


C-type (calcium dependent carbohydrate- 


3.40 


452907 


BE256966 


Hs.31652 


ESTs, Moderately similar to 154374 gene 


3.40 


4202B1 


A1623693 


Hs.323494 


Predicted cation efflux pump 


3.39 


452404 


AW450675 


Hs.212709 


ESTs 


3.39 


452256 


AK000933 


Hs.28661 


Homo sapiens cDNA FIJI 0071 fts, clone HE 


139 


420892 


AW975076 


Hs.1 72589 


nuclear phosphoprotein similar to S. cer 


3.39 


440606 


AI828751 




ESTs. Weakly similar to 138022 hypotheti 


3.38 


425474 


Z48054 


Hs.1 58084 


peroxisome receptor 1 


3.37 


429714 


BE561801 


Hs.2484 


T-cell leukemia/lymphoma 1A 


3.37 


446214 


AK001322 


Hs.1 4347 


hypothetical protein FU10460 


3.36 


434808 


AF155108 


Hs.256150 


Homo sapiens, Similar to RIKEN cDNA 2810 


3.36 


448789 


BE539108 


Hs.22051 


hypothetical protein MGC15548 


3.36 


421633 


AF121860 


Hs.1 06260 


sorting nexin 10 


3.36 


438192 


AI859055 


Hs.293807 


Homo sapiens AFG3L1 isoform 1 mRNA, part 


136 


436511 


AA721252 


Hs.291502 


ESTs 


3.35 


402680 






Target Exon 


3.35 


414598 


AI094221 


Hs.135150 


lung type-l cell membrane-associated gly 


3.35 


449477 


AI652602 


Hs.197043 


ESTs 


3.35 


413686 


AI469213 


Hs.71404 


ESTs 


3.35 


401091 






decay accelerating factor for complement 


3.35 


418295 


AW970043 


Hs.238039 


hypothetical protein FU11090 


3.35 


433220 


A1076192 


Hs.131933 


ESTs 


134 


453200 


AA033832 


Hs.212433 


ESTs 


3.33 


427239 


BE270447 




ubfquitin carrier protein 


133 


418355 


L42563 


Hs.1 165 


ATPase, H? transporting, nongastric, alp 


133 


421535 


AB002359 


Hs.105478 


plwsphorflwsyltormylglyclnarnicllne syntha 


3.31 


441243 


AI767056 


Hs,193002 


ESTs 


3.30 


440716 


AW105245 


Hs.146509 


ESTs 


3.30 


400587 






C 1 0000649*:gi|7296574|gb|AAF5 1 857. 1 J (AE 


3.30 


401148 






Target Exon 


3.30 


411752 


AW236047 


Hs.126497 


ESTs 


3.30 


433252 


AB040957 


Hs.1 51343 


KIAA1524 protein 


130 


434008 


AA740878 


Hs.1 12982 


ESTs 


130 


444665 


BE613126 


Hs.47783 


B aggressive lymphoma gene 


130 


458067 


AA393603 


Hs36752 


protein kinase anchoring protein GKAP42 


3.30 


410340 


AW182833 


Hs.112188 


hypothetical protein FU13149 


129 


452761 


BE244742 


Hs.30532 


CG1-77 protein 


129 


451418 


BE387790 


Hs.26369 


hypothetical protein FU20287 


129 


429323 


NM_001649 


Hs.2391 


apical protein, Xenopus laevis-like 


3.28 


432809 


AA565509 


Hs.131703 


ESTs 


3.27 


449426 


T92251 


Hs.198882 


ESTs 


3.27 


425174 


D87450 


Hs.154978 


WAA0261 protein 


125 


435159 


AA6S8879 


Hs.116649 


ESTs 


125 


446597 


AK001334 


Hs.15470 


putative ring zinc finger protein NY-REN 


125 


411554 


W22895 


Hs.112360 


promlnin {mouse)-Gke 1 


3.25 


447555 


A1391662 


Hs.160963 


Homo sapiens, clone MGG12318, mRNA, com 


3.25 


426931 


NNL003416 


Hs.2076 


zinc finger protein 7 (KOX 4, done HF.1 


3.25 


445093 


A1207197 




ESTs 


125 


410275 


U85658 


Hs.61796 


transcription factor AP-2 gamma (acBvat 


3.24 


424568 


AF005418 


Hs.150595 


cytochrome P450, subfamily XXVTA, polype 


3.24 


453293 


AA382267 


Hs.10653 


ESTs 


124 


421654 


AW163267 


Hs.106469 


suppressor of varl (Sxerevisiae) 3-Ske 


3.23 


430552 


AA176374 


Hs.243886 


nuclear autoantigenic sperm protein (his 


122 


411975 


AI916058 


Hs.144583 


ESTs 


122 


448140 


AF146761 


Hs.20450 


BCM-fike membrane protein precursor 


122 


403432 






NMJX)1622:Horno sapiens alpha-2-H&gtycop 


3.21 


436515 


AJ278111 


Hs.195292 


putative tumor antigen 


121 


456505 


AA504595 




ESTs 


121 


427668 


AA298760 


Hs.180191 


hypothetical protein FU14904 


3.21 


452794 


AI1 92444 


Hs.25892 


ESTs, Weakly similar to 137356 epithetia 


120 


427314 


AB033024 


Hs. 175475 


WAA1 198 protein 


120 


424051 


AL1 10203 


Hs.1 38411 


Homo sapiens mRNA; cDNA DKFZp586J1922 (f 


120 


452028 


AK001B59 


Hs.27595 


hypothetical protein FU21142 


120 


421002 


AF1 16030 


Hs.100932 


transcription factor 17 


120 


422225 


BE245652 


Hs.1 18281 


zinc finger protein 266 


120 


437549 


AA759149 


Hs.128757 


gb:ah70e0ls1 SoaresJesfis.NHT Homo sap 


120 


418524 


AA300576 


Hs.85769 


acidic 82 kDa protein mRNA 


3.20 


427642 


R40761 


Hs.9834 


ESTs 


3.20 


442765 


BE567353 


Hs.99480 


ESTs 


3.20 


410048 


W76467 


Hs.343874 


proline oxidase homolog 


3.20 


412008 


NM.001841 


Hs.73037 


cannabinoid receptor 2 (macrophage) 


120 


423675 


A1990509 


Hs.131342 


small inducible cytokine subfamily A (Cy 


120 


453895 


AA039843 


Hs.61948 


Homo sapiens, clone MGC16466, mRNA, com 


3.20 


424144 


AA454033 


Hs.41644 


AKAP-associated sperm protein 


119 


428612 


AA770001 




ESTs 


3.19 


422805 


AA436989 


Hs.121017 


H2A histone family, member A 


3.19 


444371 


BE540274 


Hs.239 


forkheadboxMI 


3.18 


427528 


AU077143 


Hs.179565 


minichromosome maintenance deficient (S. 


117 


451684 


AF216751 


Hs.26813 


CDA14 


3.17 
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452031 
451230 
416000 
444823 
446528 
430388 
447801 
424188 
436941 
400592 
437642 
450405 
414161 
440129 
438538 
441013 
450431 
423755 
434769 
449523 
410704 
412673 
420507 
423419 
428925 
426108 
439398 
449138 
441795 
456053 
403610 
421281 
429274 
438243 
424800 
429469 
416443 
421230 
427908 
414706 
441703 
445679 
434456 
433228 
419335 
415227 
421184 
438869 
422726 
429302 
416975 
433914 
411365 
435726 
426386 
420596 
427953 
433612 
421305 
448048 
434776 
414132 
430491 
433493 
452606 
453416 



AA741314 


Hs.865 


RAP1 A mpmhpr nf RAQ nnrrmpfin family 
nor 10, iiicniuci Q* noo oncuyciic lormiy 


1 17 
J.I 1 


BE546208 


Hs.26090 


hvnolhftfiral nmtpin Fl 170772 


3.16 


R82342 


Hs.79856 


F STs Weaklv similar to ^fiSfi^ afnha.1f- 


J.I0 


BE262989 


Hs. 12045 


pUldUVO JJIUlclll 


J, 10 


AU076640 


Hs 1S74^ 


(lUCJcUloJ pi OLE 111 1 ^l^UKUj 


i ie 
<J.lD 


AA356923 


Hs 540770 


nuctesr csp binding protein subunit 2, 2 


3.15 


H8B923 


Hs 270247 


Homo sanipns rDNA PI M 1Q77 fis Hona HP 


1 1C 

O.lO 


AW954552 


Hs.142634 


7inr > ffnnof nmlmn 

uittt luiytJJ piuicin 


•3.10 


AA860383 


Hs.292791 


ESTs 


^ 1C 






i dig ei txon 


3.15 


Al OTQmo, 




gu.norno sapiens mKNA tiai length insert 


3.15 


AI694913 


Hs 2796.17 


ESTs 


115 


/V\ IJD1UO 


Up 4RVIQO 
MS. ItWtiaZ 


KIAA1553 proton 


3.15 


AAfiACIHt) 
AAoODOlo 




ESTs, Weakly similar to S71886 Ste20-lik 


3.14 






bolS 


3.14 




Ks.126419 


ESTs 


3.14 


A I AM 

AWlJo/yY 


Hs.2oo041 


ESTs 


3.14 


MDUOf loO 


nS. 1 Ox! DbU 


nypotnetcai protein FU10312 


3.13 




ns. IJ*)£rO 


nomo sapiens cuna rUiZo/o ns, done NT 


3.13 


NM.000579 


Hs.54443 


eKe#n#%ltnn //** P mnKfl mmnU. C 

cnemoxine ^u-u moiiij receptor 5 


3.12 


bhU/b/54 




gb:CM 1-8T0601 -180200-1 2 1-b10BT0601 Homo 


3.12 


Al /WJQC7 


Hs.31845 


ESTs 


3.11 


Aruyowo 


Ue 00107 


A kinase, {PRKA) anchor protein 3 


3.11 




ns.zoooy 


ESTs 


3.11 


AW747474 


UU QRQRn 


CO IS 


3.11 




Ue ACCACQ 

HS. »bb4bo 


programmed cell death 5 


3.10 


AA*?R/19K7 




ESTs 


3.10 




Ue 1QCRQ1 


ESTs 


3.10 


N58115 


He 91 1 17 


auuz4 proiem 


3.10 


S57498 


Hs 7fi7*>7 


cfiaouieiiii receptor type n 


3.10 


Mi^yy ioy 


Ue 17R17 
MS. 1/01 f 


ujuuii3xgi|/494oJ4|pir][i loouo nypotnet 


3.10 


ESTs 


3.10 


AI379772 




COlS 


3.10 


AI581311 




CO IS 


3.10 




Hs mtTni 
ns. 1 0 mm 


mjfou larniiy inniDitor 


3.09 


MR4 ( 90 


Hs.27 


glycine dehydrogenase (decarboxytating; 


3.08 


N69459 


Hs 1 04 pot; 


CO IS 


3.08 


AW958439 


Hs 105S33 

l W. IUvKKW 


ESTs 


3.07 


AA864330 


Ue IfiRROrt 


CO 15 


3.07 


AW340125 


H5.769BS 


\(] AAHAQ7 nana nrvvtnrl 

f\lnMUU3f gens pruouci 


3.06 




Hs 1Q7RA3 


leucine zipper protein FKSG14 


3.06 




He VMrKQ 


nypoineiicai protein rUiZHoo 


3.06 




Up 1 icon 


ESTs 


3.05 


F28212 


Hs 14Q<v% 


lflAA1>IQ1 rwnlnm 


3.05 


AWQRfllifi 
r\VV30U InO 


Uc 9flA1 17 

ns.iO** lor 


riypouieucai protein ru uooo 


3.05 




Hs.72402 


ESTs 


3.05 






survival of motor neuron protein in ferae 


3.05 


AP07RflnQ 

Mrv» 3UU9 




go.nomo sapiens run tengtn insert cDNA 


3.05 


U11690 


MS. I0f £. 


tactogenital dysplasia (Aarskog-Scott S Y 


3.04 


Al m7fifi74 


Ue i OQQQQ 

ns. lyooyy 


eukayotic translation initiation factor 


3.04 




Hs.1051 


granzyme B (granzyme 2, cytotoxic T-lymp 


104 


AT IUD I JO 


Ue 1191Cft 
nS.ll/ IOU 


Homo sapiens DNA heucase nomolog (PIF1) 


104 


M7fiXT7 
M/W/Y 


HS.2890B2 


GM2 gangHoside activator protein 


104 


OCCCC7O7 
DCSMOf Of 


Ue 11Q170 


ESTs 


3.03 


AA748850 


Hs.1 25830 


bladder cancpr ovprRmnpsspd nmtaln 


O.UJ 


NM_002692 


Hs.99185 


polymerase (DNA directed), epston 2 


102 


AA417944 


Hs.44331 


ESTs 


3.01 


AF078164 


Hs.61188 


Homo sapiens Ku70-binding protein (KU83) 


3.01 


8E397354 


Hs.324830 


diptheria toxin resistance protein requi 


100 


BE281291 


Hs.170408 


ESTs. Moderately similar to A475B2 B-cet 


3.00 


AA548988 




gb:ns41f1l5l Na_C6AP_6CB1 Homo sapiens 


100 


AI801235 


Hs.48480 


ESTs 


100 


AL109791 


Hs.241559 


Homo sapiens mRNAfiil length insert cON 


100 


AA594915 


Hs.155087 


ESTs 


100 


N45202 


Hs.90012 


hypothetical protein RJ 23441 


3.00 


NMJJ03037 


Hs.32970 


signafing lymphocytic activation molecul 


3.00 
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Pkey: Unique Eos probeset Identifier number 
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Accession: Genbank accession numbers 



Pkey 


CAT Number 


432666 


144_7 


423458 


30480.1 


430676 


60836.2 


422828 


227063J 


418477 


4172J 


443068 


18695.17 


436812 


659779.1 



Accession 

AA558585 AA565499 AI360576 AW204069 AA991 648 AA864939 

BC018070 BG702493 AI204212 AA460929 AA993606 BF926635 AA226938 BG190705 BG1B6496 AW291865 BG183340 BG195301 BG214539 
BG21 5094 BG198867 BG196332 BG208220 BG212418 

BG433950BE061583 T05808 BE144813AW812038BE144812AW812040 AW812041 AU 124350 BE081602 BE061604 BF922595 BE061603 
A1352469BE061601 BI062752AW818206BF887722 

8E671981 BE503379 At655440AI337054 AI2B8920AJ242370AI825182AA758081 BF855141 BF091068 

BC022538 AI990847 BF478249 BG217996 BG212702 BG182057 AW589883 BF000085 AA993969 BG479023 BG220014 BG679466 BE907092 
AI623855 AA223956 AA223917 AW022983 AW090580 AW573219 BF51 4491 BF445397 AA884705 AI91M24 
AV752763 AI032142 N30308 N221 B1 H95390 AW675632 
AW978773 AW298067 AA810101 AW1 94180 AA731645 AI690673 
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436899 
422689 
440968 

427486 
421974 
435514 
434609 
414136 



415684 
437421 
439780 
453160 



417886 
412537 



440801 
436909 
429228 



418235 
418378 
450375 

409517 



1000797J 
874209 1 
518029J 

6841 59 J 

864120J 

132288J 

14739.1 

30243J 



18695.18 
978554 1 
49082.1 
6028.5 



1031334.1 
14066.1 



2635916J 
596835J 
215430.1 



886897.1 
1227421.1 
16559.3 

4537.1 



427521 513212.1 AW973352BF222929AW016853BF059130AI651829 BE551767 AA558414 A1339359 BF059601 AI961 162 AI341422 AI206248 AI206165 
AA548736 AA768578 AI539081 AW025957 AA736837 N79575 AW594357 AA480892 
AA764852AA736937 
AW954733 AA315006 AW856655 

A1964001 AI634418 AW236545 AI824660 BF223710 AW1 39686 Al 67 2051 AI655566 AW025712 N36327 BF222876 N34083 AA911045 N40303 
AW835451 

BF51071 5 BE673055 BE4641 1 1 AW590620 AI637939 AA404324 AW236441 AI650952 BF056796 AA974433 
AA301270 AA301379 AA301366 
AA683356 AW592804 AI150287 
AF147390R76593 R76594 

AJ420453 AL526740 AW968449 AA4591 40 AA843893 AI56651 6 AW971760 AA430089 AI75321 6 AA854268 AA743075 AI864957 M458920 
A1566634 AA211796 BG615512 BE169275 BF983253 BF969462 AA766261 A1769894AA 135633 AI83 1542 N63376 AA214392 AIM 54486 
AW605017 AW450072 AA446459 BE881875 AI061423 AA598549 AW439151 AA426273 Z40087 AA812434 AA135965 H04812 
BF666746 D59356 B6678312 N56640 AA166861 
AA917062 AA757369 AW59221 8 
AL109688 R23665 R26578 

BC00961 2 NM.003526 BI597616 AV761592 AV760377 AL601008 BI604131 BE645918 BG187760 BG1 81525 BG210634 BG192999 AI263307 
AA3441 86 AW952966 AA033609 AA037562 AA7221 83 R79452 H70775 BF674991 BE769437 BG007B56 AA037483 AW572535 AI143991 
AA084581 AA033610 AV742510 AV735788 R08336 
AA2109B7 057294 AA214584AA207006 D56572 

AK025201 AA425472 A1694282 BG057305 AA907787 AI286170 A1684577 AJ420494 AI809865 BF058095 AI478773 AI160445 AL0441 14 
AW665529 AM29239 AW297152 AI268215 AI469807 AI969353 BE552356 N66509 AA736741 AA382555 AW075811 AV759188 BI259364 
BF445142 BG232065 AI141758 A1631202 AI167566 AI208445 AA889823 BF982682 N90322 BI090882 BF208005AW953918 AI044113 AJ016793 
AA382556 AW235763 AA927051 AI862075 BE886691 BE619282 
AA906366 AA938956 AI910938 

AW102570 AA9071 50 AA907120 AA7371 88 AI248890 AW977353 

BG676155 BM009591 AI479075 AI025794AI017967AA448270BE466812AA853422AI392649BG952034 AA513384BF840124 BE714620 
AW969605AJ553633 

451050 11847.4 BM453041 AA760783BE218582AI340046AW166131 BF515854 Al 630296 AA46 1307 AJ090881 AW023059 AA1 55797 AA1 15486 AL597396 
AW889004 AW937420 AA137082 AA013374 BG619478 BG401839 
BE072634 BE072653 AA830615 AA214736 AA331718 
AA218925 AW962081 AA354237 

BG570706 BG572749 AW606284 H04021 AA151 166 AW954405 AA131254 BG056461 W46291 H01532 H04384 H03231 AA852876 H04410 
H59605 BE1 57601 AA1 13758 

NM.000363 X54163 M64247 AI265781 AI760600 AI367238 BE140258 AW207185 AI657074 C03333 AI19391 1 C05024 C03193 AI950215 C05070 
C05613 W17389 C05351 AA31 1399 C04180 C04896 C05502 C05482 C04456 C04543 C04558 C04551 C031 14 C03103 AI369979 AI652255 
T1 2391 T12073 W19390 C02994 C02730 C04434 W07136 R57607 C03339 

AK056685 BG399272 AA1 87835 BF821903 AV660550 AV660556 AV660502 BG564397 BE379584 BF446961 AI653056 AW973709 A1653173 
BG054997 AI266043 BI054879 AI656750 AI492830 AW021 142 AI472184 AW170056 AI0B2443 A1167921 059940 BI492088 H74180 AW130886 
A1348677 AI278577 AA761 517 AI698203 AA1 15535 AI264790 AW205074 AA860452 AA554902 AI00071 5 D62102 BE544768 A1376090 D59939 
AW242249AA525421 R34211 R34328 BF248064 BF241 437 BF572759BF21 8832 
BI01 5205 Af761324 AW880937 AW880941 
AA338252AA338213 

AK055746 AA039909 BE183282 W60721 AA464867 AA398986 T67280 BF995651 AI675065 BG001051 BF764727 BF766707 BF764717 BF764852 
BF173139BE010038 

AA933717 BF061897 AW628327 AA641788 AA400495 
BE065183 AI144398 BE065367 BF377924 

NM.C58166 AF220030AL043B94AW974257 AA625445AU153502AI650537AW612116AI672377AW772451 BE892241 BE501 740 AA71 8935 
AI65{)276AI654206BE503226AI651327AW873562AW271269AVV271565AI873518AI207150A^ 

AW052076 AI470776 AA588100 AW235852 AA769791 AI701653 AK027664 AI984770 AU153469 BE222316 AA609539 BE220093 AA6091 12 
81054316 

AF080229 AF080232 U87593 U87592 U87591 U87590 AI636743 AI633818 AW206802 AI5B3718 AFO80231 AF080234 AF080233 AL535S94 
A181 8326 AF080230 S46404 A1970376 AA463992 AW665466 BF512210 U87595 U87589 BE550633 AI672574 BE467547 AI680833 AW614951 
N29986 N25695 H69001 U87596 BE673974 AI797496 AI701 526 AA703396 AW1 39734 H9227B N66048 BE219539 BE671 665 A162481 7 BE46661 1 
AI206344 AA574397 BF593413 BG231271 BF773517 U87594 BF062180 BE466420 AI887798 BF674385 AA204735 AW496808 AA204833 
AA2071 55 BI004756 AA206262 AI365204 H77608 AW59051 1 
T39328 739310 T39303 T39284 

BE893356 AA625304 AI765607 AI624898 R76060 AA069651 BG998885 R35783 BF086499 AA428755 AI245055 
BC013389 BC017398 AI023543 AA191424 A1267700 AI469633 AW958465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 
BG285837 AI720344 BF541715 AA355086 AA172236 
N5O454AA620999T16375 

AW95B037 R42557 AI337047 AA948360 AI638005 AA459950 AI624915 AI638047 AI467856 A1521826 AA860305 AI93231 5 AW003092 AW271756 
AW779380 AA609879 AI634791 AI493770 AI56521 1 241 145 AI6279S2 AA303734 BE349457 AW196765 AA256527 BE089727 
T65754AA229658AA229857 

AK056550 AK056356 AI928212 AI742073 AW300558 BG058755 AA058343 A1554842 AW207438 BF509981 8F444954 AW026234 AI620104 
AA973460AI370934N63066AM93129AW590888A!682952AI16^ 

A1370922 AI339579 AA486224 AA453524 AW771805 AI492842 H54679 AA961022 AW023555 H06192 AA910222 AI660021 A1032525 A1375480 
A1361860 AI032919 AA833599 BG057928 AA553913 AW235737 AA002124 AA913636 F04607 A1B67699 AA648100 BE091446 AA486378 
BE002022 H84627 BI059B37 BF917659 BF917100 BF917043 BF917104 BF91687B BG290981 AW954251 AA757126 H1 1545 AA353384 N48448 
AA379845 AA004943 AA379928 AA002123 BM4701 18 AL598847 AL598830 BG899239 R57470 BF9391 79 AI650642 AI758851 BF352505 W68422 
W35297 H11435 AA937499 AI783996 R12500 AI819557 N39093 Z41619 H22849 AA004942 R09436 R02403 T90942 T85823 
BG029683 A1248120 BI850480 AW779829 N22494 
BE155042 BE15504O BE154987 BE155012 

BG110129 AW749287 8E535498 AW749299 AW749293 AW749302 AW749298 AW749291 AW749294 AW749289 AW749288 AW749296 
AA769294 AW749297 AW749295 AW749292 BE002573 
AW8131 10 BF771370 BF771371 AW813113 AW003381 

BI862319 AA204955 BF240507 BG212143 AW205739 BI760647 BM129481 B1760482 AW300025 A1288591 AW236114 A1302B52 AI038548 
AI797207 AA534496 BG188194 AA921877 BG191846 BG182959 BE620243 BF217428 BC009514 BM463015 AL529077 BM051874 BG773269 
BM314351 BM314660AW629666AA316207AI623431 AA504153AA314700BG195449BG614101 
3970.8 BE999967 BF438599 AW864793 AI802899 BE815132 AW468888 AI672189 AIO52004 BF1 12024 AA772335 AW275054 AA573845 AM 44148 

AI968S83 AA846676 AA927355 H80424 AW973295 R88209 F29868 BE928871 
2497201.1 AA846804 AA757581 A1050950 A1092024 AA838807 



442562 39593.1 



451105 1145037J 

424281 892055.1 

430183 17316.1 

427298 115241 1 

444386 1490237.1 

414725 19377.1 



433641 



418768 
409268 
415989 

433979 
420218 

418866 
449687 



413645 
437834 

454679 
440840 



433023 
437440 



2293204.1 
109625.1 
10194J 

2076469.1 
191547J 

245947.1 
25369.2 



381678.1 
1525656 J 
294580.1 

174325.1 

LI 



626 



WO 03/042661 



PC17US02/36810 



408065 
418049 



40026B 



417553 258857.1 AL545411 AI096369 BF431 750 All 30946 W60065V\M663 AA25B580 W3279 W76156 W80662AW N30878 
AI769345 R71250 AI363766 R22777 R17009 R27985 R28243 
101881J BI603077 AW954272 BI598724 AI003154 AA059300 AA04691 1 BI669907 BI60O966 BI669987 

12052.4 AJ314647 NM 052888 BI494693 AA835065 AI634477 AI33B678 AI807696 BF477887 AI701 147 Z39187 R3B979 F02234 AA984711 81222234 

AV731417 R42406 H04996 T98498 R12489 R12577 R42405 
1237115.1 AW972830AA489820AA527647AA570362 

840.4 U69668 AA448366 X63105 BC016514 BE694436 AI655840 AW235355 BG427984 AA612862 AA448223 BM145813 BM194565 AI870824 BE973573 

BM148408 AA448232 AA454176 AA740959 AA884391 AA808545 AW070759 BM144223 N75518 BE542983 BE241942 AI124022 AA761687 
BF908518 BF907890 R1 1490 AL536642 BF109180 AA953881 AI783716 BE622908 AI621005 AW148784 AI690114 AW275000 AI765790 BF222859 
AW167268 AI990460 AW300443 AA779660 AI620568 BF115024 BE504703 AW628332 AI922851 BE006636 AU158376 AI168279 AA809916 
AI469757 AA830828 AA830388 N64324 AI049683 AA970275 BF477364 BG261 301 AA326388 AU1 50565 AU158374 AA687967 N5851 0 AI650450 
AL549572 BF349280 BF349269 BM463016 AW836798 AL12095B AW836891 AW385525 BE175733 BE175727 BE175723 BF092430 BI0B1782 
AU135358 BE175731 BE175754 BE175756 BE841747 BF798384 AU128251 BF095246 BG223262 AW847833 AL$36643 AW366516 AW391532 
BE934857 BF925057 AW438446 R86246 AW179270 BE087782 BI832144 
440606 10075J BC017350 BC021031 AI220219 A1828751 AW134498 BE 1 39642 AA894554 AI278594 AV747315 BE561749 BI085890 T80117 HS9682 N70904 
AV741999 H70098 

427239 20459.2 AL532360 BE794750 AA58290B AI01 5067 AW27 1034 B6271636 AW075177 AW071374 AI345565 AI307208 BE138953 BE049086 AI334881 
AW075006 AW075161 AA464019 AW302733 AW075100 AW073433 AI802854 A1334909 A1802853 AI345036 A1348921 AI340734 AI307478 
AI251 289 AW302327 AW072520 AI31 2145 AW073655 AW07251 3 AW0712B9 AI307559 AA8761 86 T29587 AI307493 AI25506B AI252868 AI252839 
AW074809 AI252926 AJ25216Q A1251 662 A1251262 AI61091 3 AI270787 AI2701 56 AI252075 AW073469 AW072901 AW072496 AW071420 
AI305762 AI254764 AI802837 AI251264 AW073049 AW071311 AI340643 BE1 38965 BE1 38502 AW073456 AI334733 AI054335 BE 139260 
AI0543O2 AI05406O AI054057 AI053722 AI28971 1 BE139228 AW470478 AW271039 AW302085 BE041872 AI254494 AI271496 A1252427 
BF71B773BF718645AW074866BE857822 

445093 175963.1 AI207197 BF773544 AW196462 

456505 15472.2 BC0 1 7965 AW969075AA279982AA504511 AI 21 9979 AA504595 AI245579AA278 181 BG485019B1049312 

428612 1383189J AA770001 AA431112AA432126 
437642 77594 J AL079309AA281819 
440129 26078B2J AI732997 AA977633 AA865818 

410704 1054673J AW877458 AW877524 BE076922 BE166912 AWB40534 BE076754 AW797829 BE166905 BE166926 AW877462 BE166927 BE166932 AW877523 
BE166917 AW877529 BE166928 BF351394 AW877522 AW877528 BE166861 BE166866 BE166913 BE156919 AW877456 AW877537 BE076866 
AW840571 

438243 2532601 J AI58131 1 AA781682 M781678 
438859 52134J AFO75O09 R63109 R63068 

434776 118129.1 AW974599 AA64B988 R98760 



TABLE 53C 

Pkey: Unique number corresponding to an Eos probes el 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham, et at" refers to the publication entitled The DNA sequence of 

human chromosome 22" Dunham, et a). (1999) Nature 40X489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
N Imposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposiBon 


406547 


7711513 


Minus 


172780-174358 


404996 


6007890 


Plus 


37999-38145,38652-38998,39727.39872,4055 


402199 


8576116 


Minus 


84187-84744 


402145 


8018280 


Plus 


113086-114800 


401837 


7630990 


Minus 


120993-121095,121660-121729 


403780 


8076989 


Plus 


93160-93409 


402299 


6693370 


Plus 


23387-25175 


401435 


8217934 


Minus 


54508-55233 


401464 


6682291 


Minus 


17068B-170834 


402098 


8117697 


Minus 


4418644330 


404287 


2326514 


Plus 


53134-53281 


406367 


9256126 


Minus 


58313-58489 


403137 


9211494 


Minus 


92349.92572,92958-93084,93579-93712,9394 


40217B 


8575912 


Plus 


391136-391711 


403433 


9719611 


Minus 


72225-72437 


402408 


9796239 


Minus 


110326-110491 


405935 


6758795 


Minus 


163112-163652 


406542 


7711499 


Plus 


117335-118473 


402099 


8117697 


Plus 


121553-121742,123265-123423 


404068 


3168621 


Minus 


18123-18766 


401644 


8576138 


Plus 


82655-83959 


402680 


8113438 


Plus 


137634-137768,139702-139893,140475-14059 


401091 


9958240 


Plus 


94760-94898 


400587 


9887626 


Plus 


25435-25588,25668-25747 


401148 


2547238 


Minus 


22521-23053 


403432 


9719611 


Minus 


68204-68392 


400592 


9887642 


Minus 


24642-24815 


403610 


8308266 


Pius 


157705-157860 



TABLE 54A: 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1 : Ratio of normal testi to normal adult tissues 

R2: Ratio of 'average" normal testi to "average' testicular cancer 

Pkey ExAccn UnigenelD Unigene Title R1 R2 
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/fMQ7Q 

4Uiyr9 






C17000767:gt|1 1990770Jemb|CAC19651.1J (A 


10.08 


43.3 


421825 


a a inoTrc 

AA298758 


Hs. 183747 


ESTs, Moderately similar to CALBJtUMAN C 


10.35 


36.8 


408493 


BE206854 


Hs.46039 


phosphogtycerate mutase 2 (muscle) 


5.74 


32.0 


441728 


AI797395 


Hs. 169797 


Homo sapiens BOULE (BOULE) mRNA. complet 


10.54 


24.5 


452215 


AKUUZlMJ 


Hs.28472 


hypothetical protein FU1 1 181 


4.86 


22.0 




R64730. 


Hs.l559oo 


DEAD/H (Asp-Giu-Ala-Asn/His) box polypep 


6.93 


19.8 


418677 


S83308 


Hs.87224 


SRY (sex determining region Y)-box 5 


4.94 


18.5 


449108 


AI140683 


Hs.98328 


hypothetical protein MGC13040 


7.94 


17.5 


420437 


AA992768 


Hs.97633 


A kinase (PRKA) anchor protein 4 


.16.75 


15.6 


436532 


AA724299 


Hs.304020 


ESTs. Weakly similar to CRTC J1UMAN CALRE 


6.51 


14.9 


418409 


AA219332 


Hs.1 20869 


ESTs, Weakry similar to R107_HUMAN H-REV 


4.96 


14.6 


406409 






Target Exon 


3.98 


14.3 


427060 


AW378993 


Hs.90286 


ESTs 


3.56 


14.2 


427310 


AI613480 


Hs.47152 


teklin3 


4.50 


14.0 


427166 


AA431576 


Hs.99154 


ESTs 


4.28 


135 


427178 


AA398866 


Hs.97542 


Homo sapiens tesils-development related 


10.19 


13.7 


410694 


AL1 37538 


Hs.65500 


Homo sapiens mRNA; cDNA DKFZp434N2019 (f 


5.76 


13.4 


424310 


AA338648 


Hs.50334 


testes development-related NYD-SP22 


5.24 


113 


427441 


AA412605 


Hs.343879 


SPANX family, member C 


10.45 


12.6 


43B057 


AW294544 


Hs.125785 


ESTs, Weakly similar to CORB MOUSE CORNI 


18.57 


12.3 


422183 


AA431698 


Hs.1 12794 


Human DNA sequence from clone 1068E13 on 


5.18 


12.3 


427293 


AA705799 


Hs.183714 


ESTs 


10.79 


12.1 


444963 


AI916973 


Hs.213603 


ESTs 


118 


12.1 


428608 


A1699329 


Hs.9916B 


ESTs, Weakly similar to AF132972 1 CG1-3 


15.40 


11.8 


45317B 


AA496086 


Hs.61648 


ESTs 


4.13 


11.8 


426618 


AA885360 




Target CAT 


7.53 


11.5 


401741 






Target Exon 


10.41 


11.5 


422086 


AW1 82930 


Hs.250182 


ESTs 


4.39 


10.7 


426604 


H53354 


Hs.97141 


ESTs, Weakly similar to hypothetical pro 


7.04 


10.6 


442373 


AI377758 


Hs.1 64799 


testes development-related NYD-SP17 


8.23 


10.3 


427455 


AF1 73081 


Hs. 178215 


Vertebrate LIN7 homoJog 1, Tax interact! 


3.03 


10,1 


437248 


AW449340 


Hs.93090 


ESTs 


9.06 


10.1 


426608 


AA444162 


Hs.99344 


hypothetical protein PRTD-NY3 


168 


10.0 


427297 


AW292593 


Hs.334907 


Homo sapiens, clone MGC: 17333, mRNA, com 


9.70 


9.8 


422358 


AL1 33030 


Hs.1 15429 


Homo sapiens mRNA for KIAA1666 protein, 


11.85 


9.7 


451610 


AW1 18604 


Hs.207126 


ESTs 


5.63 


9.7 


410630 


BE044562 


Hs.266847 


ESTs, Weakry similar to KIAA1 21 4 protein 


4.38 


9.5 


426677 


AW949656 


Hs.97165 


ESTs 


6.58 


9.3 


437558 


AI126471 


Hs.1 241 12 


ESTs, Moderately similar to HSJ2JWMAN D 


4.47 


9.2 


423088 


NM_006687 


Hs.1 23530 


acGn-Gke 7A 


15.07 


8.9 


426476 


NM_003296 


Hs-2042 


testis specific protein 1 (probe H4-1 p3 


18.55 


8.9 


421952 


AA300900 


Hs.98849 


dynein light chain 2B (DNLC2B) 


13.93 


8.8 


429877 


W37337 


Hs.1 03014 


ESTs 


6.97 


8.7 


413114 


AI825838 


Hs.75206 


protein phosphatase 3 (formerly 2B), cat 


178 


8.6 


412026 


AA383618 


Hs.73073 


tests-specific ankyrin motif containing 


22.03 


8.5 


411844 


AI807681 


Hs.144658 


ESTs. Weakly similar to T17257 hypothetj 


7.34 


8.3 


436866 


AA974253 


Hs.120319 


Homo sapiens autoimmune intertiGty-reia 


4.16 


8.2 


426599 


AW1 83574 




ESTs 


6.29 


8.1 


426683 


A1073430 


Hs.1 46775 


ESTs, Weakly similar to T30993 hypothetj 


10.69 


8.0 


426930 


AA393442 




ESTs 


5.06 


8.0 


427836 


AA416642 


Hs.116176 


ESTs 


4.79 


8.0 


407721 


Y12735 


Hs.38018 


dual-specificity tyrosine-{Y)-phosphoryi 


5.11 


7.9 


430822 


AJ005371 


Hs.248017 


gtyceraldehyde-3-phosphate dehydrogenase 


21.26 


7.6 


434150 


BE047007 


Hs.116116 


testis specific, 10 


4.85 


7.6 


422789 


AK001113 


Hs.1 20842 


hypothetical protein FU10251 
mitochondrial capsule selenoprotein 


10.29 


7.5 


422116 


H64205 


Hs.1 11850 


9.12 


7.5 


433724 


AI827749 


Hs.144924 


serine/threonine protein kinase SSTK 


22.24 


7.4 


410187 


AA860341 


Hs.104680 


ESTs 


103 


7.4 


419584 


AF053356 


Hs.283764 


F-box only protein 24 


6.43 


7.4 


456182 


Al 147996 


Hs.155833 


ESTs, Weakty similar to spliceosomal pro 


9.90 


7.3 


418665 


T19204 


Hs.195685 


ESTs 


7,14 


7.3 


426646 


AA382787 


Hs.122713 


ESTs 


7.03 


7.3 


420349 


NM_016611 


Hs.97174 


potassium inwardty-recfirying channel, s 


14.90 


7.3 


428624 


An 25222 


Hs.98712 


hypothetical protein DKFZp434H0311 


3.71 


7.1 


420710 


NM_OO7009 


Hs.99875 


zona peHuctda binding protein 


20.78 


7.1 


434317 


AI674095 




ESTs 


198 


7.1 


443432 


AI056863 


Hs.339871 


ESTs 


3.46 


7.0 


425709 


AA383076 


Hs.1 59274 


outer dense fibre of sperm tails 1 


23.21 


7.0 


426670 


AA383047 


Hs.310210 


ESTs 


a92 


7.0 


408613 


AW242086 


Hs.253967 


ESTs 


5.77 


6.8 


452235 


AL039743 


Hs.28514 


testes development-related NYf>SP21 


9.23 


6.7 


40410 J 




HS.ZOOOOO 


to is, Weaxly similar to A I HUB acln beta 


7.46 


6.7 


427294 


AA412594 


Hs.1 25902 


ESTs 


3.44 


6.7 


427262 


AA448509 


Hs.128652 


ESTs 


5.66 


6.5 


429851 


AA459835 


Hs.120573 


hypothetical protein OKFZp434K1172 


9.01 


6.5 


406378 






NNL021247*:Homo sapiens protamine 3 (PRM 


3.96 


6.4 


425865 


AA393491 


Hs.183740 


ESTs 


9.15 


6.4 


428665 


NM_017481 


Hs.1 89184 


ubiquilin 3 


11.07 


6.4 


439379 


AA835002 


Hs.1 25611 


ESTs 


5.06 


6.3 


427520 


BE487881 


Hs.97489 


ESTs. Weakty similar to B28096 line-1 pr 


9.29 


6.2 


458940 


BE149824 


Hs.132888 


K1AA1674 


3.11 


6.2 


426620 


AW450252 




ESTs 


1Z27 


6.2 


429516 


AI653299 


Hs.99354 


ESTs, Weakty simflar to hyperpolarizafjo 


9.15 


6.1 
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426736 


AA431615 


Hs.130722 


427843 


AC005622 


Hs.180943 


426639 


AI799059 


Hs.1 12807 


438637 


BE500941 


Hs.126730 


433795 


A1216683 


Hs.122599 


441232 


AJ 656050 


Hs.7086 


433943 


AA992B05 


Hs.44865 


426955 


AA393669 


Hs.238094 


428918 


AL036987 


Hs.2324 


427851 


AA846543 


Hs.98257 ' 


428208 


AA442327 


Hs.104854 


422207 


AI828862 


Hs.10964 


431153 


AW972342 


Hs.77823 


419350 


AC005328 




427107 


AA889586 


Hs.180346 


429461 


AJ186219 


Hs.99311 


432512 


NM_003284 


Hs.3017 


434451 


AW445179 


Hs.121438 


420348 


AL137385 


Hs.97140 


427214 


AA442240 


Hs.1 78213 


458658 


AI301117 


Hs. 122055 


457034 


AA398061 


Hs.296587 


423120 


AW160551 


Hs.1 24021 


438983 


AF085884 


Hs.20029 


426619 


AJ357194 


Hs.119284 


440822 


AI554897 




416205 


AA176396 


Hs.169624 


426712 


AW173177 


Hs.197755 


427840 


A1216654 


Hs.98251 


439314 


AA382413 


Hs.1 78144 
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A1125340 A1125684 AI377949 AI126470 AI21 8351 AW665355 AJ243952 AW663454 AI240603 AI1B7742 AA884214AA723933 
AA857437 AI968733 AI958938 AA992784 AA397520 AW235244 

BM479185 AL552795 AL577722 BF0388BB BM127617 BF510346 AW450652 AA865478 AW449519 BM127314 AI806539 AW449522 AA993634 
AI827626AA90478B 



TABLE 54 C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers. "Dunham, et aL" refers to the publication entitled "The DMA sequence of 

human chromosome 22* Dunham, et at (1999) Nature 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted . 
NLposilion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposilion 


401979 


2828778 


Minus 


75693-75851,76977-77112 


406409 


9256364 


Minus 


141101-141256 


401741 


2982169 


Plus 


196686-196823,200241-200381 


406378 


9256142 


Minus 


126408-126800 


405264 


7329374 


Plus 


28556-28684 


401692 


3540172 


Plus 


26365-26510 


403783 


8081824 


Plus 


128412-128635 


404271 


9828129 


Minus 


56392-57645 


401798 


6730720 


Plus 


22831-23448 


402B57 


9801539 


Ptus 


13402-14133 


405528 


9581957 


Minus 


2241B-22687 


403328 


8469085 


Minus 


120428-120703 


401712 


6682593 


Minus 


76410-76527,76692-76829,78737-78866,8024 



TABLE 55A: 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of non-seminomatous mixed germ cell testicular cancer compared to norma) adult testicular tissues 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


416680 


AW245540 


Hs.79516 


brain abundant, membrane attached signal 


48.80 


423961 


D13666 


Hs.136348 


periostin(OSF-2os) 


43.30 


412948 


BE243313 


Hs.334851 


UM and SH3 protein 1 


42.50 


428928 


BE409838 


Hs.194657 


cadherin 1 , type 1, E-cadherin {epilhefl 


36.80 


424247 


X14008 


Hs.234734 


lysozyme (renal amyloidosis) 


29.80 


414438 


AI879277 


Rs.76136 


thioredoxm 


29.40 


406658 


AI920965 


Hs.77961 


major histocompatibility complex, class 


29.25 


446899 


NM.005397 


Hs.16426 


podocalyxin-like 


28.70 


411573 


AB029000 


Hs.70823 


K1AA1 077 protein 


28.40 


432730 


AI066520 


Hs.131358 


ESTs 


28.00 


418870 


AF147204 


Hs.89414 


chemokine {C-X-C motif), receptor 4 (fus 


28.00 


444381 


BE387335 


Hs.283713 


ESTs, Weakly similar to S64054 hypotheti 


27.90 


446619 


AU076643 


Hs.313 


secreted phosphoprotein 1 (osteopontin, 


26.80 


447526 


AL048753 


Hs.303649 


small inducible cytokine A2 {monocyte ch 


25.00 


418174 


L20688 


Hs.83656 


Rho GDP dissociation Inhibitor (GDI) bet 


24.15 
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tuoooo 


n WO I Oo JO 


He 7Q7Q7 

ns.es f 3/ 




Al H01 \HA 


U. 7CDQJ 


AA(\AA{\ 
HHWhU 




nS./loo 


HI t US 




HS.Hl 


HI IH£0 




HS.H2124 


Amaa 


Uk54o2b7 


MS.337986 


4jyiou 


AI393742 


Hs. 199067 


413787 


AI352558 




408669 


AJ493591 


Hs.78146 


41263b 


Kilt AAi A 4} f* 

NM_004415 




414092 


214244 


Hs75752 


414567 


NM_004862 


Hs76507 


412915 


AW087727 


Hs74823 


406648 


AA563730 


Hs.277477 


412247 


AF022375 


HsJ3793 


446108 


AL036598 


Hs.42322 


424800 


AL035588 


Hs.153203 


413063 


AL035737 


HsJ5184 


415314 


N88802 


Hs.5422 


406656 


M16714 


Ks.89643 


426295 


AW367283 




406820 


AI223958 


Hs.108124 


444562 


AA1 86715 


Hs.336429 


417088 


M54915 


Hs.81170 


449338 


H73444 


Hs.394 


444784 


D12485 


Hs.11951 


414420- 


AA043424 


Hs76095 


425543 


R23313 


Hs. 334895 


452679 


Z42367 


Hs.83883 


420754 


W79431 


Hs.346911 


410397 


AF217517 


Hs.63042 


417640 


D30857 


Hs.82353 


415899 


X78992 


II YAAAn 

Hs.78909 


406786 


AW161678 


Hs.111334 


422105 


AI929700 


It— 4 4\ 4 f»AA 

Hs.1 11680 


422714 


ABO 18335 


Hs.1 19387 


444051 


N48373 


Hs.10247 


426996 


AW968934 


Hs.173108 


445863 


R12234 


Hs.1 3396 


429614 


AI371172 


Hs.211539 


410185 


BE294068 


HsJ37 


4(3038 


T97490 


Hs.50002 


410611 


AW954134 


Hs.20924 


448588 


AI970276 


Hs.1 56905 


421406 


AF179897 


Hs.1 04105 


420962 


NMJJ05904 


Hs.100602 


425234 


AW152225 


Hs.165909 


452322 


BE566343 


Hs.28988 


454413 


AI653672 


Hs.40092 


415221 


W07418 


HsJ8225 


425535 


AB007937 


Hs.158287 


450000 


AI952797 


Hs.1 0888 


418151 


AA864238 


Hs.83583 


414799 


AI752416 


Hs.77326 


412025 


AI827451 


Hs.24143 


445055 


8E512856 


Hs.109051 


412490 


AW803564 


Hs.288850 


408437 


AW957744 


Hs.278469 


430542 


AI557486 


Hs.1 19122 


424670 


W51215 


Ks.116651 


432409 


AA806538 


Hs.130732 


425945 


AW410669 


Hs.164280 


425996 


W67330 




449961 


AW265634 


Hs.133100 


435522 


N64214 


Hs.9774 


407179 


AA206465 




412623 


R28898 


Hs.74170 


429978 


AA249027 




450377 


AB033091 




418509 


AB028624 


Hs.85539 


A JAOM 

440869 


NM_014297 


HsJ486 


417144 




nS.Ol dor 


451106 


BE382701 


Hs.25960 


426552 


BE297660 


Hs.170328 


433423 


BE407127 


Hs.8997 


442622 


NM.000435 


Hs.8546 


407951 


W77762 


Hs.79015 


449944 


AF290512 


Hs.58215 


423673 


BE003054 


Hs.1695 


435056 


AW023337 


Hs.5422 


406743 


AA911568 


Hs.279860 


422627 


BE336857 


Hs.118787 


420676 


AI434780 


Hs.4248 



ribosomal protein L10 


23.66 


inniDitof oi UNA binding <J> oorrunani neg 


2160 


sema domain, Immunogtobufin domain (!g), 


23.60 


nuclear factor of kappa fight polypeptid 


22.35 


laminin, beta 1 


21.60 


Homo sapiens cDNA FIJI 0934 fis, done OV 


21.55 


v-err>b2 avian erythroblastic leukemia v 


21.50 


tyros ma 3-monooxygenase/tryptophan 5-mo 


21.50 


ptatelel/endothelial cell adhesion molec 


20.90 


desmoptakln (DPI, DPII) 


20.90 


cytochrome c oxidase subunit Vllb 


20.30 


LPS-induced TNF«alpha factor 


19.45 


NM_004541:Homo sapiens NADHdehydrogenas 


19.30 


major histocompafit^ity complex, class 


19.10 


vascular endothelial growth factor 


17.45 


A kinase (PRKA) anchor protein 2 


17.40 


MyoO family inhibitor 


17.20 


chitinase 3-Iike 1 (cartilage gtycoprote 


16.90 


glycoprotein M6B 


16.80 


major histocompatibility complex, class 


16.75 


zinc finger protein 6 (CMPX1) 


16.25 


ribosomal protein S4, X-linked 


16.00 


RIKEN cDNA 9130422N19 gene 


15.85 


pim-1 oncogene 


15.60 


adrenomedullin 


15.51 


ectonucleotide pyrophosphatase/phosphodi 


15.33 


immediate early response 3 


15.30 


ribosomal protein L10a 


15.10 


transmembrane, prostate androgen Induced 


15.00 


ribosomal protein 122 


14.92 


DKFZp564J157 protein 


14.86 


protein C receptor, endothelial (EPCR) 


14.70 


butyrate response factor 2 (EGF-response 


14.60 


ferritin, right polypeptide 


14.57 


endosulfine alpha 


14.57 


KIAA0792 gene product 


14.25 


activated leucocyte cell adhesion molecu 


14.05 


Homo sapiens cDNA: FU21897 fis, clone H 


14.00 


Homo sapiens done 25028 mRNA sequence 


14.00 


hypothetical protein MGC4248 


13.95 


immediate early protein 


13.85 


small indudble cytokine subfamily A (Cy 


13.60 


K1AA1628 protein 


13.60 


KIAA1676 


13.40 


Mets (mouse) homdog 2 


13.10 


MAD (mothers against decapentaplegic, Dr 


13.00 


ESTs, WeaWy simSar to 138022 hypotheti 


13.00 


glutaredoxin (thioltransferase) 


13.00 


PNAS-123 


12.90 


annexinAI 


1Z89 


KIAA046B gene product 


12.48 


hypothetical protein FU21709 


12.45 


actin related protein 2/3 complex, subun 


1Z40 


insulin-tike growth factor binding prole 


12.19 


Wiskott-Aldrich syndrome protein interac 


12.12 


SH3 domain binding glutamic acid-rich pr 


12.07 


Homo sapiens cDNA: FU22528 fo, done H 


11.90 


lacrimal proline rich protein 


11.80 


ribosomal protein L1 3a 


11.51 


epithelial V-like antigen 1 


11.50 


K1AA1575 protein 


11.50 


solute carrier family 25 (mitochondrial 


11.44 


hypothetical protein AL1 1 01 1 5 


11.40 


ESTs 


11.40 


synovial sarcoma translocation gene on c 


11.25 


thymosin, beta 4, X chromosome 


11.21 


metallothfonein 1E (functional) 


11.10 


ribosomal protein S6 


11.10 


KIAA1265 protein 


11.10 


ATP synthase, H transporting, mitochondr 


11.10 


protein expressed In thyroid 


11.00 


lectin, gaiaciosne-otnding, sorubte, 9 


11.00 


N-MYC oncogene 


10.93 


moesin 


10.91 


heat shock 70kO protein 1 A 


10.90 


Notch (Drosophila) homolog 3 


10.80 


antigen identified by monoclonal antibod 


10.80 


Homo sapiens, Similar to rhotekin, done 


10.75 


matrix metaltoproteinase 12 (macrophage 


10.70 


glycoprotein M6B 


10.70 


tumor protein, translaflonatry-controlle 


10.70 


transforming growth factor, beta-induced 


10.65 


vav 2 oncogene 


10.60 
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444060 


AA340277 




420028 


AB014680 


Hs.8786 


436075 


BE090176 


Hs.179902 


450139 


AK001838 




427691 


AW194426 


Hs.20726 


424201 


L33075 


Hs.1742 


448412 


AI2190B3 


Hs.42532 


440528 


BE313555 


Hs.7252 


423184 


NMJJ04428 


Hs.1624 


450847 


NM_003155 


Hs.25590 


417407 


AA923278 


Hs.290905 


436876 


AI124756 


Hs.5337 


421395 


D90084 


Hs.1023 


435918 


AF263538 


Hs.86232 


411251 


R19774 


Hs.22835 


406791 


AI220684 


Hs.347939 


441187 


AW195237 


Hs.7734 


425580 


L11144 


Hs.1907 


420225 


AW243046 


Hs.282076 


413813 


M96956 


Hs.75561 


434280 


BE005398 




417944 


AU077196 


Hs.82985 


409963 


AA1 33590 


Hs.250857 


428664 


AK001666 


Hs. 189095 


416926 


K03109 


Hs.263395 


456236 


AF045229 


Hs.82280 


428065 


AI634046 


Hs. 15731 3 


441455 


AJZ71671 


Hs.7854 


410325 


AB023154 


Hs.62264 


415189 


L34657 


Hs.78146 


454038 


X06374 


Hs.37040 


452568 


AA805634 


Hs.300870 


447211 


AL161961 


Hs.17767 


422068 


AIB07519 


Hs.1 04520 


418299 


AA279530 


Hs.63968 


421379 


Y15221 


Hs. 103982 


429490 


AI971131 


Hs.23889 


422241 


Y00062 


Hs.170121 


449335 


AW150717 


Hs.345728 


413886 


AW958264 


Hs. 103832 


447471 


AF039843 


Hs.18676 


426215 


AW963419 


Hs.155223 


446627 


AI973016 


Hs.15725 


431639 


AK000680 


Hs.266175 


433412 


AV653729 


Hs.8185 


410023 


AB017169 


Hs.57929 


445245 


AB032973 


Hs.12461 


448776 


BE302464 


Hs.30057 


453856 


AA804789 


Hs.1 9447 


410143 


AA188169 




414591 


AI888490 


Hs.55902 


433208 


AW002834 


Hs.24095 


423753 


Y11312 


Hs.132463 


432559 


AW452946 


Hs.257631 


450581 


AF081513 


Hs.25195 


450157 


AW961576 


Hs.60178 


444795 


AJ193356 


Hs.160316 


400288 


XD6256 


Hs.149609 


430253 


AK001514 


Hs.235844 


420059 


AF161486 


Hs.94769 


419970 


AW612022 




411975 


AI916058 


Hs.1 44583 


446525 


AW967069 


Hs.211556 


451831 


NMJJ01674 


Hs.460 


437103 


AW139408 


Hs.1 52940 


432636 


AA340B64 


Hs.278562 


424687 


J05070 


Hs.151738 


419682 


H13139 


Hs.92282 


407137 


T97307 




450147 


AW373713 


Hs.146324 


447188 


H65423 


Hs.1 7631 


449571 


AW016812 


Hs.200266 


429355 


AW973253 


Hs.292689 


446488 


AB037782 


Hs.15119 


414774 


X02419 


Hs.77274 


422424 


AI186431 


Hs.296638 


428818 


A1131291 


Hs.102308 


416078 


AL034349 


Hs.79005 


451812 


X81889 


Hs.152151 


410315 


AI538871 


Hs.17625 


452874 


AK001061 


Hs.30925 


422748 


NWL004484 


Hs.1 19651 


414020 


NM.002984 


Hs.75703 



Homo sapiens cDNA FU20167 frs. done CO 
carbohydrate (N-acetylglucosamtne-6-O) s 
transporter-Tike protein 
serum/gtucccorticoid regulated kinase 
ESTs 

IQ motif containing GTPase activating pr 
ESTs, Moderately similar to ALU8.HUMAN A 
KIAA1224 protein 
ephrin-A1 
stanniocatdn 1 

ESTs, Weakly similar to protease (H.sapi 
isocitrale dehydrogenase 2 (NADP), mitoc 
pyruvate dehydrogenase (ilpoamide) alpha 
growth differentiation factor 3 
HHGP protein 
hemoglobin, alpha 2 
hypothetical protein FU22174 
galanin 

Homo sapiens mRNA for KIAA1 650 protein, 
teratocarcmoma-derived growth factor 1 
gb:CM1-BN0116-150400-189-h02 BN0116 Homo 
collagen, type V, alpha 2 
calciurn/calrrioduIirKlependent protein kin 
similar to SALL1 (sal (DrosophilaHfce 
HT018 protein 

regulator of G-prolern signalling 10 
ESTs 

zinc/iron regulated transporter-like 
WAA0937 protein 

platelet/endothelial cell adhesion molec 
platelet-derived growth factor alpha pot 
Homo sapiens mRNA; cDNA DKFZp547M072 (fr 
KIAA1554 protein 

Homo sapiens cDNA FU13694 hs, clone PL 
integrin, beta 2 (antigen C0 18 (p95), ty 
small inducible cytokine subfamfly B (Cy 
ESTs, Weakly similar to ALU7..HUMAN ALU S 
protein tyrosine phosphatase, receptor t 
STAT induced STAT inhibitor 3 
similar to yeast Upf3, variant B 
sprouty (Drosophila) homotog 2 
stanntocatein 2 
hypothetical protein SBB148 
phosphoprotein associated with GEMs 
CGU4 protein; sulfide dehydrogenase li 
stit(DrosophBa)h()mo)og3 
LCHN protein 

MRS2 (S. cerevisiaeHike, magnesium horn 
PDZ-UM protein mysOque 
K1AA1191 protein 

ESTs, Weakly similar to ALU8JWMAN ALU S 
ESTs 

phosphoinosifide-3Jdnase, class 2, beta 
ESTs 

TGF-beta4 

ESTs 

ESTs 

integrin, alpha 5 (fibronectin receptor, 
hypothetical protein FU10652 
RAB23, member RAS oncogene family 
ESTs 
ESTs 

hypothetical protein MGC5487 
activafing transcription factor 3 
ESTs 
claudin7 

matrix metalloproteinase 9 (gelafinase B 
paired-like homeodomain transcription fa 
gb:ye53h05.s1 Soares fetal liver spleen 
CGM45 protein 

hypothetical protein DKFZp434E2135 

ESTs 

ESTs 

WAA1361 protein 
plasminogen activator, urokinase 
prostate differentiation factor 
potassium inwardly-rectifying channel, s 
protein tyrosine phosphatase, receptor t 
plakophiiin 4 

Homo sapiens cDNA: FU22524 fe, clone H 
hypothetical protein FU 10199 
glypican3 

smaD Inducible cytokine A4 (homologous 
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10.60 

10.50 

10.30 

10.30 

10.26 

10.15 

10.10 

10.06 

10.05 

9.90 

9.90 

9.90 

9.89 

9.89 

9.80 

9.75 

9.75 

9.60 

9.60 

9.60 

9.60 

9.53 

9.51 

9.42 

9.41 

9.40 

9.40 

9.39 

9.30 

9.30 

9.29 

9.24 

9.22 

9.20 

8.93 

8.90 

8.90 

8.90 

8.84 

8.80 

8.70 

8.70 

8.60 

8.60 

8.60 

8.50 

8.50 

8.40 

8.35 

8.35 

8.30 

8.30 

a25 

8.20 

aio 
aio 

8.10 
8.05 
8.00 
8.00 
8.00 
7.95 
7.90 
7.90 
7.90 
7.87 
7.84 
7.80 
7.80 
7.75 
7.70 
7.70 
7.70 
7.70 
7.69 
7.67 
7.65 
7.65 
7.65 
7.60 
7.60 
7.60 
7.57 
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447674 


BE270640 


Hs.19192 


426689 


BE245550 


Hs.171825 


444933 


NMJJ16245 


Hs.12150 


418329 


AW247430 


Hs.84152 


425246 


AI085561 


Hs.155321 


419223 


X60111 


Hs.1244 


406776 


T16206 


Hsi37164 


401466 






435080 


A1831760 


Hs.155111 


413686 


AI469213 


Hs.71404 


408605 


AF025374 


Hs.46465 


408558 


AW015759 


Hs.235709 


444838 


AV651680 


Hs.20855B 


409208 


Y00093 




427820 


BE222494 


Hs. 18091 9 


452924 


AW580939 


Hs.97199 


436398 


H87135 


Hs,5174 


443195 


BE148235 


Hs. 193063 


437442 


T85104 


Hs. 222779 


447735 


AA775268 


Hs.6127 


401192 






424503 


NM_002205 


Hs.149609 


402474 






449567 


AI990790 


Hs.188614 


448019 


AW947164 


Hs.195541 


450506 


NMJJ04460 


Hs.418 


430068 


AA4W964 




431427 


AK000401 


Hs.252748 


426440 


BE382756 


Hs.169902 


442492 


M528489 


Hs.234518 


417365 


D50683 


Hs.82028 


452436 


BE077546 


Hs.31447 


431183 


NM.006855 


Hs.250696 


435684 


NM.001290 


Hs.4980 


442685 


AB033017 


Hs.8594 


413542 


BE295928 


Hs,75424 


411789 


AF245505 


Hs.72157 


441565 


AW953575 


Hs. 303 125 


440268 


BE270030 


Hs.336959 


444207 


AI565004 




408912 


AB011064 


Hs.48924 


429500 


X78565 


Hs.289114 


429469 


M54590 


Hs.27 


438915 


AA280174 


Hs.285681 


430332 


R51790 


Hs.239483 


413497 


BE 177661 




433271 


BE621697 


Hs.14317 


443351 


AW016783 


Hs.30799 


406858 


A1865720 


Hs.29797 


435748 


AA699756 


Hs.1 17335 


423024 


AA593731 


Hs.325823 


422451 


AA3 10753 


Hs.42491 


424415 


NM.001975 


Hs.146580 


434584 


D57341 


Hs 188361 


442379 


NM 004613 


Hs.8265 


424528 


AW073971 


Hs.2389S4 


450294 


H42587 


Hs.238730 


417336 


R70429 


Hs.81988 


418707 


U97502 


Hs.87497 


402145 






414662 


AL036058 


Hs.76807 


436860 


H12751 


Hs.5327 


438962 


BE046594 




435937 


AA830893 


Hs.1 19769 


412645 


AW444433 


Hs.136061 


446173 


BE565849 


Hs.14158 


425875 


AU077333 


Hs.160483 


412093 


BE242691 


Hs.14947 


446921 


AB012113 


Hs.16530 


443523 


AK001575 


Hs.9536 


428311 


NM.005651 


Hs.1 83671 


447519 


U4625B 


Hs.339665 


445B17 


NM.003642 


Hs.13340 


434423 


NM_006769 


Hs.3844 


434524 


AA635931 


Hs.249716 


441970 


AW959918 


Hs.73737 


433675 


AW977653 


Hs.75319 


437374 


AL359571 


Hs.44054 


437134 


AA349944 


Hs.42915 


407284 


A1539227 


Hs.214039 


426158 


NM.001982 


Hs.199087 


447029 


AL137281 


Hs.17110 


417315 


AI080042 


Hs.180450 



cydin-dependenl kinase 2 

basic helix-loop-helix domain containing 
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synovial sarcoma, translocated to X chro 


4.51 


440774 


AI420611 


Hs.153934 


ESTs 


4.51 




422693 


BE300073 


Hs.279860 


tumor protein, translaOonally-controite 


4.51 




411125 


AA151647 


Hs.68877 


cytochrome b-245. alpha polypeptide 


4.51 




449267 


AI638640 


Hs.220624 


ESTs 


4.51 


30 


432606 


NM.002104 


Hs.3066 


granzyme K (serine protease, granzyme 3; 


4.50 


432706 


NMJJ13230 


Hs.286124 


C024 antigen (small ceD lung carcinoma 


4.50 




436823 


AW749865 


Hs.1 17077 


ESTs, Weakly similar to 138022 hypotheti 


4.50 




437469 


AW753112 


Hs.15514 


hypothetical protein MGC3260 


4.50 




413703 


BE158360 




gb:PM14fT0383-131299O01-h08 HT0383 Homo 


4.50 


35 


415526 


N76536 


Hs.265591 


ESTs, Weakly similar to ALU1JIUMAN ALU S 


4.50 


406623 


X69392 


Hs.91379 


ribosomal protein L26 


4.49 




456642 


AW451623 


Hs.109752 


putative c-Myc-responsive 


4.47 




406653 


AA574074 


Hs.77961 


major histocompatibility complex, class 


4.47 




408307 


AI761786 


Hs.204674 


ESTs 


4.46 


40 


428297 


AA238291 


Hs.183583 


serine (or cysteine) proteinase inhibito 


4.46 


447296 


AW243614 


Hs.18063 


Homo sapiens cDNA FU10768 fis. clone fir 


4.45 




416801 


X98B34 


Hs.79971 


sal (DrosophaaJ-tike 2 


4.45 




406870 


AA075144 




gb:zm86f06.s1 Stratagene ovarian cancer 


4.45 




446291 


BE397753 


Hs. 14523 


interferon, garnma-inditdbte protein 30 


4.44 


45 


416297 


AA157634 


Hs.79172 


solute carrier family 25 (mitochondrial 


4.44 


428773 


BE256238 


Hs.193163 


bridging integrator 1 


4.43 




427640 


AF058293 


Hs.180015 


D-dopachrome tau torn erase 


4.43 




437223 


C15105 


Hs.330716 


Homo sapiens cDNA FU14368 fc, done HE 


4.43 




412265 


AA101325 


Hs.86154 


hypothetical protein FU12457 


4.43 


50 


442232 


AI357813 


Hs.337460 


ESTs, Weakly similar to A47582 B-cefl gr 


4.42 


441612 
424868 


AIB02629 
A1568170 


Hs.113660 
Hs.96886 


Homo sapiens cDNA FU1 1 631 (is, done HE 
ESTs 


4.41 
4.41 




408380 


AF123050 


Hs.44532 


diubiquitin 


4.40 




411960 


R77776 


Hs.18103 


ESTs 


4.40 


55 


428782 


X12830 


Ks. 193400 


interteuktn 6 receptor 


4.40 


408360 


AI806090 


Hs.44344 


hypothetical protein FU20534 


4.40 




456629 


AW891965 




histone deacetylase 3 


4.40 




414416 


AW409985 


Hs.76084 


hypothetical protein MGC2721 


4.40 




422499 


A1268666 


Hs.19631 


ESTs, Weakly similar to 138022 hypotheti 


4.39 


60 


414219 


W20010 


Hs.75823 


All 1 -fused gene from chromosome 1q 


4.39 


427779 


AA906997 


Hs.180780 


TERA protein 


4.38 




422340 


AW296219 


Hs.1 15325 


RAB7, member RAS oncogene family-like 1 


4.37 




413276 


Z24725 


Hs.75260 


mitogen inducible 2 


4.36 




452651 


A1218918 


Hs.30209 


KIAA0854 protein 


4.35 


65 


453467 


AI535997 


Hs.30089 


ESTs 


4.35 


435961 


BE293127 


Hs.283722 


GTT1 protein 


4.35 




415691 


AW963979 


Hs.24723 


ESTs 


4.34 




435968 


AW161481 


Hs.111577 


integral membrane protein 3 


4.34 




420099 


D80011 


Hs.95140 


KlAA0189gene produd 


4.33 


70 


i 421522 


R48881 


Hs.102991 


hypothetical protein FU 13956 


4.33 


457073 


AA233210 


Hs.179943 


ribosomal protein L11 


4.31 




427337 


Z46223 


Hs.176663 


Fc fragment d tgG, low affinity lllb, r 


4.31 




420732 


AA789133 


Hs,63525 


ESTs 


4.30 




432731 


R31178 


Hs.287820 


fibronectin 1 


4.30 


75 


437275 


AW976035 


HsJ292396 


ESTs, Weakly similar to A47582 B-ceU gr 


4.30 


408784 


AW971350 


Hs.63385 


ESTs 


4.30 




441962 


AW972542 


Hs.289008 


Homo sapiens cDNA: FU21814 fis, done H 


4.30 




419926 


AW900992 


Hs.93796 


DKFZP586D2223 protein 


4.30 




429058 


AF138863 


Hs.35254 


hypothetical protein FLB6421 


4.30 


80 


434963 


AW974957 


Hs.288719 


Homo sapiens cDNA FU 12142 fis, clone MA 


4.30 


413677 


AW503116 


Hs.301819 


zinc finger protein 146 


4.29 




428970 


BE276891 


Hs.194691 


retinoic acid induced 3 


4.28 




408896 


AI610447 


Hs.48778 


nlban protein 


4.26 




433550 


AA989061 


Hs.177376 


ESTs 


4.26 
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406230 Target Exon 

435555 AW105663 Hs.6947 HSPC069 protein 

448717 R67419 Hs.21851 Homo sapiens cDNA FU 1 2900 fis. clone NT 

437386 W52452 ribosomal protein L10 

416759 AK000978 Hs.79741 hypothetical protein FU 1 01 1 6 

447341 AF106941 Hs.18142 arrestin. beta 2 

410423 AW402432 Hs.63489 protein tyrosine phosphatase, non-recept 

409453 AI885516 Hs.95612 ESTs 

428453 AB011110 Hs.184357 GTPase activating protein-like 

444681 AJ243937 Hs.288316 chromosome 6 open reading frame 9 

416072 AL1 10370 Hs.79000 growth associated protein 43 

450937 R49131 Hs.26267 ATP-dependant interferon response protei 

447595 AW379130 Hs.18953 phosphodiesterase 9A 

418452 8E379749 Hs.85201 CMype (calcium dependent carbohydrate- 

430594 AKO0079O Hs.246885 hypothetical protein FU20783 

425259 AL049280 Hs.155397 Homo sapiens mRNA; cONA DKFZp564K1 43 (fr 

431550 BE244135 Hs.260238 hypothetical protein FU 10842 

439403 BE265745 ESTs, Weakly similar to ALUC_HUMAN I!!! 

409245 AA361037 IRNA isopentenytpyrophosphate transferas 

437296 AA350994 Hs.20281 WAA1700 

406877 AA226392 Hs.179943 ribosomal protein L11 

419652 AL157485 Hs.91973 hypothetical protein 

406661 X66975 Hs.172550 potypyrimidine tract binding protein (he 

452432 AW206008 Hs.283378 Homo sapiens cDNA: FU21778 fis, clone H 

448782 AL050295 K1AA0758 protein 

407110 AA018042 Hs.252085 Prader-VVilB/Mgelmansyndrome-S 

422960 AW890487 cadherin 13, Jkadherin (heart) 

432841 M93425 Hs.62 protein tyrosine phosphatase, non-recept 

415857 AA866115 Hs.127797 Homo sapiens cDNAFUl 1381 fis, clone HE 

420298 A1199510 Hs.267912 ESTs, Weakly similar to ALU7 HUMAN ALU S 

419726 U50330 Hs.1274 bone morphogenetic protein 1 

426075 AW513691 Hs.270149 ESTs, Weakly simitar to 2109260A B cell 

430255 AK000703 Hs.323822 Homo sapiens mRNA for K1AA1551 protein, 

418699 BE539639 Hs.173030 ESTs, Weakly similar to ALU8 HUMAN ALUS 

443035 Z45822 Hs.8906 Homo sapiens done 24889 mRNA sequence 

457415 AK000010 Hs.25879B hypothetical protein FU20003 

412220 BE350058 Hs.36787 chromodomarn hefcase DNA binding protei 

427509 M 52505 Hs.2161 complement component 5 receptor 1 (C5a I 

444633 AF111713 Hs.286218 junctional adhesion molecule 1 

441384 AA447849 Hs.288660 Homo sapiens cDNA: FU221B2 Ms, clone H 

431958 X63629 Hs.2877 cadherin 3. type 1,P-cadherin (placenta 

422310 AA316622 Hs.98370 cytochrome P450. subfamily liS, polypept 

439815 AA206079 Hs.6693 hypothetical protein FU20420 

417930 H81136 Hs.334604 Homo sapiens mRNA for KIAA1 870 protein, 

418458 AA332941 Hs.85226 lipase A, lysosomal add, cholesterol es 

424464 R68537 Hs.17962 ESTs 

417035 AA192455 Hs.22968 Homo sapiens done IMAG£:451939, mRNA se 

412627 BE391959 Hs.74276 chloride Intracellular channel 1 

414890 BE281095 Hs.77573 uridine phosphorylase 

452248 AA093668 Hs.28578 musdeblind (DrosophilaHfce 

450887 AA011518 Hs.271778 ESTs, Weakly similar to 138022 hypothec 

444224 AV648599 Hs.199438 ESTs 

451351 AW058261 Hs.321435 ESTs, Weakly similar to ALU1 HUMAN ALU S 

407792 AI077715 Hs.39384 putative secreted llgand homologous to f 

439864 AJ720078 Hs.291997 ESTs, Weakly similar to A47532 B-ceS gr 

40B745 AW936356 Hs.300925 ESTs, Weakly similar to A46010 X-I'mked 

409132 AJ224538 Hs.50732 protein kinase, AMP-acthrated, beta 2 no 

410597 W16518 Hs.279518 amyloid beta (A4) precursor-Oka protein 

409485 S80990 Hs.252136 ficolin (cotlaoer^brinogeri domain-cont 

426398 BE256390 Hs.169718 ca!ponin2 

417777 AI823763 Hs.7055 ESTs, Weakly similar to (78885 serine/lh 

446979 AI654443 Hs.1 97683 ESTs 

416000 RB2342 Hs.79856 ESTs, Weakly similar to S65657 alpha-1 C- 

426647 AA243464 Hs.294101 pre-B-cell leukemia transcription factor 

436394 AA531187 Hs.126705 ESTs 

409956 AW103364 Hs.727 inhibin. beta A (activin A, activin AB a 

414602 AW630088 Hs.76550 Homo sapiens mRNA; cONA DKFZp 564 B 1264 (f 

446013 AI360167 Hs.152774 ESTs 

452404 AW450675 Hs.21Z709 ESTs 

444736 AA533491 Hs.23317 hypothetical protein FU 14681 

438590 AA811465 Hs.123375 ESTs 

451838 AW005866 Hs.193989 ESTs 

449832 AA694264 Hs.60049 ESTs 



TABLE 55B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



4.25 
4.25 
4.24 
4.24 
4.23 
4.22 
4.22 
4.22 
4.22 
4.21 
4.20 
4.20 
4.20 
4.20 
4.20 
4.20 
4.20 
4.20 
4.18 
4.17 
4.17 
4.15 
4.15 
4.14 
4.14 
4.14 
4.13 
4.12 
4.11 
4.11 
4.11 
4.10 
4.10 
4.10 
4.10 
4.10 
4.10 
4.10 
4.10 
4.09 
4.09 
4.08 
4.07 
4.06 
4.06 
4.06 
4.06 
4.06 
4.05 
4.05 
4.05 
4.05 
4.04 
4.04 
4.04 
4.03 
4.01 
4.01 
4.01 
4.01 
4.01 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 
4.00 



Pkey 



CAT Number Accession 



641 



WO 03/042661 



PCT7US02/36810 



413787 



7612J 



10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



412636 143BJ 



426295 



510_1 



425996 
429978 



138046.1 
35194..2 



450377 12109J 



444060 6315J 



450139 



434280 
410143 



34017J 



1474904J 
MH1244.8 



BC003047 S80794 NM 003405 X78138 AY007132 L08439 AW340648 AW131 665 AI082748 AI470204 BI711078 BF350700 BI496963 AI087141 
AA720684 AA882331 AA605146 BM31 3650 AI089749 A1359738 N69107 AW995424 AI08691 7 AI083995 AW340217 N99662 AI829449 AI089839 
AI608761 A1342365 AJ199076 AA908944 AI248943 AU160053 A1191245 AI218477 AI077943 AA864930 AI310394 AA87247B A1279782 W61343 
AA565955 W46596AA1 26874 AA223241 AA491574 R84813 AA491520 BG055114 A1469689 BE464590 AW664539 H67097 AL534332 C21397 
AI085941 AW028427 8G939820 AI697089 AI039008 AI125315 AI655561 AW150042 L20422 X57345 BW5B375 AU142852 BI666601 BE888276 
AU1 19302 B1603754 BG705953 B1598754 BE296713 BG00253B BF951911 N29226 BE909424 AV698274 AV683116 AV708195 AA127798 
AI124697 054224 F08031 AA340253 BF923383 BM467808 BI546644 BG7772Q0 BG705941 BG468577 AU127209 AW403970 BI597630 BI458091 
AV689560 B1669267 BG506219 BI837163 8I667275 AA343750 BE783112 BF671405 BF954720 H67636 H69456 AA484894 BI869271 BF998207 
N31547 BFd45817 BF947918 N90630 BG380194 AA156681 B1493502AW273118AI473820 AA608688AI 359337 AV712091 AA084101 BF592036 
H13301 A1864305 AA505883 AI423963 AW084401 AI917740 R69858 AA033631 N799B2 BE885276 AI635674 AA096126 AA700018 AV707753 
AI082545 AU145681 AA629032 AI421367 AA740589 AA150830 AI248541 M988608 AA1 50478 W65437 BM310234 AA262704 T28031 AI81 1 1 16 
BM272753 H21979 T15405 AA938406 F04963 AI188296 AW152629 AA905196 BG22305B AI831016 AI766457 AI811 102 AA776573 AI922133 
M775958A!261476AA2194a9Al688035Al872093BE537084AW189078 D82630AM23121 AL583492 BE3507&1 R69901 W65436BE1 55392 
B1089081 BE155394 AL1 20538 AW166100 AI359620 AI174338 N20527 W47413 AA155615 A1272249 H25293 BE614558 H69864 AW383484 
H78021 H11617 R56892 H23204 N21530 R82499 AW383522 AA774536 AL534331 W94127 W46459 AI866231 AA51 3281 AA192465 H69844 
W85827 AW383642 AW383529 AA171496 AL537424 BE814866 BF823254 R82553 AI809817 A1559406 

M77830 NM.0O4415 AF139065 BG681 115 BG740377 BI712964 BG000656 AA128470 BI438324 H27408 BE931630 BE167165 AW370827 
AW370813 J0521 1 BG698865 BG740734 BG680618 BG739778 BI765807 BM353403 BM353248 AW177784 AW205789 AW951576 AW848592 
BE182164 BF149266 BE940187 B1060445 BI060444 BF350983 BE720095 BE720069 BE715154 BE0825B4 BE082576 BE004047 M857316 
BI039774 BE713818 BE7 1 3548 AW1 70253 BE160433 BI039775 AW886475 BM462504 BE931734 BF149264 AA340777 BF381183 BG621737 
AU127260 AW364859 BF993352 BG223489 BE819009 BF381184 BE715956 R58704 AA852212 AW366566 BI090358 BF087707 BE819046 
BE819005 AA377127 BE073467 BE819069 BE819048 BI036306 BG990973 BI040954 BF919911 AU140155 AI951766 AI434518 AW804674 
BF752969 BE837009 BE925626 BF149265 AW99561 5 BE814264 B1039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 BG436319 BE1 82166 AW3651 75 AW8476B8 BE81 8280 AW1 77933 BF873679 AW178000 BE082526 BF476866 BF086994 BF592276 
BE082507 BE082514 BE082505 BF873693 AW068840 AW847678 BF804153 AW365157 BE813930 BE002030 AW365153 BE184941 BF749421 
BE184920 BF839562 BE184933 BF842254 BE698470 BE931048 BF999889 BF368816 BE184924 BE159646 BE714632 BE184948 BG966845 
AA131128 AA099891 W39488 C04715 BF096124 BE865341 AW799304 AL603116 BE149760 BE705967 BE705966 BE705968 AW848723 
AW376699 AW376817 AW376697 BG005097 BF751 1 1 5 BE696084 AW848371 AW376782 AW848789 AW849074 AW36141 3 BF927725 BF09421 1 
AW997139 BE865474 BE185187 BE156621 BE715089 BE713297 BE713298 BE179915 AW799309 BF872345 BF088676 BE705939 AW752599 
BG005197 BF350086 BE715196 BE715155 BF752396 BF093817 BF831190 BF752409BE006561 BG959922 BF094833 BF094748 BF094583 
AW377699 AW6Q7238 BE082519 AVW77700 BF349467 AI190590 AK^ 

Al439101M451923AI340326Al590975Bf79l553AI700963A!142882AA039975 M946936AA644381 BM314884 M702424AI417612 
AW190555 AI220573 AI304772 A) 270345 AI627383 AA5S2300 AI91 1702 AW1 66807 A1346078 W95070 AA149191 AA026864 AI830049 AW780435 
A1078449 AI819984 AI858282 BM68588 AI860584 AI025932 AA026047 AA703232 AA658154 AA515500 AW192085 AA918281 T77861 A1927207 
A1205263 BF082491 AW021 347 AI568096 BE939862 AA088866 D12062 AA056527 AA782109 W19287 W02156 AW1 50038 AA022701 T87181 
H44405 AI910434 BF08251 3 AM94069 AI270027 AI635878 AA128330 BG681425 BE706078 R20904 BG680059 BG676647 BF764409 M026654 
AV745530 BI762796 BG287391 AW798780 BE706045 BE926470 AW7991 18 BF087996 BE002273 AW879451 AI571075 BE067786 AV721320 
AI022862 N29754 C03378 N84767 AA131077 H30146 BE714290 A1686869 AI568892 AI915596 AW105614 AI887258 AI538577 BE926474 
BE067737 BG319486 AA247685 AW798883 AW103521 BF989173 AW860878 BE939707 BE185750 BE714064 BE713903 BE713868 BE713763 
BG950164 BE713810 AW365151 BG955489 BE005272 BF915937 AW365148 AI905927 BF992780 AW853812 BG954443 B1770853 BG679406 
BG740832 BG681087 BG698430 AA455100 T87267 BE696209 BE695210 BI089483 BE006273 BE872225 AW391912 BE925515 BG677012 
BG741970 AA0254B0 BE705999 BG677157 BE009090 BG681378 BE712291 BG961498 BG678984 BI040941 AA337270 AW3B4371 AW847442 
BI058659 BE813665 W95048 W25458 AW177786 AA025851 BE931733 BF154837 BG949393 BE714441 AW996245 BE711B01 AI284090 
BE064323 BE719390 BE940148 BG991212 BF375714 BF349522 BG996267 T48793 BI013292 BE001925 AW365156 AW365154 AW606653 
BF763109 8E931637 BE1671B1 BE713879 BF354008 BF678726 H90899 AW365145 W38382 AI498487 

BE880923BG390191AW470082AW014585AI423255BI714731 BG054894AW780248 N31683AW664132AW467353A1983152AA617918 
BF447795 AI088357 AA807328 AA576970 A1741 153 A1755003 A1474016 AI422030 AI3481 14 AW997085 BM271753 A1363147 BM311311 AI146640 
AI246771 AW512619 AI359020 BG054897 AI292234 AI215830 AI283836 C06205 AW503423 AW272680 N33205 AW873021 AA070724 AI753886 
AW192487 AI087151 AA658909 AI346368 A1335677 AA825442 AW440066 AW131357 AW51 321 0 AI082314 AJ085455 BE551404 AA780704 
AW008596 AI796964 AA917471 AI400531 AA668626 N72207 A1306482 AW440562 AI084687 AA347280 AA063536 BF4773B9 AI241662 AA931543 
AA484310 AA812486 AI032216 AA665779 AI916336 A1350590 BF198106 AI433377 AI300638 AI672626 AI282741 AI351487 AW105544 AA973627 
AW517914 AA715424 AA508454 BF334080 AI274618 AW367201 AW572619 AW469088 AA382095 AI368364 A1145934 AI357180 AI351181 
BI91 1 347 BI871 044 AA136325 BF084010 BF084007 AA335788 AI920878 AA809614 BE932941 AI678261 C75308 All 48479 BE178174 W8B51 3 
BM013627 

BM006551 AA367152 AW953705 A! 63 1833 AW237429 AW027804 AA729038 BE503409 A) 521 935 BF739953 AA702982 AA557633 AA780065 
AI21 8139 AW194264 D201 20 A108271 5 AI969S80 BE857686 BE32671 1 AW953706 AI393749 AI383821 W67199 AI431759 AI796526 AI521794 
AI796380 AW1 17545 AI749657 AI537634 N50122 

BE738425 BE738323 BM1 26944 AW629678 AW265195 A191 6735 AI394255 AI573090 A1354442 AW61 2857 AI339558 AI919424 AI377532 
AI354441 AI308821 AA772275 AW05521 5 AI589705 AI336532 AA806547 AV6821 25 H93575 AW071 172 AW769904 AI863985 AW26501 8 
AW196655 D79662 BE042393 N75017 AW014741 C75509 BE748621 H92431 AW079261 AW90178O AA329482 AW960115 BI260621 A1767525 
R31663 BI918664 AW963196 C06195 AI678018 

AB033091 AL520743 BE81 1813 N53332 N99716 AL561910 AA280655 BE710392 AV7O510O AW293978 AW444556 AA281459 A1679751 AI873695 
BG700891 B1553517 R80518 BG779771 BG534451 AA479402 AW961580 BF061430 AI857643 AI768486 AW51 211 8 AA479302 AW770384 
AW072470 AI041596 A1049699 AW592865 AA976261 BE879747 BG114119 AW183811 AA909938 BF571621 BF350794 BF351375 BE925699 
AL050294 BC010371 BF982270 AL042656 BF095732 AW812618 BF095731 BG212397 BF678765 BI038602 BG388664 AW675337 BG289398 
BE939598 AW805570 AA527097 AW1 50540 AI693720 AA743364 AI915793 N481B5 AI573107 AA043474 AI351615 AI969490 AI910763 R50866 
AI699181 N73808H08164 

AK055070 AK055612 AK000174 BG619806 BG1 08086 AI741949 AI004176 BFB91936 BF378565 AW197163 BEB56860 BE245124 AW67441 1 
AA490531 AW674981 AA740788 AW274758 BF51 2523 AI521 278 AA548759 A1802431 AW051682AI628247A1799606 AW088103 AA236549 
Al 1 91 529 AW2731 68 At 1 68451 AW073812AW090611 AW003593 AI215845AI799616 AW474940AA954927 BM1 93740 AW662704AW0901 27 
AA969444 AI0B0438 AA552500 AW237538 AA481050 AI246378 AA565227 AA398921 AA207051 AA721 378 BF438608 A1086295 AI886630 
AA9041 12 A1864588 AW271985 AW078868 AA725342 BF326598 AA843572 AI082536 AA766664 AI453279 AA435673 AI619515 AA879080 
AA234592 AA890223 AA766824 BI259822 AA393631 AW96884Q BE940639 T83865 BE762742 AW897470 W05809 N41 323 T87376 R68544 
H88711 B1087136 

AK001838 AU135179 AU134241 AV651702 AV650032 AV651304 AW^ 

AV651172 AW856145 AU117599 AU135386 BG254655 AA166919 BG483981 AW809606 BG494194 M622811 AI676156 AA687804 AI701729 
AU133725 AW961387 AU144387 AU151757 AA551031 BE675412 N34769 AA713483 AI890079 AI588918 AI361889 AI209020 AA668981 AI240990 
M741144 AA490899 AI200221 AW589574 W96201 BG154182 AV655159 AA328145 N36348 AI081 357 N76715 AA693346 AA742488 AI269719 
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AI581622 AI361357 AA468498 AW008694 AA903275 AI187724 AM87718 AA890505 BF092771 AI066655 BE714172 BG289028 AW080390 
BE001197BF132049 

419970 13569.1 AK05S270 BE348291 AI190289 AW612022 AI259506 AI265578 A1269675 AW271406 BEB79851 BF574163 BI497126 AW903775 B1917368 
AW15O90OBF244813H79201 

409208 10117.2 AK074047 AI144342 AW014280 BM145128 N28267 AW206231 AA989041 H93197 AW594063 BG236296 AW236606 AW081031 AA765843 

BM144372 AA989341 AI824838 A1963970 AI637671 AW196330 BG427526 BM148789 BF893644 BF881946 
430068 1177709.-2 AA947565 

444207 9172.3 BE739425 AA514221 AA865491 AI828293 AA470456 AI276739 AA169357 BE932464 AA514889 AW819039 AW819083 BE843048 AI432496 

AI470335 AI247243 BG533994 AA513783 AI887309 AA528036 AW972006 AW873028 AI924914 AI81 88 10AW1 52378 AW084946 AI521413 
AI669583 BE932521 AI581370 BE180238 AW089750 AW771461 AW089714 AI590949 AJ819148 AA731056 BF815234 BF911506 AA235803 
AA485373 AI7356S8 AW393133 AW073080 AI707637 BF353320 BE8431 1 1 AW819036 AW393135 B6697291 AV648670 AV654332 AV687530 
BG566964 A! 807430 AI676072 AA83701 0 AI452482 AI625817 AW24 1750 BE048616 AI290928 AI68071 4 AA485530 BE1 75687 AV646513 
AW130312 A1000556 AA632893 BE674169 BF001208 AA948166 BE175650 AA524664 AA490345 AI244948 AA602956 AA483492 AA918178 
AW802049 BG675859 AV658871 BG676060 AI565004 AW819026 BE843092 AV686437 AV723049 BG616948 AI91 1647 AI743490 AI091096 
BE857251 AI962074 AA040027 AW769317 AA343477 AA6401 12 BF876213 R82948 H26425 H82876 BE843095 BE843140 BG536641 BG617830 
AA235802 BE774985 BE006682 BF342375 AA903144 BF338083 BF984258 AV657996 A1749532 BE76861 4 BE857252 BE93251 6 BE768573 
AV657993 AV657777 AV752631 BE774974T55847 BF095761 BF911511 BE710793 BE1801 19 BG617338 H45942 T55897 AV657718 BG563497 
BE177661 H06215 BE144709 BE144829 
AI207343 BF813684 BF928775 AA828585 

BC020284 AW953495 AW402677 BF890739 244378 AI660081 AI769242 TB4954 C05886 AI224851 AI568340 AI024026 AW015010 A1032051 
AA505095 M830304 H98001 H63431 BG249610 AI284792 AA205732 AI598130 AW516813 AI123905 AA132557 AI140199 H53399 AA928496 
A1200299 AI400044 BE94051 2 BE940609 H28028 BF913868 AI301 558 D79095 AI762895 AA31 1547 A1673408 AI6730O2 N67358 AA88591 3 
A1288094 N67347 240311 T94918 AV722693 AW170339 AW975566 AA452774 AA504759 AA370643 T79706 AA721603 BF858887 BG982917 
AI343373AW236167BE568091 BF747959BF241 262 BE940663 AI4 35278 R05794AW027091 A1860259AI268890T94871 AW182884 N67183 
AW149083 H42473 AI678254 R26706 AI419684 R24905 AW388568 AW363261 N31299 H63489 AW1 95475 AA452592 BE844216T91205 H64955 
BF85881 1 AW962779 AW388295 BF857615 BF856552 BF856548 BF85761 1 AW866752 

BG926557 AW965540 R76280 AA335645 BF370246 BE835794 AA725102 AW1 52576 BF055494 AI743398 BE464853 AI391675 AI453078 
BE017970 AI803141 AI417070AA489486 BE835818 AW050475 BE835826 AI015220 AW300496 AA343881 H98062 AA554989 N32774 AA012825 
BF989549 AL576463 W60527 AW576215 N323O0 AA450065 AW137525 AI290944 T16431 T50379 AA830657 N78847 T51070 AW505288 
AI445370 AA100986 AA824552 BE835780 AA770659 BF370223 H03890 R76557 
AA558585 AA565499 AI360576 AW2O4069 AA991648 AA864939 
AI744949AW062361 BF919486AW813419AW816041 AA354572 

BI754027 BF696071 A1351939BG151298A1919334AI401620BI770165 W72057T96158 T29478AA181252BG927793 AA714431 AA600749 
AA181247 AA614756 AA081092 H52207 BG926934 BF222579 BG8990O1 N64245 AA95304O AI832406 AA102441 BG928081 AA993445 AA916041 
AA987847 AA983329 AA737219AA916443 AW128994 A1492560 AI761847 BC005272 NM.000900 X53331 M58549 BI758966 AL598829 BI754530 
BG699770 BE439699 BE440148 AV704365 AV733652 BG212015 BG164149 BG200180 BG212690 BI761222 BG182079 AW338822 AI925631 
AI423041 AW071181 AI889836 AW129112 BG925339AI017633 AA568964 BF725590 AI004210 A1809799 BE083097 BG896220 AW997681 
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AI088473AA916151 AW473324 BG901 177 BE439998 AW023269 BE813871 AW999947 BE839108 AV707983 AA369722AW796627 AW890608 
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AI923640 AW070509 AI521500 AL042095 AA6O9309 AA761319 AI381489 H45700 M761333 AW265424 AA909524 AA635311 AA649040 
AI392620 Z40708 AI985564 AW26351 3 AA913892 AJ693486 AW263502 AI806164 AW291 1 37 Bt061872 BI059498 AA1 34476 AW084888 AA036967 
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BI4971 1 1 BF940043 Al 1 29268 AI359798 At056480 AA121421 A10421 50 AW449003 AI418180 AI419420 A1356058 BF832243 AI349330 AI359448 
W76647 BF477170AA099163BF994549AW608256AA045418 H03770AL574791 AW069455BE302148 AW022281 AW960273 AA1 21268 

643 



414405 
428342 

441623 



406819 
418905 



112689.1 
671^1 

3362.1 



0.0 
517.1 



WO 03/042661 



PCT/US02/36810 



413703 
406870 



AI336371 AI989381 Al 131425 AI147483 AJ31 1537 AW33B638 AI141 649 AA709414 AI187177 AA780884 AI333805 AA045312 Ai623918 AI349421 
W53753 W70299 AA557276 M2990Q7 N98212 W74064 N24823 T54892 AA054724 W730S9 AI869152 N93462 N71889 AI537432 R71628 
AA303089 AI498550 T60941 AV705417 AW067848 AI150677 AW33B1 18 AI336313 AA826256 AI139518 AA662948 AA902723 AI970175 W68682 
A1089380 AI148372 H99951 AW183001 AI270317 AA532767 AA044727 AA931652 RB2469 AA150261 W67788 H67495 R80715 AW149812 N78914 
A1862034 W61 1 22 AW0231 18 W69375 T88917 T47984 N21531 R35646 AA055544 HI 5534 AA688295 AA090586 AA044764 BF994641 R79547 
N21313BF674610H02874AW975323R16904AA328030AA054671 R79546 BF832310 AI249109 
376077J BG015794 BE158357 BE158353 BE 1 58358 BE158360 BE158352 BE158351 BE158355 
0_0 M075144 

207.22 AV^1965AW604749BE080872R15559BE177623AVV883520AW945343AI246167 T07082AW805679 W9627^ 

AW801688 BE003837 AW801621 AW385721 AW385742 AW385714 AW604757 W87409 AW604738 AW385757 AW580796 AW801247 BE003239 
BE003183 AA8471 12 AW580975 AW604760 AW385727 BE164590 BE003090 AW362791 AW604759 AW866589 AW504758 N44337 AI378548 
AW890438 AA077172 AI288S83 AA229639 AA091945 AW945454 AA063629 AA702504 AW861938 AW894816 AW580841 AA094372 T06399 
AW885686 BE244088 BE005035 AW861 913 AA551773 AW85B460 AW370926 AW754352 AW889695 AW384408 Al 907428 BE067491 AW861939 
AA248197 AW381373 AW177325 AW806879 AA935217 BE087498 BE083742 BE067470 AW894935 BE082529 A24881 1 BE179917 BE002200 
AW607506 AW392889 AW894560 AW381360 AI9O4206 AW863533 C00609 AW381372 BE082530 AW8981 20 BE075323 AW392799 AW601420 
AI695314 BE083790 AW858568 AW945550 BE177153 AW970508 BE350419 A1906919 AW360794 AI905917 AW885979 AW794240 AW945566 
AI688683 A1688894 AW009660 AW601421 AW360793 BE065524 BE083901 AW369847 AW381871 AW935435 AW664582 AW877775 AW838449 
BE180466 AW858501 BE1 80464 A1371 1 63 AA778231 AI174991 BE01 1720 AW877776 AW877800 AW877795T1 9900 AW886365AW898099 
BE011715 BE167842 BE011718 BE011724 AW363639 AW878658 AW878662 AW894887 BE082356 AW389211 AW804286 AW610312 AI904717 
AW610318 AW998909 AW610296 AW901923 AW880003 AI762171 AW062582 AW368713 AW062593 AW176663 AW842064 AW842089 
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AA884954 A1125702 AI382934 AA931835 AI358631 AW439905 A1027833 AI399648 AI014533 AA347851 AA738261 N67374 N69081 AI768667 
AA948472 A1819214 AA293133 AI186725 AA889214 AI222635 BI495143 N29605 N48812 AA769041 AI492769 D56771 AA095911 BE222062 
056772 AW372265 BM054985 012465 BG534562 AW00351 1 H87486 H42880 AW1 90293 BF594697 BF37761 1 H22043 BI255749 BI492848 
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TABLE 55C 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (GJ) numbers. •Dunham, et aL" refers to the publication entitled The 

human chromosome 22" Dunham, et al. (1999) Nature 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposifion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


401466 


6682292 


Plus 


28748-29023 


401192 


9719502 


Minus 


69559-70101 


402474 


7547175 


Minus 


53526-53628,55755-55920,57530-57757 


402145 


8018280 


Plus 


113086-114800 


406230 


4760409 


Plus 


71716-72515 



TABLE 56A: 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of seminomatous testicular cancer compared to normal adult testicular tissues 

Pkey ExAccn UnigenelD Unigene Title R1 
414438 A1879277 Hs.76136 thioredoxin 4730 
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424247 X14008 Hs.234734 lysozyme (rerri amyloidosis) 44.80 

438091 AW373062 nuclear receptor subfamily 1 , group I, m 40.10 

412948 BE243313 Hs.334851 UM and SH3 protein 1 34.90 

417088 M54915 Hs.81170 pim-1 oncogene 31.10 

5 430542 A1557486 Ks.119122 ribosomal protein L1 3a 29.60 

412915 AW087727 Hs.74823 NM_00454t:Homo sapiens NA0H dehydrogenas 29.10 

418174 L20688 Hs.83656 Rho GDP dissociation inhibitor (GDI) bet 28.15 

406820 AI223958 Hs.10B124 ribosomal protein S4, X-linked 28.13 

433800 A1034361 Hs.135150 lung type-l cell membrane-associated gly 28.10 

10 406658 AI920965 Hs.77961 major hlstocompab'bflity complex, class 27.85 

416680 AW245540 Hs.79516 brain abundant, membrane attached signal 27.70 

446525 AW967069 Hs.211556 hypothetical protein MGC5487 27.20 

432359 AA076049 Hs.274415 Homo sapiens cDNA FU10229 fis, done HE 26.30 

422578 AF239666 Hs.1545 caudal type homeo box transcription fact 25.80 

15 429978 AA249027 ribosomal protein S6 25.40 

418870 AF147204 Hs.89414 chemokine (C-X-C motif), receptor 4 (fus 24.60 

440207 AI371978 Hs.128326 ESTs 24.50 

425543 R23313 Hs.334895 ribosomal protein L10a 24.30 

442562 BE379584 dofichyWiptospruwIig^saa^an^e^otei 24.10 

20 444562 AA186715 Hs.336429 RIKEN cDNA 9130422N19gene 24.05 

413063 AL035737 Hs.75184 chitinase 3-like 1 (cartilage glycoprote 24.00 

409038 T97490 Hs.50002 sman inducible cytokine subfamily A (Cy 22.90 

420367 AA259090 Hs.257028 ESTs 22.90 

406856 AW515336 Hs^9797 ribosomal protein L10 22.77 

25 417139 M69043 Hs.81328 nuclear factor of kappa light potypeptid 22.75 

412636 NM.004415 desmoplakin (DPI, DPII) 22.40 

420676 A1434780 Hs.4248 vav 2 oncogene 22.10 

440869 NM 014297 Hs.7486 protein expressed in thyroid 21.40 

446627 A1973016 Hs.15725 hypothetical protein SBBI48 21.20 

30 410315 A1638871 Hs.17625 Homo sapiens cDNA: FU 22524 fis, clone H 21.10 

420754 W79431 Hs.346911 ribosomal protein L22 20.98 

435538 AB011540 Hs.4930 low density Epoprotein receptor-related 20.90 

440440 Z28925 Hs.7188 sema domain, Immunoglobulin domain (lg), 20.80 

429490 AI971131 Hs.23889 ESTs, Weakly similar to ALU7_HUMAN ALUS 20.40 

35 425769 U72513 Hs.159486 Human RPL13-2 pseudogene mRNA, complete 19.50 

422714 AB018335 Hs.1193B7 KlM0792gene product 19.15 

430253 AK001514 Hs.236844 hypothetical protein FUI10652 19.00 

413787 AI352558 tyrosine 3-monooxygenase/tryptophan 5-mo 18.50 

452874 AK001051 Hs.30925 hypothetical protein FU10199 18.50 

40 430255 AK000703 Hs.323822 Homo sapiens mRNA for K1AA1 551 protein, 18.00 
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' 426083 AW962712 Hs.126712 ESTs, Weakly similar to AF 191 0201 E2IG5 16.70 
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446899 NM.005397 Hs.16426 podocalyxirvllke 13.90 
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444454 BE018316 Hs.11183 sorting nexin 2 

444670 H58373 Hs.332938 hypothetical protein MGC5370 

4471 97 R36075 gb:yh88b01 .si Soares placenta Nb2HP Homo 

450113 A1683098 Hs.200866 ESTs, Moderately similar ta AJLU7_HUMAN A 

450511 R07423 Hs.85092 thyroid hormone receptor interactor 11 

450887 AA011518 Hs.271778 ESTs, Weakly slmflar to 138022 hypothec 

452056 AW955065 Hs.101150 Homo sapiens, ctone IMAGE:4054156, mRNA, 
ribosomal protein L6 



gb:te64e10jc1 Soares.NFL.T_GBC.Sl Homos 
Eos Control 
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70 


400281 






414420 
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Hs.76095 
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Hs.112259 




449057 
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Hs.22941 


75 


448625 


AW970786 


Hs.178470 


451598 


N29102 


Hs.116078 




409686 
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Hs.55879 




410597 


W16518 


HS.27951B 




446291 


BE397753 


Hs.14623 


80 


447150 


AI439011 


Hs.86386 


418458 


AA332941 


Hs.85226 




422627 


BE336857 


Hs.118787 
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AA338305 


Hs.5472 




415825 


Y18024 


HsJ8877 
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U30872 
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Hs.159651 
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Hs.177592 
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Hs.277477 


407951 
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Hs.79015 


415682 


AJ347128 


Hs.191870 


417621 


AV654694 


Hs.82316 
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Hs.99014 


431574 


AW572659 


Hs.261373 


432586 
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437438 
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Hs.14217 


441355 


AJ 822034 


Hs.137097 


444539 


AJ955765 


Hs.146907 


458965 


AA010319 


Hs.60389 


406655 


M21533 


Hs,277477 


414915 


NM_002462 


Hs.76391 


414821 


M63835 


Hs.77424 


423766 


AA303799 


Hs.300141 


4G4QC4 
431031 


AUIAEOOC4 

AW058261 


Hs.321435 


43UU4J 


AA885599 


Hs.24332 


447742 


AF 113925 


Hs.19405 


433339 


AF019226 


Hs.8036 


426395 


BE151985 
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Hs.86682 
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Hs.301404 


453968 
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406745 
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Hs.279860 


407013 


U35637 


Hs.83870 


407198 
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Hs.901 


429587 


AI675749 


HsJ11608 
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BE545586 


Hs^78712 


437634 


AW293046 


Hs.255158 


439971 


W32474 


Hs.301746 


442485 


BE092285 


Hs.29724 


445873 


AA250970 


Hs.251946 



gb:nq88b06.s1 NCLCGAP_Co9 Homo sapiens 

activin A receptor, type IIB 

Homo sapiens cDNA: RJ22844 fis, done K 

actin related protein 2/3 complex, subun 

RAB7, member RAS oncogene family-like 1 

zinc finger protein 304 

KIAA1077 protein 

ESTs 

Homo sapiens cDNA: FU22743 fis. clone H 

nuclear cap binding protein subunit 2, 2 

ESTs 

ESTs 

ESTs 

Homo sapiens cDNA FU12521 fis, done NT 
ESTs. WeaMy similar to S71886 Ste20-fik 
ESTs 

N-myc (and STAT) interactor 

kangal 1 (suppression of tumorigenirity 

GTPase activating protein-like 



Homo sapiens cDNA FU10705 fis, done NT 
ESTs 

ESTs, Moderately similar to 176885 serin 
ESTs 

ESTs, Weakly similar to ALU 1 _HUMAN ALU S 

ESTs 

ESTs 

ESTs 

gb:Homo sapiens full length insert cDNA 
ESTs, Weakly similar to 138022 hypotheti 
ESTs 

hypothetical protein FU00052 
chromosome 6 open reading frame 9 
lung type-l cell membrane-associated gly 
Homo sapiens cDNA FU14387 Rs, clone HE 
Homo sapiens cDNA FU 14609 fis, done NT 
|»rypyrimidine tract binding protein (he 
BCS1 (yeast homologHike 
galactosidase, alpha 
K1AA0456 protein 

cAMP responsive dement binding protarv 
ESTs, Moderately similar to CEGT_HUMAN C 
centromere protein F (35Q/400kD, mitosta 
hypothetical protein 
ribosomai protein, large, PI 
major histocompatibility complex, dass 
antigen identified by monoclonal antibod 
ESTs 

interferon-induced, hepatitis C-assodat 
ESTs 

Homo sapiens, done IMAGE:3$32168, mRNA 

hypothetical protein dJ434014.3 

ESTs 

hypothetical protein DKFZp762P2111 
ESTs 

ESTs, Weakly similar to 2004399A chramos 
ESTs 

major histocompatibility complex, class 
myxovtrus (influenza) resistance 1, homo 
Fc fragment of IgG, high affinity la, re 
ribosomai protein L39 

ESTs, Weakly similar to ALU1JWMAN ALU S 
CQ-26 protein 

caspase recruitment domain 4 

glioblastoma overexpressed 

hypotheScal protein FU23316 

Homo sapiens cDNA: FU21578 fis, done C 

19A24 protein 

ESTs 

RNA binding motif protein 3 

High mobinty group (nonhistone chromoso 

N-acytsphingosine amidohydrdase (add c 

senneythreonine kinase 12 

tumor protein, transtationally-controUe 

gb:Human nebulin mRNA, partial cds 

gb7v04a07.s1 Soares fetal liver spleen 

CD48 antigen (B-ce!l membrane protein) 

nudeoporin 153k0 

Homo sapiens cDNA RJ11074 fis, done PL 
ESTs 

RAP2A, member of RAS oncogene family 
hypothetical protein FU13187 
poiy(A)-binding protein, cytoplasmic 1-1 
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450497 H64159 Hs.15328 ESTs 4.50 

417497 AW402482 Hs.82212 CD53anligen 4.50 

447667 AL117611 Hs.19150 Homo sapiens mRNA; cDNA DKFZp564A21 64 (f 4.49 

413856 D13639 Hs.75586 cycfinD2 4.49 

5 419556 U29615 Hs.91093 chrtmase 1 (chitotaidase) 4.49 

429617 X89984 Hs.211563 B-ceJI CLUlymphoma 7A 4.48 

427157 U51166 Hs.173824 thymine-DNA glycosylase 4.48 

446021 BE389213 Hs.286 rfcosomaJ protein L4 4.47 

413822 R08950 Hs.272044 ESTs, WeaWy similar to ALU1 HUMAN ALU S 4.46 

1U 412819 T25829 Hs.24048 FK506 binding protein precursor 4.46 

448717 R67419 Hs.21851 Homo sapiens cDNA FU 12900 Us, clone NT 4.45 

401 846 NM_0009B8*:Horno sapiens ribosomal protei 4.44 

422303 AW410382 Hs.27556 hypothelicai protein FU22405 4.43 

442358 8E567985 Hs.18585 ESTs, Moderately similar to ALU4 HUMAN A 4.43 

15 436623 AI417073 Hs.107265 ESTs 4.42 

412146 M92444 Hs.73722 APEX nuclease (multifunctional DNA repai 4.42 

437042 AK000702 Hs.5420 hypothetical protein FU20695 4.42 

416754 H07145 Hs.6799 ESTs, WeaWy similar to T1 2483 hypolheti 4.41 

0 . 436671 AW137159 Hs.183291 ESTs 4.40 

20 410079 U94362 Hs.58589 gJycogenin2 4.40 

420150 AA648712 Hs.29798 KIAA1 71 2 protein 4.40 

424723 BE409813 Hs.152337 protein arginine N-methy!transferase 3{h 4.40 

428931 AA994979 Hs.98967 ATPase, HQ-transporting, lysosomal, non 4.40 

429109 AL008637 Hs.196352 neutrophflcytosolic factor 4 (40kD) 4.40 

Z5 4302B0 AA361258 Hs.237868 interteukin 7 receptor 4.40 

438330 AW450572 Hs.257316 ESTs 4.40 

438962 BE046594 gb:hn41c1 1 Jt1 NCLCGAP..RDF2 Homo sapiens 4.40 

444794 AI419991 Hs.145225 ESTs 4.40 

445100 AW188205 Hs.12311 Homo sapiens done 23570 mRNA sequence 4.40 

3U 449659 R60031 Hs.198899 eukaryotic translation initiation factor 4.40 

449832 AA694264 Hs.60049 ESTs 4.40 

452404 AW450675 Hs.212709 ESTs 4.40 

447296 AW243614 Hs.18063 Homo sapiens cDNA FU 10768 fis, clone NT 4.39 

425097 NM.014247 PDZ domain containing guanine nucleotide 4.37 

35 441607 NMJJ05010 Hs.7912 neuronal ceD adhesbn molecule 4.37 

406742 AI468091 Hs.279860 tumor protein. trarcUtionally-coritroDe 4.35 

425095 AW014160 Hs.182585 WAA1 276 protein 4.34 

410342 R31350 Hs.743 Fc fragment of IgE, high affinity I, rec 4.34 

442333 AI650877 Hs.129302 ESTs 4.33 

4U 424971 AA479005 Hs.154036 tumor suppressing suhtransfiBrable candid 4.32 

415912 H08859 Hs.206469 ESTs, WeaWy similar to ALU6_HUMAN ALU S 4.32 

437386 W52452 ribosoma) protein L10 4.31 

408558 AW015759 Hs.235709 Homo sapiens mRNA; cDNA DKFZp667B071 1 (f 4.30 

408875 NMJH5434 Hs.48604 OKFZP434B1 68 protein 4.30 

45 409604 AW444448 Hs.49124 ESTs 4.30 

418866 T65754 gfcycl 1c07.s1 Stratagene lung (937210) H 4.30 

419423 D26488 Hs.90315 WAA0007 protein 4.30 

422017 NM_003877 Hs.110776 STAT induced STAT inhMor-2 4.30 

422797 AB033064 Hs^36463 KIAA1238 protein 4.30 

5U 428467 AK002121 Hs.184465 hypothefical protein FU1 1259 4.30 

432290 AK001099 Hs^74273 Homo sapiens cONA FU 10237 fis, done HE 4.30 

434551 BE387162 Hs.280858 ESTs, Highly similar to A35661 DNA exes 4.30 

436138 H53323 Hs.25717 Homo sapiens cONA: FU23454 fis, done H 4.30 

438915 AA280174 Hs.285681 Williams-Beuren syndroms chromosome regi 4.30 

55 449217 AA278536 Hs.23262 ribonudease, RNase A family, k6 4.30 

452994 AW962597 Hs.31305 KIAA1 547 protein 4.30 

418883 BE387036 Hs.1211 add phosphatase 5. tartrate resistant 4.30 

437250 BE257342 Hs.94576 hypothetical protein MGC3062 4.29 

440910 H97875 Hs.117974 ESTs 4.29 

Ol) 406853 AA614553 Hs.252259 hypothetical protein FU23059 4.28 

432295 BE091049 Hs.343665 ribosomal protein S 15a 4.28 

400244 Eos Control 4.28 

413518 BE149455 Hs.75415 beta-2-mterogtobulin 4.28 

409132 AJ224538 Hs.50732 protein kinase, AMP-acfivated, beta 2 no 4.Z7 

05 406746 AA580395 Hs.279860 tumor protein, translatronally-conlroDe 4.26 

400395 AF111167 v-fos FBJ murine osteosarcoma viral onco 4.26 

443229 AI057129 Hs.133396 ESTs 4.26 

450201 T97838 Hs.25722 ESTs 4.25 

409636 AA305729 Hs. 18272 ammo acid transporter system A1 4.25 

/U 422082 AA016188 Hs.111244 hypothetical protein 4.24 

444099 D87432 Hs.10315 solute earner family 7 (calionic amino 4.24 

453902 BE502341 Hs.3402 ESTs 4.24 

415189 L34657 Hs.78146 platetet/endothenai cefl adhesion molec 4.22 

nc 404854 Target Exon 4.21 

/5 406653 AA574074 Hs.77961 major histocompatibility complex, class 4.20 

400440 X83957 Hs.83870 nebuBn 4.20 

415049 N67334 Hs.50158 ESTs 4.20 

418304 AA215702 gb:zr97g10j1 NCLCGAPJ5CB1 Homo sapiens 4.20 

OA 423180 AF068302 Hs.125031 chofine/ethanoiaminephosphotransferase 4.20 

OU 424684 AW752714 Hs.5174 ribosomal protein S17 4.20 

429412 NM.006235 Hs.2407 POU domain, dass 2, associating factor 4.20 

438141 AW946871 gb:RC2^T0022-080500-01 2-d02 ET0022 Homo 4.20 

438607 AW080237 Hs.252884 ESTs 4.20 
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451952 AL120173 Hs.301663 ESTs 

455397 AW936332 gb:QV4-DT0TC1-28129947f>gO1 DT0021 I 

417116 Z43916 HsJ634 hypothetical prolan FU122B7 similar to 

453247 T80198 Hs.111B06 ESTs 

430451 AA836472 Hs.297939 calhepsin B 

414283 AW980011 Hs.154993 ESTs 

452248 AA093668 Hs.28578 muscteblind (DrosophiJaH^e 

450746 D82673 Hs.278589 general transcription factor II. i 

444797 AB018333 Hs.12002 WAA0790 protein 

445718 H79791 Hs.15227 ESTs 

425783 AI026740 Hs.1948 ribosomal protein S21 

414837 U24265 Hs.77448 aldehyde dehydrogenase 4 family, member 

406710 AI708347 Hs.184014 ribosomal protein 131 

424436 AW818428 Hs.4953 golgi autoantigen, gdgin subfamily a. 3 

422343 AI628633 Hs.346823 gb:ty77d05.x1 NCLCGAP_Kid11 Homosapien 

416207 NM 014745 HsJ9077 Homo sapiens, clone MGC2908, mRNA, comp 

406724 C14071 Hs.234518 ribosomal protein L23 

449475 AI348027 Hs.108557 hypothetical protein PP1057 

4 1 3828 LI 9067 v-rel avian retfculoendotheiiosls viral 

416819 U77735 Hs.80205 pim-2 oncogene 

436674 AA725002 Hs.272018 tow molecular mass ubiquinone-bmding pr 

405266 Target Exon 

408996 AI979168 Hs.344096 glycoprotein (transmembrane) nmb 

410704 BE076754 gb:CM1-BT0601-180200-121-b10 BT0601 Homo 

420851 AA281062 Hs.29493 hypothetical protein FU201 42 

423096 AA732684 Hs.278428 progestin induced protein 

428328 AA426080 Hs.292812 ESTs, Weakly similar to 138022 hypolheti 

429355 AW973253 Hs.292689 ESTs 

433308 AA562718 Hs.291650 ESTs 

443559 AI076765 Hs.269899 ESTs, Moderately similar to ALU8_HUMAN A 

450850 AA648886 Hs.151999 ESTs 

453785 AI368236 Hs.283732 ESTs. Moderately simHar to ALU 1 .HUMAN A 

406854 AA613705 Hs.252259 ribosomal protein S3 

410768 AF038185 Hs.66187 Homo sapiens done 23700 mRNA sequence 

419612 AI498267 Hs.11Q613 WAA0421 protein 

434203 BE262677 Hs.283558 hypothettoai protein PR01 855 

439237 AW408158 Hs316893 ESTs,WeaWysirnaartoA47582B«el1gr 

441374 AA043696 Hs.7822 HonwsapiersrnRNA:cDNADKFZp564C1216(f 

443415 AI056523 Hs.133472 ESTs 

424338 W78816 Hs.49943 ESTs, Weakly similar to S65657 alpna-1C- 

422305 A1928242 Hs.293438 ESTs, Highly strnDar to AF1 98488 1 trans 

400233 Eos Control 

421959 AW751497 Hs.98370 cytochrome P450, subfamily US, potypept 

442622 NM.000435 Hs.8546 Notch (Drosophila) homolog 3 

424795 AW102B50 Hs.153177 ribosomal protein S28 

446231 NM_002163 Hs.14453 interferon consensus sequence binding pr 

452933 AW391423 Hsi88555 Homo sapiens cDNA: FU22425 fis, clone H 

427681 AB018263 Hs. 180338 tumor necrosis factor receptor superfarrd 

409061 AI204994 Hs.7874 Homo sapiens cDNA: FU21435 fis, done C 

41 3891 BE271020 tumor suppressor deleted In oral cancer- 

414004 AA737033 Hs.7155 ESTs, Moderately sinTnar to 21 15357ATYK 

417035 AA192455 Hs.22968 Homo sapiens done IMAGE:451939, mRNA se 

410584 AB011112 K1AA0540 protein 

417353 AA375752 Hs348140 Homo sapiens mRNA; cDNA OKFZp586F1822 (f 

423645 A1215632 Hs.147487 ESTs 

430048 T65054 Hs.73605 ESTs 

431113 AK000673 Hs.274337 hypothetical protein FU20666 

434170 AA626509 Hs.122329 ESTs , krT 

4345B4 D57341 Hs.188361 Homo sapiens cDNA FU 12807 fis, clone NT 

435391 AA704588 Hs-58934 ESTs 

446768 AV660305 Hs.110286 ESTs 

448019 AW947164 Hs.195641 ESTs, Moderately similar to 1 38022 hypot 

451831 NM.001674 Hs.460 activating transcription factor 3 
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TABLE 56B 

Pkey: Unique Eos probeset identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 

438091 2244BJ 



AK054860 AV652198 AV652192 AV652138 AV652127 AV652194 BE935919 AV652017 AV651995 AV65154B AV646063 AW51985 ^^46184 
AV646179 A>r^)S AAM5002 BF155189 BE068931 X56197 AU603014 AW953629 BM263546 BE550772 AA701084 ^J^J^^^J^ 

A^^0A^?9^AlMb^1X56196 BE833835 AA628440 BE833808 BF224205 AA709126 BE673807 AI923886 AA947932 AI276125 A1185720 

ATO476BI SaS\ BE699444Af707807 D52654AI214518 AI004723AI698085 AW087420 A1555133AA845571 AW8986^ 

hS vEESm. mSSlmnnB^nmam mxm AW890091 BF095753 AW243400 AW898607 awmbbib iraM/a 

SumuS bSSnS BEY74196 AW102923 D52715 BE699456 D52477 D5S017 BF955933 BG623563 AV646254 AA4635H WMM 
SoS BeSbFB^I BF«4180 AW579001 T55662 H01811 T52522 BF945037 BF955938 054679 D53933 R67100 BG925552 



654 



WO 03/042661 



PCT/US02/36810 



42997B 35194.2 



442552 39593J 



412636 1438J 



10 
15 
20 
25 
30 
35 

40 413787 '7612J 

45 
50 



410143 MH1244J 



426295 510J 



55 



60 



65 



70 450377 12109J 



75 
80 



425996 138046J 

427521 S13212J 
444060 6315J 



BF999056 R83430 Z29922 TB5791 W03942 H63269 AI091537 BF0865B3 AA345570 H48870 H80720 T83523 B1039626 BI037700 R00353 

BE738425 BETO323 BMIHJmJ AW629678 AW265195 AI916735 AI394255 AI573090 AI354442 AW612857 AJ33955B A1919424 A1377532 
AI354441 AI308821 AA772275 AW05521 5 AI589705 A1336532 AA806547 AV682125 H93575 AW071 172 AW769904 A1863985 AW26501 8 
AW195655 D79662 BE042393 N75017 AW014741 C75509 BE748621 H92431 AW079261 AW901780 AA329482 AW9601 15 BI260621 A1767525 
R31663 BI918664 AW963196 C06195 AI67801 8 

AK056685 BG399272 AA1 87835 BFB21903 AV650550 AV660556 AV660502 BG564397 BE379584 BF446961 AI653056 AW973709 AI653173 
BG054997 A1266043 BI054879 A1656750 A1492B30 AW021 142 A14721 84 AW1 70056 A1082443 All 67921 D59940 BW92088 H74180 AW130886 
AI348677 AI278577 AA761517 AI698203AA1 15535 AI264790 AW205074 AA860452 AA554902 AI000715 D62102 BE544768 AI376090 D59939 
AW242249AA525421 R34211 R34328 BF248064 BF241437 BF572759 BF218832 

M776a0 NMJD04415 AF139065BG6B1115 8G740377 BI712964 BG000656 AA12B470 BM3B324 H2740B BES31630 BE167165 AW370BZ7 
AW370813 J0521 1 BG698865 BG740734 BG680618 BG739778 B1765807 BM353403 BM353248 AW177784 AW205789 AW951576 AW848592 
BE182164 BF149266 BE940187 BI060445 B1060444 BF350983 BE720095 BE720069 BE715154 BE082584 BE0B2576 BE004047 AA857316 
B1039774 BE713818 BE713548 AW170253 BE160433 BI039775 AWB86475 BM462504 BE931734 BF149264 AA340777 BF381183 BG621737 
ami 27260 AW364859 BF993352 BG2234B9 BE819009 BF381 184 BE71 5956 R5B704 AA852212 AW366566 BI090358 BF087707 BE819046 
BE819005 AA377127 BE073467 BE819069 BE819048 BI036306 BG990973 BI040954 BF91991 1 AU140155 AI951766 AI434518 AW804674 
BF752969 BE837009 BE925825 BF149265 AW995615 BE814264 BI039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 BG436319 BE182166 AW365175 AW84768B BE818280 AW177933 BF873679 AW178000 BE082526 BF476866 BF086994 BF592276 
BE082507 BE082514 BE082505 BF873693 AW068B40 AW847678 BF804153 AW365157 BE813930 BE002030 AW365153 8E184941 BF749421 
BE184920 BF839562 BE1B4933 BF842254 BE698470 BE931048 BF999889 BF368816 BE184924 BE159646 BE714632 BE184948 BG986845 
AA131128 AA099891 W39488 C04715 BF096124 BE865341 AW799304 AL603116 BE149760 BE705967 BE705966 BE705968 AW848723 
AW376699 AW376817 AW376697 BG005097 BF751 1 15 BE696084 AW848371 AW376782 AW848789 AW849074 AW361413 BF927725 BF09421 1 
AW997139 BE865474 BE1B5187 BE156621 BE715089 BE713297 BE713298 BE179915 AW799309 BF872345 BF088676 BE705939 AW752599 
BG005197 BF350086 BE715196 BE715155 BF752396 BF093817 BF831 190 BF752409 BE006561 BG959922 BF094833 BF094748 BF094583 
AW377699 AW607238 BE082519 AW377700 BF349467 AI190590 AJ554403 AI392926 AU158477 BI467252 AU159919 A1760816 BF082516 
A1439101 AA451923 AI340326 AI590975 81791553 AI700963 AI142882 AA039975 AA946936 AA644381 BM314884 AA702424 AJ417612 
AW190555 A1220573 AI304772 AI270345 AI627383 AA552300 AI911702 AW166807 A1346078 W95070 AA149191 AA026864 A1830049 AW780435 
AI078449 AI819984 AI858282 B1468588 AI860584 AI025932 AA026047 AA703232 AA6581 54 AA51 5500 AW1 92085 AA91 8281 T77861 AI927207 
A1205263 BF082491 AW021347 A1568096 BE939862 AA08B866 D12062 AA056527 AA782109 W19287 W021 56 AW150038 AA022701 T87181 
H44405 AI910434 BF082513 AI494069 AI270027 AI635878 AA128330 BG681425 BE706078 R20904 BG680059 BG676647 BF764409 AA026654 
AV745530 BI762796 BG287391 AW7987B0 BE706045 BE926470 AW7991 18 BF087996 BE002273 AW879451 AI571075 BE067786 AV721 320 
A1022862 N29754 C03378 N84767 AA131077 H30146 BE714290 AI686869 AI568892 A1915596 AW105614 AI887258 AI538577 BE926474 
BE067737 BG319486 AA2476B5 AW798883 AW103521 BF989173 AW850878 BE939707 BE185750 BE714064 BE713903 BE713868 BE713763 
BG950164 BE713810 AW365151 BG955489 BE005272 BF915937 AW365148 AI905927 BF992780 AW853812 BG954443 BI770853 BG679406 
BG740832 BG681087 BG698430 AA455100 T87267 BE696209 BE696210 B1089483 BE006273 BE872225 AW391912 BE925515 BG677012 
BG741970 AA026480 BE705999 BG677157 BE009090 BG681378 BE712291 BG961498 BG678984 BI040941 AA337270 AW3B4371 AW847442 
BI058659BE813665 W95048 W25458AW177786AA025851 BE931733BF1 54837 BG949393 BE714441 AW996245BE711801 A1284090 
BE064323 BE719390 BE940148 BG991212 BF375714 BF349522 BG996267 T48793 BI013292 BE001925 AW365156 AW365154 AW606653 

BF763109BE931637BE167181 BE713879BF354008BF678726H90899AW365145 W38382AM98487 _ Kinm4i4 

BC003047 S80794 NM 003405 X78138 AY007132 108439 AW340648 AW131665 A1082748 A1470204 BI711078 BF350700 BI496963 AI087141 
AA720684 AA862331 AA605146 BM313650 A1089749 AI359738 N69107 AW995424 A1086917 AI083995 AW340217 N99662 AJ82944S I AJM9839 
A1608761L AJ342365 A1199076 AA908944 AI248943 AU160053 Al 1 91245 AI218477AI077943AA864930AI310394AA372478AI279782W 
AA565955 W46596 AA126874 AA223241 AA491574 R84813 AA491520 BG055114 AW69689 BE464590 AW664539 H67097 AL534332 C21397 
AI085941 AW028427 BG939820 AI697089 AI039008 A1125315 AI655561 AW1 50042 L20422 X57345 BI458375 AU142852 B1666601 BE888276 
AU1 19302 BI603754 BG705953 BI598754 BE296713 BG002538 BF95191 1 N29226 BE909424 AV698274 AV6U116 AV7W19S ' £«™ 
AI124697 D54224 F08031 AA340253 BF923383 BM467B08 BI546644 BG777200 BG705941 BG468577 AU127209 AW4O3970 j«997630 ^58091 
AV689560 BI669267 BG505219 BI837163 BI667275 AA343750 BE783112 BF671405 BF954720 H67636 H69456 AA484894 BI86927 I BF99B207 
N31547 BF945817 BF947918 N90630 BG980194 AA156681 BI493502 AW273118 AI473820 AA60B688 A1359337 AV7 12091 AA084101 BF592036 
H13301 AJ864305 AA505883 A14239S3 AW084401 A1917740 R69858 AA033631 N79982 BE885276 AI635674 AA096126 AA700018 AV707753 
AI082545AU145681 AA629032 A1421367AA740589AA150830A1248541 AA988608 AA1 50478 W65437 

BM272753 H21979 T15405AA938406 F04963 AI188296 AW152629 AA905196 BG223058 A1831016AI766457AI81^02 AA77^3 AJ9^133 
AA775958 AJ261476 AA2194B9 AI688035 A1872093 BE537084 AW189078 D82630 AI123121 AL583492 BE350791 RM901 W654» BE155M2 
B1089081 BE1 55394 AL1 20538 AW166100 AI359620 AI174338 N20527 W47413 AA1 55615 AI272249 H25293 BE614558 H69864 AW3834W 
H78021 H1 1617 R56892 H23204 N21530 R82499 AW383522 AA774536 AL534331 W94127 W46459 AI866231 AA5132B1 AA192465 H69844 
W85827 AW383642 AW383529 AA171496 AL537424 BE814866 BF823254 R82553 AI809817 AI559406 

AKD00357 AI571830 AA579613 AA668790 BF939495 BF196886 AI990982 BF591 561 A18091 89 AW410232 BF739769 A1144392 BF«8721 
AI707495 AI423359 N52503 BE855784 N94367 AI023931 AA563662 AI744624 AI221298 AI299523 AI299520 B1491312 AI452711 A1360730 
AA622643 AW195955 AA470473 AW392767 AI21 8127 AA873430 AA906005 AA748160 H89523 AW020252 AW664988 AA970424 AA879079 

BE001 197 BF1 32049 

BE880923 BG390191 AW470082 AW014585 AI423255 BI714731 BG054894 AW780248 N316B3 AW564132 AW467353 ^&mmW 
BF447795 A1088357 AAB07328 AA576970 AI741153 AJ755003 AI474016 AJ422030 AI3481 14 AW997085 BM271753 AI363147 BM311311 AI146640 
A1246771 AW512619 AI359020 BG054897 AI292234 AJ21 5830 AI283836 C05205 AW503423 AW272680 N33205 AW873021 AA070724 AI753886 
AW192487 AI087151 AA658909AI346368 AI335677 AAB25442 AW440066 AW1 31357 AW513210AI082314AI085455 BE551404 AA780704 
AW008596 AI796964 AA917471 AI400531 AA668626 N72207 AI306482 AW440562 AI084687 AA347280 AA063536 BF477389 Att416KAAM1543 
AA484310 AA812486 AI032216 AA665779 A1915336 AI350590 BF198106 A1433377 AJ300638 A1672626 AC82741 A1351487 AW105544 AA973627 
AW51791 4 AA715424 AA508454 BF334080 AI274618 AW367201 AW572619 AW469088 AA382095 AI368364 A1146934 AI357180 AI361 1 81 
8191 1347 BI871044 AA136325 BF084010 BF084007 AA33578B AI92087B AA809614 BE932941 AI678261 C75308 AI148479 BE178174 W88513 

AbSiAL520743 BE811813 N53332 N99716 AL561910 AA280655 BE710392 AW05100AW293978 AW444556 AA281459 AI679751 A1873695 
BG700891 B1553517 R80518 BG779771 BG534451 AA479402 AW961580 BF061430 A1857643 AI76B486 AW51 2118 AA479302 AVOT0384 
AW072470A1041596AI049699AW592865AA976261 BEB79747BG114119 AW183811 AA909938 BF571621 BK507M BFB1375 BK25699 
AL050294 BC010371 BF982270 AL042656 BF095732 AW812618 BF095731 BG212397 BF678765 B1038602 BG388664 AW675337 
K939598 AW805570 AA527097 AW1 50540 A16U3720 AA743364 AI915793 N48185 AI573107 AA043474 A1351615 Al 969490 AI91 0763 R50866 

BMM6551 N Sl MAV^3705 AI631 833 AW237429 AW027804 AA729038 BE503409 A1521 935 BF739953 AA702982 AA557633 AA780065 
AI218139 AW194264 D20120 A108271 5 Al 969980 BE857686 BE32671 1 AW953706 AI393749 AI383821 W67199 AI431759 AI796526 AI521794 

AVWra52 BF2KM9 ^W01W53 SlS) AJ651B29 BE551767 AA558414 AI339359 BF059601 AI961162 AI341422 A1206248 AI206165 
AA548736 AA76B578 AI539081 AW025957 AA736837 N79575 AW594357 AA480892 

AK055070 AK055612 AK000174 BG619806 BG108086 AI741949 AI004176 BF891936 BF378565 AW197163 BE856860 BE245124 AW67441 1 
AA490531 AW674981 AA740788 AW274758 BF51 2523 AI521 278 AA548759 AI802431 AW051682 AI628247 AI799606 AW088103 AA236549 
A1191529 AW273168AJ168451 AW073812AW090611 AW003593 A1215845 AI799616AW474940AA954927BM193740 AW562704AW090127 

655 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



413497 
430068 
409208 

422960 

434280 
434442 
410730 
438089 



414405 



442495 
450139 



406819 
424677 
438980 
451129 
432666 
418259 



433162 
406870 
445493 
406797 
441623 



433891 
455263 



406794 
431155 
414150 
430915 
436716 



430283 



1518002J 
1177709 -2 
10117.2 

11862.2 

1474904J 
111738J 
114639J 
22448.4 



425284 3834_5 



874209.1 
112689.1 



92871B.1 
34017.1 



0.0 

2518 37 
917280 1 
149551 1_1 
144.7 
133853.1 



451653 MH115364J 



2167905 1 
0.0 

423456.1 

0.0 

3362.1 



430504 5477.6 



647290 1 
26143.1 



0J> 



0.0 

1235742.1 
2305332J 
197844.1 
2472838 1 
249224.1 

1418.1 



AA969444 AI080438 AA552500 AW237538 AA48106O AI246378 AA565227 AA398921 AA207051 AA721378 BF438608 AI086295 AI886630 
AA904112 AI864588 AW271985 AW078868 AA725342 BF326598 AA843572 AI082536 AA766664 AI4S3279 AA435673 AI619515 AA879080 
AA234592 AA890223 AA766824 B I259822 AA393631 AW968840 BE940639 T83865 BE762742 AW897470 W05809 N41 323 T87376 R68544 
H88711BI087136 

BE177661 H06215 BE144709 BE144829 
AA947566 

AK074047 AI144342 AW014280 BM145128 N28267 AW206231 AA9B9041 H93197 AW594063 BG236296 AW236606 AW081031 AA765843 
BM144372 AA989341 AI824838 AI963970 AI637671 AW196330 BG427526 BM1 48789 BF893644 BF881946 

BF090249 AW954947 AW890487 AI305236 D60845 D60537 AA825429 W36294 AW890410 AW088235 BF740240 AA448709 AI350279 AA8791 1 9 
AA319510 BE702077 BE69901 5 BE702046 AW901293 T99319 D81708 BF475488 D60383 D81751 BE699260 
BE005398 AA628622 AA994155 
AA662701 AA633929 M737415 

BW27950AA826016AI903441 BG939868AW979154 AA640872 BG547W 

BM475665 BE644917 AW770789 AW952971 N64863 BM263259 AI224545 A1184866 N691 14 AW51 8902 AI440169 AA809472 AV654440 
AA281642 AU185230 AW337382 AI872923 AI5371 13 N73882 T83378 H53731 BF671764 AW897824 AI81 1204 AA344646 BE0091 1 2 BG899664 
H91240 R60548N41701 

BM476120 BE672181 AI697653 AA938187 AI280879 AW340123 AI912727 AJ081775 AI089556 AJ191349 AI871604 A1631607 A1890800 AI701917 
AW771 624 AA663041 AI991576 Al 160622 AA771 763 BE089784 BE089788 AI222942 AW41 8516 AA32921 1 A1095736 BE550294 AA738345 
BE218683 BE670548 BG149505 BF061 776 01 9821 BE005786 BE178892 BE005728 BF841237 BE005648 R27634 
AW954733 AA31 5006 AW35S655 

AL047596 AA393792 AI670731 AI037957 AW874364 AI038137 N62286 AI241379 BE501096 AW090696 AI927369 AI669226 AI369437 AI371075 
AW612409 AI68671 1 AI183289 AA477717 AI076122 AA635190 AA700984 AA781508 081020 BFS75223 A1356183 D7931 2 AI375558 H611 11 
BG283489 BE090666 BE090664 BE090662 H26545 
AI184717AW51B883AF121173 

AK001838AU135179AU134241AV651702AV650032AV651304AV650101AV651263AV651888AW51866M628554AV65^ 

AV651 1 72 AW856145 AU1 17599 AU135386 BG254655 AA16691 9 BG483981 AW809606 BG494194 AA62281 1 AI676156 AA687804 AI701 729 

AU133725AW961387 AU1443B7 AU151757 AA551031 BE675412 N34769 AA713483AI890079AI588918AI361889AI209020AA668981 A1240990 

AA741144 AA490899 A1200221 AW589574 W96201 BG154182 AV655159 AA328145 N36348 A1081357 N76715 AA693346 AA742488 AI269719 

AA8974B3 A1886459 AU155873 H04255 AW243986 AA557749 AI286227 R68691 R33453 AW388097 

AA908472 

U09414 NW.003438 AA503545 A)022449 AA043458 AA766074 AA765442 AA805052 AI02821 1 AW609708 
AW502384 AA828822 AI982587 
BE072881 AI762181 BE072946 

AA558585 AA565499 AI360576 AW204069 AA991648 AA864939 

BM310925 AA426110 BM310629 BF434286 AW015091 BF475996 AW118867 BE6751 86 AI688568 AI453594 AW590589 AI652425 AI827969 
BF056946 AI802866 AI393380 AI476224 AW590639 AW136271 A1458252 A1524726 AA843768 AA7821 58 AI336056 AI097532 AW451563 
AA459408 AA459633 AA418444 W23607 BG940150 AW93445 AW054729 AI221929 A1868744 AA21 5405 AA76671 3 AA621 546 BF928317 
BE464132 AI990909 AW271459 AI262061 AA215404 N74332 BG940151 BG952261 AA972115 W96315 AA689586 R69057 BF766886 BE769254 
W05240 

BG119563 AW975776 BG498478 BE245304 AW450934 BF508792 AA599489 AA599477 AI805268 AA055489 AI128758 AA761425 AA731858 
A1302271 BE219432 AA687294 AA018972 AW629429 Z45675 AW961626 T30940 R34554 T84712 BG986694 
AJ74231 1 A1025842 AA578843 
AA075144 

AV71 1317 AI809938 AI808768 AI240593 AI91 5771 

A1432224 AW276B90 AI499346 AA93701 4 AA653573 A1318525 A1246219 AA961591 AJ270640 

BC022413 BE395396 BF754175 AA506621 BE706665 BE706678 AA723159 BE153169 BE706729 BE706558 BE153312 BE706706 AW371853 
AW371849BE153241 BC01 741 0 AI33791 2 AI090244 AW090300BE219837AI623661 BE501576BE501734AJ742232AI023964 AI45B424 
AA975373 AI28B904 Al 984583 AA890325 N32562 A1358102 AW241 694 AI038448 AI672071 A101 8389 AA576391 AA977874 AW189392 W37448 
AA612894 AI277548 H89551 AI699774 H89365 AA315805 AW579188 BC014584 BC014581 AW780125 AI672414 BE328145 AW600919 BF031306 
AW172758 BE708322 AA345675 BE875779 H28241 H25318 BF540913 BG179688 BF1 10202 AA528775 W37573 BE041644 AW366504 BM129522 
BM129822 AI122750 BE718200 AW887496 AA149420 BE706307 BE539395 BE748765 AI373653 R75904 BF979185 BF691393 BG495595 
BI094458 BE706702 BG496559 BF248373 BG49480O 

BE219720 BF475241 AJ571723BE21 9848 BI789268AI224899AA724864AW771 467 AA480255 AW845616AI440295 H52800BE218790AI681575 
AW300064 AW262133 H21558 AI363015 AI884914 H86948 
AW182329 AA613792 T05304 AW858385 

BG216963 BG1 64885 BG213710 BG204771 BG193014 BG197556 BG217481 BG198185 BG183594 BI596425 AA1 15605 AI589156 BF439839 
BG188832AI359615BG190473A1024233BF439574AW118065AI672797M610042BG212008AJ204^ 

AA307285 AA034218 BG482749 AW1 62429 BI602460 AA721969 AA476516 AA476416 AA9O3019 BF110864 AA307286 AA1 15471 AW964555 
AA423B26 AA1 151 29 AI419107 

AW088535 AI889321 AA954221 AI337552 R42581 AW194670 AA064862 AW001 147 AA864374 AA630699 AW276176 AA676615 AA857965 
A! 625428 AA580792 AA582038 AA58166B AA658065 AAB28156 AA857160 AA9361B3 AI149335 AA936925 AA581684 AA954198 AW238461 
AI2B1 504 A1265812 AA583267 AW2361 62 AA876535 AW304286 AW474334 AI559415 AI589241 AI660952 AA641 137 AI431 696 AI688844 
AA552513 AA564954 AW090553 A1205612 AI245753 AA954883 AA947909 AI866014 
A1890243 

AW971213 AA493925 AA493567 AA876839 AA934462 
T40644AA136139M136026 

BG425760 BF997600N48516 W73454 BF816344 BF997601 AA488953 
AI433540AA804981 AA728984 

BI91 81 68 AW779760 N48674 AI375997 AA235370 BG699146 A1913631 AI498402 AI016320 AA323193 R49021 059344 BG986750 N45526 
BG986917 T61382 R49391 R45432 AI203107 R35004 F07491 R25094 R35360 

BC01372B BI084032 BF090365 BE410706 N36391 WB0436 BF813124 R90857 R62778 H00591 H02329 AA355285 AK00OB26 BC008721 
BG744004 BG479141 BG823656 BG479061 AU121 103 AU138176 BG702567 B1599840 BG422775 BG700944 BE280747 AU138529 BE269929 
BG704110 AU123329 AU12205B AU138135 BG723106 BG722291 BG831041 BG705239 BE740517BE207133 BE252867 AU139772 BG714385 
BF568538 8E304393 BF971755 BE267965 BE272012 AU135396 AU124535 BI551682 BG700612 AIB15488 BG475195 BE388273 BE391517 
BM148991 BF929247 AV653435 AW250299 AW249189 BF093150 BF093173 AW205325 BF0571 01 BF000551 A1341 108 AL1 62009 AK026136 
BE907957 W73238 81711467 BG926027 AI816428 AA837518 AI754405 BG179142 AA481485 AW023435 BE855747 AI885101 N52163 AI016096 
AI090204 BE677045 A1523320 AI126855 M26501 AA043680 AA976459 AI039590 AI937917 AI361000 W94866 AI375797 A1079801 A1168236 
AA599882 AA084368 AI342635 A1190294 N26093 AI0B5234 A1298169 BF939715 AI223164 H98704 BE218925 N29394 AI918735 N41 520 Al 147784 
AI918796 AA854317 N22193 AA199850 AI149728 AA121263 A1051074 AA5651 16 AI097349 N22209 AA552917 N331 51 052422 BF477483 
AA476599 AA525787 AI279198 D53353 AA738063 AA558406 BI496334 AA999948 AA425847 B1496335 AA909624 BF197591 AW023259 AI652819 
T31424 AA088213 T31 1 1 5 AI206650 AA976796 AI948989 AW248762 AA449265 AA290687 AI682521 AA310227 238743 AA935369 AW1 1 9141 
BF941087 A1470657 A1349451 AW079338 D45665 N21640 T30071 AM46705 R60220 BE833481 R49680 R70049 R41 223 R32402 R69984 R701 1 1 
BM476906 BE293615 BE382443 BF155692 BE720638 BE931983 BE720594 BF085890 AA336953 BF081638 AA359915 AA3841 16 AA360142 

656 



WO 03/042661 



PCT7US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



433009 
415995 



434372 
436812 
406799 
430958 
418905 



406813 
416876 
447197 
457068 



44063B 
400281 



406781 
440129 



419970 

432586 
426395 



445093 
438962 
425097 



437386 



418866 
400244 



2142268J 
2117J 



858779,1 
659779J 
0_0 

12371 15J 
517J 



BI667664 BG823235 BE315559 BE301958 BE8911 14 BG826267 BE253680 B6979094 AV722757 N67629 BG997927 BI915769 BG680692 R62777 
BE251 1 16 H56358 AW369586 BG677759 8I044604 R75787 BE770960 M69529 R69983 AA259238 R97827 AA310379 W01 103 AI8733B4 
AL554578 BF038102 H87182 H87517 H01574 T52573 N28881 AA301397 T92375 R68401 AW800465 AI268172 BE876949 D54019 AI909769 
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BI093066 C14063 AL534349 BE255883 BE254088 AA428399 AW579360 AW579381 N53144 D60748 D54020 BG292106 H96705 D52423 T36174 
D54161 R73016 D55021 BI857200 H83444 61016954 D54163 R15563 B1818664 BE152207 BI048502 BF885667 BE613212 BE165773 BF149332 
AW607045BE305200 

409019 32320 4 BM480413 N26908 H39792 BE240B26 BE882093 BE240827 AW868637 BF739795 AA700834 AA769597 AA489668 AW968806 AW085196 
A1093280 A1218457 M063138 AI632958 AW515005 A1570530 Z41724 AA74B789 AI696584 AA062544 AA773643 AA490285 
AA761668AA573621 R09570 R92814 

M95678 NM.004573 AL530754 A1439623 AW374413 BF898880 AW630959 BF875526 AW402206 BF81 8690 BF893068 AW5041 10 AW408049 
BG002913 AL530753 A1524064 AW769231 AA464970 AA293723 AI095051 A1953375 AI982938 BM146050 AW575804 AA962489 AI655426 
BM146046 T28538 BE241936 T89023 BI910963 AI416986 AI7671 1 1 AJ422290 AW468260 BE676853 AI656771 AJ961755 F04675 AA682826 
AA737606 BM194382 AA912021 AW183098 BE676682 AI962227 AI591366 AA621765 AA293724 R51642 F10194 BI909727 BFB92632 AW950600 
AW950138 BG258587 BF892649 AI 800647 BF892710 AA353176 BF894726 AA465038 BI040869 BI837749 BE244320 H18054 T74300 AW797026 
AA926790 F32814 AW751282 AI933994 AA578823 T78372 BF899896 BF882808 BF974969 
BG622121 AA631424 AA988296 AA631373 
AW978773 AW298067 AA810101 AW194160 AA731645 AI690673 
AA908548 

AW972830 AA489820 AA527647 AA570362 

BM469076 AA533027 AI127512 AI368802 AA533141 AA700560 AW576028 AI610851 AI435361 BM129172 AW474544 BM1 28899 A1B1 4292 
AW502O39 AA531243 BF941858 AW502037 AA702337 A1419854 AA662755 AA934364 AI30O51O A1291 136 AA505263 A1 144527 AI07691 9 
A1633534 AI242473 AA938561 BG055372 AA51 2894 AI671 356 AA962403 BF808010 AA663911 AAB47056 AA513301 AA369069 AA377265 
BG291206 AA402298 AA885766 AW801 002 AA302290 AI305842 AW800873 AA302492 AA478427 AI817291 AW801 104 AW801 028 AA865744 
BF1 55979 AI374743 AA478431 AI159846 AI369757 A1800672 BF435788 AA255451 AI937707 AW006198 AI280363 BF062434 AW801 1 15 
AI919181 F28413 W04214AW152380AW901567 AW901570AA886371 AA384251 AI302846 BE70 1 902 AA93 1606 H42673 R33703AW901556 
AA00981 6 AW901568 AW352200 AA256558 H15928 BI087170 AW800530 AA369063 N98562 H28652 N34644 H97650 H00956 W70039 A1142831 
AA009817 F37136 N70289 AA531347 R72374 H27488 R66605 
0.0 AW276131 
121279J AA740616AA654854AA229923 
2176805 J R38075 R3B167 AI366546 

1196 1 BC022444 BC004138 NM 000970 BC020679 X69391 D17554 BC013B63 8G779630 BG574189 BG571986 8G494603 BG575713 AV702244 

AU145720 A)568177 BE350654 BG943995 AA730918 AA634024 AV744673 AI61 1 573 AI613381 AI613403 A1250148 AW301759 AI312307 
AI376488 BE139682 AV743357 A1371951 AI613376 AI613570 AI345719 AI312458 AI612697 AI334453 AW268747 AW26831 8 AI343026 AI335454 
AI31 3096 AI30801 1 AW075176 A1348782 AI334479 AW268332 AI61 1433 AI37190B A131 2459 AI371647 A1370051 A1335217 A131 2262 AI610971 
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A1309664 BF054905 AJ370092 A1349212 AI345583 AI334554 AI312242 BF055856 AI612686 AI61 1 382 AI610952 AI345301 A1312235 AI610936 
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A161 1948 AI583382 AI583284 AI583245 AI379398 AI371935 AI340564 AW301840 AI862239 AI61 2025 AI61 1869 A1609852 A1345449 AI31 2375 
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BG170638 N90052 
AI207197 BF773544 AW1964B2 
AI207343 BF813684 BF928775 AA828585 

AFO7O570 BF439282 BF109960 AI480268 AI038060 AW082339 BF516290 BE218214 A146995S AA039955 BE644674 AI861871 AA766231 
AA845840 W85716 AA676253 A1087188 AA022908 AW953178 T33195 BF59471 1 AA488969 R55652 D81245 D80778 D81560 AW960933 
BF930897 BE698103 AAO40024 BF515960 BE168475 AA453247 A1267601 R60894 R44223 T33194 AA1 14936 W31 640 W38829 W39109 
AA004849 H41952 W88634 BF031932 BM423354 AL041 825 H29654 AI9081 78 W85754 AI905762 AA309860 C04540 AA340246 H84669 
BM476605 B15450O4 B1834635 BG11 2453 B1199049 BG112759 AA149846 H97925 AA306121 AA313204 W52451 AI734997 AA931 168 AA429766 
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BG480900 BG419627 BG248771 BF975542 BM042233 BI161 149 BG831302 BG830033 BG829626 BM050064 BI193014 BI161360 BG822729 
BG110091 BG106500 BI258369 BG831982 BM458301 BM019513 BI161350 B11 14178 BG481 969 BG474870 BF974048 BF971122BE741405 
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TABLE 56C 

Pkey: 

Ret 

Strand: 



human chromosome 2T Dunham, et al. (1999) Nature 402:48*495. 
Indicates DNA strand from which exons were predicted. 



NLposltion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposifon 


402474 


7547175 


Minus 


53526-53628,55755-55920,57530-57757 


402145 


8018280 


Phis 


113086-114800 


401091 


9958240 


Plus 


94760-94898 


401466 


6682292 


Plus 


28748-29023 


401113 


9966541 


Mnus 


19419-19959 


406542 


7711499 


Plus 


117335-118473 


4050B6 


8072509 


Plus 


73664-73841,74081-74217.74610-74779,7492 


401846 


7712190 


Minus 


82775*2823,82912-83022 


404854 


7143420 


Phis 


14260-14537 


405266 


4156171 


Minus 


63337-63552 



TABLE 57A: 703 genes upregutated In testicular cancer reWve to normal body tissues 

Table 57A lisls about 703 oenes unregulated in testicular cancer relative to normal body tissues that are likely to encode proteins amenable to moditelion by small rnotecules, 
X^^^^^^^ 5»» °" *• Ee^BymeMx H u03 Genechto a^^r^pr^data to, each 
S was expressed as avenge intensity (Al). a normalized value reflecting the relative level of mRNA expression. The proton products of thoe genes otten iriMwnM 
EiS ol have oncotic function or of transducing intracellular signals, or of bang modulatabte by small molecules, peptides, or antibodies (e.g. pkmase, deatlHtomam. 
7tm. phosphatase, or toojransporter). Certain predicted protein domains are noted. 
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Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar accession number, GenBank accession number 

UniGenelO: UniGene number 

Fted.ProLDomains: Certain predicted protein domains. Abbreviations used: TM, transmembrane domain; SS, signal sequence: =Y. very likely to contain: =M, 

likely to contain: other protein domain abbreviations are from PFAM (Nucleic Adds Research, 2002, 30:276-280). 
UniGene Title: UniGene gene title 

951" percentile of testicular cancer Als divided by the 50th percentile of normal tissues Als, where the 10th percentile of all normal tissue AJs was subtracted 
from both the numerator and denominator 



R1 



10 Pkey; ExAccn; UnlgenelD; Unigene Title; Pred.ProtDomains; Rl 

424687; J05070; Hs.151738; matrix metalloproteinase 9 (getatinase B, 92kD getatinase, 92kD type IV collagenase): matrix metalloproteinase 9 (getatinase B- 31 23 
440119; AA865455; Hs.125331; ESTs, Moderately similar to unknown fRsapiens]; ESTs, Moderately similar to unknown (H.s; 27.37 
421241; X91817;Hs.1M866;transkelo^ 
I -> 431840; AA534908; Hs.2860; POU domain, cfass 5, transcription factor 1; POU domain, class 5, transcription facto; 25.03 
435918; AF263538; Hs.86232; growth differentiation factor 3; growth differentiation factor 3; 19.88 

432666; AW204059; Hs.351 1 1 8; ESTs, Weakly similar to unnamed protein product [H.saptensI; ESTs, Weakly simUar to unnamed protein ; 1 7 74 
419556; U29615; Hs.91093;chiBnase 1 (chltotriosHase); chitjnase 1 (chitotriosidase); 17.64 
452838; U65011; Hs.30743; preferentially expressed antigen In melanoma; preferentially expressed antigen in mela; 17.06 
20 417886; AA214584; ; ESTs; ESTs; 15.95 

412265; AA101325; Hs.86154; hypothetical protein FU12457; hypothetical protein FU12457; 15.93 

425572; AB01 1076; Hs. 158307; undifferentiated embryonic cell transcription factor 1; undifferentiated embryonic cefl transcri; 15.82 
423905; AW579960; Hs. 1351 50; lung type-l cell membrane-associated glycoprotein: lung type-l cell membrane-associated gly; 15 11 
419741; NM.007019; Hs.93002; ubfquilin carrier protein E2-C; ubiquifjn carrier protein E2-C; 15.08 
ZD 4275B4; BE410293; Hs.179718; v-myb avian myeloblastosis viral oncogene homokx>fike 2; v-myb avian myeloblastosis vira! oncogen* 14.17 
418696; AW959433; Hs.326290; hypotheUcal protein FU12581; hypothefical protein FU125B1 ; 13.5B 
416819; U77735; Hs.B0205; pim-2 oncogene; pim-2 oncogene; 13.20 

414034; U89277; Hs.305985; early development regulator 1 (homolog of poh/honieotic 1); earty development regulator 1 (homolog o; 1293 
4M077;AO105952;Hs.37062;Mr^ 
30 432730; AI066520; Hs.131358; ESTs; ESTs; 1284 

446293; AI420213; Hs.149722; LIM domain trariscrirjuon factor UM-1 (hllM-1) mRNA LIM domain transcription factor LIM-1 (h; 1274 
423354: AB01 1 130; Hs.127436; calcium channel, voltagtHfependent, alpha 2/detta subunit 2; calcium channel, voltage-dependent, alph; 1 2.46 
450581;AF081513;Hs.25195;TGF-beta4;TGF-beta4;1i42 

450719; A1096837; Hs.21349; ESTs, WeaWy similar to RB8B.HUMAN RAS-REIATED PROTEIN RAB-6B IRsaptensJ; ESTs, Weakly similar to RB88 HUMAN RAS-R; 1226 
D D ^1462;AW583672;Hs.2563l1;granin-tikerieuTO^ 

431354; BE046956; Hs.251673; DNA (cytosine-5-Hnethyl transferase 3 beta; DMA (cytosine-5-HT^yltransferase 3 be" 1 1 91 
402199; ;; Targe! Exon; Target Exon; 1 1.85 

424578; AK001973; Hs.150890; hypothetical protein: hypothetical protein; 11.81 
416350; AF188625; Hs.189507; phosphoBpase A2, group I1D; phosphoRpase A2, group 110; 1 1.67 
4U 439979; AW600291; Hs.6823; hypothetical proteJn FU10430; hypothetical protefn FU1Q430; 1 1.57 
410048; W76467; Hs.343874; proline oxidase homolog; proline oxidase homolog; 1 1.42 

442573; H93366; Hs.7567; branched chain aminotransferase 1, cytosoOc; branched chain aminotransferase 1, cytos; 1 1.42 
414812; X72755; Hs.77367; monokine induced by gamma interferon; monokine Induced by gamma interferon; 1138 
421917; AB028943; Hs.109445; KIAA1020 protein; KIAA1020 protein; 11.15 
43 440006; AK000517; Hs.6844; NALP2 protein; PYRIN-Containing APAFI-Uke; NALP2 protein; PYRIN-Containing APAF1-U; 10.92 
414683; S78296; Hs.76888; hypothetical protein MGC12702; hypothetical protein MGC12702; 10.91 

423673; BE003054; Hs.1695; matrix metalloproteinase 12 (macrophage elastase); matrix metaHoproteinase 12 (macrophage ; 10.74 
433800; A1034361; Hs.135150; king type-l cefl membrane-associated glycoprotein; rung type-l cefl membrane-associated oJy; 10 68 
429120; AK001673; Hs.196530; hypothetical protein FU1081 1; hypotheficaf protein FU1081 1; 10.48 
444371; BE540274; Hs.239; fbrkhead box Ml; forkhead box Ml; 10.46 
441553; AA281219; Hs.121296; ESTs; ESTs; 10.37 

426534; U58096; Hs.2051; testis specific protein, Y-Med; testis specific protein, Y-finked; 10.28 
441878; AI801869; Hs.127982; ESTs; ESTs; 10.06 

- - 4321 17; AL036195; Hs.2909; protamine 1 ; protamine 1; 10.01 

J J 425427; AI652662; Hs.317432; branched chain aminotransferase 1. cytosofic; branched chain aminotransferase 1. cytos: 9 97 
416201; AA467752; Hs.195161; ESTs; ESTs; 9.97 
410929; H47233; Hs.30643; ESTs; ESTs; 9.91 

427486; AA974433; Hs.362432; fibroblast growth factor 4 (heparin secretory trarisformrng protein 1, Kaposi sarcoma oncogene}; fibroblast growth factor 4 (heparin seer; 9 81 
427239; BE27fj447; rte.356512; ubiquifa ^ '* W™"*.*" 

OU 402680;; . Target Exon; Target Exon; 9.68 

409208; Y00093; Hs.172631; tntegrin, alpha X(anDgen CD11C(p150), alpha polypeptide); integral, alpha X (antigen C011C (p150),; 9.46 
443426; AF098158; Hs.9329; chromosome 20 open reading name 1; chromosome 20 open reading frame 1; 9 42 
440207; AI371 978; Hs.1 28326; ESTs; ESTs; 9.41 

- 433001; AF217513; Hs.279905; clone HQ0310 PRO0310p1; done HQ0310 PRO0310p1; 9.41 
TO 447534; AW953935; Hs.288655; ESTs; ESTs; 9.33 

442333; A1650877; Hs.129302; ESTs; ESTs; 9.28 

421 307; BE539976; Hs.103305; Homo sapiens mRNA; cDNA DKF2p434B0425 (from clone DKFZp434B0425); Homo sapiens mRMA; cONA OKF2p434B0425 (f. 9.24 
423458; A1204212; Hs.351113; ESTs; ESTs; 9.23 

431958; X63629; Hs.2877; cadherin 3, type 1, P-cadherin (placental); cadherin 3, type 1, P-cadherin (placenta; 9.23 
/ U 422938; NM_0Q1809; Hs.1594; centromere protein A (17kD); centromere protein A (17kD); 9.21 

41 1027; AF072099; Hs.67846; taukocyte fmnunogtobufin-Iike receptor, subfamily B (with TM and ITIM domains), member 4; leukocyte tiroranooioburin-like receotor • 9.21 
425397; J04088; Hs.1 56346; topds^erase (DNA) llalrjha(170kD);topoisom^ ^ ^ 

428664; AK001666; Hs.189095; similar to SALL1 (sal (DrosophilaHike; similar to SALL1 (sal (DrosophilaHike; 9.17 

428970; BE276891; Hs.194691 ; retinoic acid induced 3 (RA1G1); rnetabotropic glutamate family GPCR; retinoic acid induced 3/RAIG1)- metaboc 9 1 1 
/ J 447733; AF157482; Hs.19400; MAD2 (mitotic arrest deficient, yeast, hornologHike 2; MA02 (mitotic arrest deficient, yeast tv 9.1 1 
422310; AA316622; Hs.98370; cytochrome P450, subfamfly IIS, polypeptide 1; cytochrome P450, subfamfly HS, pofypept; 9 10 
449722; BE2B0074;Hs.23960;cyclinB1;cycnnB1; 8.86 .h-w. 
441560: F13386; Hs.7888; v-erb-a avian erythroblastic leukemia viral oncogene homotog.Rke 4 (HER4); v-erb-a avian erythroblasbc leukemia vi; 8.86 
440983; M20681; Hs.7594; solute earner family 2 (facilitated glucose transporter), member 3; solute carrier family 2 (facilitated gtu* 8 86 
409342; AU077058; Hs.54089; 8RCA1 associated RING domain 1; BRCA1 associated RING domain 1; 8.83 
420387; AA259090; Hs.257028; ESTs; ESTs; 8.82 

415947; U04045; Ks.78934; mutS (E. coli) homolog 2 (colon cancer, nonpolyposis type 1); mutS (E. cofi) homolog 2 (colon cancer, ; 8 73 
41 8613; AA744529; Hs.86575; mitogen-activated protein kinase kinase kinase kinase 1; rmlogervaclivaled protein kinase kinase ; a71 
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417407; AA923278; Hs.290905; ESTs. Weakly similar to protease [H^aplens]: ESTs, Weakly similar to protease (H.sapi; 8.64 

407239; AA076350; Hs.67846; leukocyte rrnmunogtobufin-like receptor, subfamily B (with TM and ITlM domains), member 4; leukocyte immunoglobutin-tike receptor, ; 8.58 
43648 1 ; AA379597; Hs.5199; HSPC150 protein similar to ubiquitin-conjugating enzyme; HSPC150 protein similar to ubiquiliivcon; 8.55 
412140; AA219691; Hs.73625; RAB6 interacting, Wnesin-like (rabkinesJn 6); RAB6 interacting, kinesin-like (rabWnes; 8.52 
J 438091 ; AW373062; Hs.351 546; nuclear receptor subfamily 1 , group I, member 3; nuclear receptor subfamily 1, group I, m; 8.51 
424800; AL035588; Hs.153203; MyoD family Inhibitor; MyoD family inhibitor, 8.45 
447188; H65423; Hs.17631; hypothetical protein DKFZp434E2135; hypothetical protein DKFZp434E2135; 8.45 
430056; X97548; Hs.228059; KRAB-asscciated protein 1; KRAB^ssociated protein 1; 8.42 
41 7389; BE260964; Hs.82045; midkine (neurite growth-promoting factor 2); midkine (neurite growth-promoting factor, 8.40 
1 U 430676; AF084866; Hs.372585; gbiHomo sapiens envelope protein RlC-3 (env) gene, complete cd; gb:Homo sapiens envelope protein R1C-3 (; 8.38 
420759; T11832; Hs.127797; Homo sapiens cDNA FU1 1381 fis, done HEMBA 1000501; Homo sapiens cDNA FU11381 fis, done HE; 8.38 
406521; X57809; Hs.181125; immunoglobulin lambda locus; Immunoglobulin lambda locus; &37 
453914; NMJHJ0507; Hs.574; fructose-1,6-blsphosphal8se 1; fructose>1,6-bisphosphaiase 1; 8.25 
423198; M81933;Hs.16H*cdldivisi^ 

ID 418299; AA279530; Hs.83968; mtegrin, beta 2 (antigen CD18 (p95), lymphocyle rundlon-assodaied antigen 1; macrophage antigen 1 (mac-1) beta subunit); integrin, beta 2 (antigen 
CD1B(p95),ty;8.17 

453968; AA847843; Hs.6271 1; High mobility group (nonhistone chromosomal) protein 4; High mobility group (nonhistone chromoso; 8.16 
453985; N44S45; Hs.251865; ESTs; ESTs; ai4 
451 106; BE382701; Hs.25960; N-MYC oncogene; N-MYC oncogene; 8.10 
l\) 420347; AL033539; Hs.97124; Human DNA sequence from done RP1-309H15 on chromosome 6p22.1-22.3 Contains a gene similar to HDGF (hepatoma-derived growth factor (high- 
mobility group protein 1-fike}), ESTs, STSs, GSSs and a CpG Is!; Human DNA sequence from clone RP1-309H15; 8.03 
415857; AA866115; Hs.127797; Homo sapiens cDNA aJ1 1381 fis. done HEMBA1000501; Homo sapiens cDNA FU 11381 Ms, done HE; 8.02 
425601; AW629485; Hs.140720; GSK-3 binding protein FRAT2; GSK-3 binding protein FRAT2; 7.90 

421016; AA504583; Hs.101047; transcription factor 3 (E2A Immunoglobulin enhancer binding factors E12/E47); transcription factor 3 (E2A immunoglobul; 7.89 
ZD 432407; AA221036; ; gbzrOSfterl Stratagene NT2 neuronal precursor 937230 Homo sapiens cONA done 5* simitar to SWiPOl^BAEVM P10272 POL POLYPROTEIN \ mRNA 
sequence; gb:zr03f 1 2.r1 Stratagene NT2 neuronal pr; 7.63 

422846; BE513934; Hs.1583; neutrophil cytosdic factor 1 (47kD, chronic granulomatous disease, autosomal 1); neutrophil cytosoDc factor 1 (47kD, chr 7.80 

433228; F28212; Hs.14953; K1AA1491 protein; KIAA1491 protein; 7.73 

446528; AUD76640; Hs. 15243; nudeolar protein 1 (120kD); nucleolar protein 1 (1 20JcD); 7.71 
D U 447350; A1375572; Hs.1 72634; v-erb-a avian erythroblaslic leukemia viral oncogene homotog-like 4 (HER4); v-erb-a avian erythroblastic leukemia vi; 7.71 

448775; AB025237; Hs.388; nutfix (nucleoside Diphosphate linked moiety X)-type motif 1; nudix (nudeoside diphosphate linked md; 7.71 

430253; AK001514; Hs.236844; hypothetical protein FU10652; hypothetical protein FU10652; 7.70 

444784; D12485; Hs.11951; ectonudeotide pyrophosphatase/jf^phodiesterase 1 (Plasma-cefl membrane glycoprotein PC-1); ectonucteotide pyrophosphatase/dxBDhodr 7 62 
443537; D13305; rte.203; chotecystc^inh B recepton cholecystokW^ ' 
J J 446291; BE397753; Hs.14623; interferon, gamma-indudble protein 30; Interferon, gammaindudble protein 30; 7.55 

410006; AW732303; Hs.57783; eukaryolic translation initiation factor 3, subunit 9 (eta. 1 16kO); eukaryobc translation initiation factor, 7.53 
430255; AK00O7O3; Hs.323822; Homo sapiens mRNA for WAA1551 protein, partial cds; Homo sapiens mRNA for KIAA1 551 protein. ; 7.52 
41 1975; AI916058; Hs.144583; 3"UTR of. dead ringer (OrosophilaHike 1; 3*UTR of. dead ringer (DrosophilaHike ; 7.50 

439864; AI720076; Hs.291997; ESTs, Weakfy similar to A47582 B-cell growth factor precursor (Rsaptens); ESTs, Weakly similar to A47582 8-ceil gr, 7 47 

440773; AA352702; Hs.37747; Homo sapiens, Simitar to RIKEN cDNA 2700083B06 gena, dona MGC:4669, mRNA, complete cds; Homo sapiens, Similar to RIKEN cONA 2700- 7 47 

417705; AW134952; Hs.175220; hypothetical protein FU14541; hypothetical protein FU 14541; 7.47 

425367; BE271 188; Hs.155975; protein tyrosine phosphatase, receptor type. C-assodated protein; protein tyrosine phosphatase, receptor 1 7.47 
407710; AW022727; Hs.23616; ESTs; ESTs; 7.45 
445093; AI207197; Hs.374149; ESTs; ESTs; 7.41 

418113; AI272141; Hs.83484; SRY (sex determining region Y)-box 4; SRY (sex determining region Y)-box 4; 7.39 

417900; BE250127; Hs.82906; COC20 (cell division cyde 20, S. cerevisiae, homdog); CDC20 (cell division cycle 20, S. cerevi; 7.37 

429469; M64590; Hs.1 11801; glycine dehydrogenase (decarboxylating; glycine decarboxylase; grydne cleavage system protein P); glycine dehydrogenase (decarboxytattna- ; 7 33 
422726; Ul 1690; Hs.1572; fadogenital dysplasia (Aarskog-Scott syndrome); tadogenital dysplasia (Aarskog-Scott sy; 7.33 
430504; H52761; Hs.44095; Homo sapiens, done MGC:1 2617, mRNA, complete cds; Homo sapiens, clone MGC:12617. mRNA, com; 7.32 
50 448981; AI968719; Hs.1 95387; ESTs; ESTs; 7.28 

41 3762; AW41 1479; Hs.848; FK506-c4ndmg protein 4 (59kD); FK505-tinding protein 4 (59kD); 7.26 

435092; AL137310; Hs.4749; Homo sapiens mRNA; cDNA DKFZp761E13121 (from done OKFZp761E13121); partial cds; Homo sapiens mRNA; cDNA DKFZp761E13121 {■ 7 25 
434414; AI798376; ; gb:tr34b07.x1 NCLCGAP_Ov23 Homo sapiens cDNA done 3" similar to TR:015475 015475 UNNAMED HERV-H PROTEIN ;. mRNA sequence; gb*34b07 x1 

NCl_CGAP_Ov23 Homo sapiens; 7.24 
D D 428977; AK001404; Hs.194698; cydin B2; cydm B2; 7.19 

434274; AA628539; Hs.57783; ESTs, Moderately similar to ALU INHUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY lH.sapiens1; ESTs, Moderatety 

simaar to ALU1_HUMAN A; 7.19 

446700; AW206257; Hs.1 56326; Human DNA sequence from done RP11-1 45122 on chromosome 6p21. 32-22.2. Contains the gene for rrryefintofaatenxfrocyte grycoprotefn MOG 
- (part of) the gene for a novel KRAB box contaming C2H2 type zinc f; Human DNA sequence from done RP1 1-145L2; 7.16 

OU 420524; AB010575; Hs.98547; arniloride-sensitrve cation channel 3, testis; amikxide-sensitive cation channel 3, te; 7.15 

439053; BE244588; Hs.6456; chaperonm containing TCP1, subunit 2 (beta); chaperorm contaming TCP1, subunit 2 (tr 7.14 

445076;Al2068B8;Hs.154131;ESTs;ESTs;7.14 

448588; AI970276; Hs.156905; WAA1676; WAA1676; 7.13 

423486; AF155827; Hs.203963; hypothetical protefn FU1 0339; hypolheucal protein FU10339; 7.10 
OD 441352; BE614410; Hs.23044; RAD51 (S. cerevisiae) homdog (E coli RecA homdog); RAD51 (S. cerevislae) homotog (E cdl Re; 7.04 

433914; AF108138; Hs.1 12160; Homo sapiens DNA helicase homotog (PIF1) mRNA, partial cds; Homo sapiens DNA heficase homdog (RF1); 7.02 
413278; BE563085; Hs.833; interferon-stimulated protein, 15 kDa; interferorvsfimulated protein, 15 kDa; 7.02 

423765; R23858; Hs. 143375; Homo sapiens, done IMAGE3840937, mRNA, partial cds; Homo sapiens, clone IMAGE:3840937, mRNA.; 6.96 

416658; U03272; Hs.79432; fibnlBn 2 (congenital contracturat arachnodacryfy); fibnTTin 2 (congenita) contractural ara; 6.92 
/ V 438450; AI050866; Hs.65853; nodal, mouse, homolog; nodal, mouse, homdog; 650 

415323; BE269352; Hs.949; neutrophil cytosotic factor 2 (65kD. chronic granulomatous disease, autosomal 2); neutrophil cytosolic factor 2 (65kD chr 6.90 

444381; BE387335; Hs.283713; hypothetical protein BC014245; hypolheecal protein BC014245; 6.89 

447582; BE293520; Hs.1B910; prostate cancer overexpressed gene 1; prostate cancer overexpressed gene 1; 6.89 

424779; AL046851; Hs.153053; CD37 antigen; C037 anligen; 6.89 
/ 0 443907; AU076484; Hs.9963; TYRO protein tyrosine kinase binding protein; TYRO protein tyrosine kinase binding pro; 6.84 

427298; AA400495; ; ESTs; ESTs; a82 

414732; AW410976; Hs.77152; mintchromosome maintenance defident (S. cerevisiae) 7; minichromosome maintenance defident (S.; 6,81 

424959; NMJXJ5781; Hs.153937; activated p21cdc42Hs Wnase; activated p21cdc42Hs kinase; 6.81 
Qn 426866; U02330; Hs.172816; neuregufin 1; neuregufai 1; 6.B0 
OU 418203; X54942; Hs.83758; CDC28 protein kinase 2; CDC28 protein Wnase 2; 6.80 

427521; AW973352; ; ESTs; ESTs; 675 

430397; AI924533; Hs.105607; bicarbonate transporter related protein 1; bicarbonate transporter related protein ; 6 .75 
427719; AI393122; Hs.134726; ESTs; ESTs; 6.74 
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439453; BE2S4974; Hs.6566; thyroid hormone receptor fnteractor 13: thyroid hormone receptor fnteractor 13; 672 
453348; BE272318; Hs.8595; hypothetical protein FU12438; hypothetical protein FU12438; 6.71 

446113; AW967553; Hs.323518; Homo sapiens mRNA for FU00083 protein, partial cds; Homo sapiens mRNA for FU00083 protein, ; 6.70 

445363; NMJJ05993; Hs.12570; tubulm-spedfic chaperone d; tubulin-speafc chaperone d; 6.70 

433701; AW445023; Hs.15155; ESTs; ESTs; 6.69 

418054; NM_002318; Hs.83354; lysyl oxidase-Rke 2; lysyl oxWase-like 2; 6.63 

441031; A11 10684; Hs.7645; fibrinogen. B beta polypeptide; fibrinogen. 6 beta polypeptide; 6.62 

439237; AW408158; Hs.31 8893; ESTs, Weakry simiJar to A47502 8-cefl growth factor precursor (Rsapiens); ESTs. Weakry similar to A47582 B-ceil gn 6.59 

424381; AA285249; Hs.146329; protein kinase Chk2 (CHEK2); protein kinase Chk2 (CHEK2); 6.58 

414821; M63835; Hs.77424; Fc fragment of IgG, high affinity la, receptor for (C064); Fc fragment of IgG, high affinity la, re; 6.58 

418883; BE387036; Hs.1211; add phosphatase 5, tartrate resistant; acid phosphatases, tartrate resistant 6.57 

414161; AA136106; Hs.184852; K1AA1553 protein; KIAA1553 protein; 6.57 

437437; AA226869; Hs.351623; hypothetical protein DKFZp762L0311; hypothetical protein DKFZp762L0311; 6.55 

425769; U7251 3; Hs.1 59486; Human RPL13-2 pseudogene mRNA, complete cds; Human RPL13-2 pseudogene mRNA, complete ; &55 

452363; AI582743; Hs.94953; Homo sapiens, Similar to complement component 1. q subcomponent, c polypeptide, done MG&17279, mRNA, complete cds; Homo sapiens, Simflar 
to complement comp; 6.55 

422765; AW409701; Hs.1578; baculovfral (AP repeat-containing 5 (survivin); baculoviral IAP repeat-containing 5 (sun 6.51 

409893; AW247090; Hs.57101; minichromosome maintenance deficient (S. cerevisiae) 2 (mitotin); minichromosome maintenance deficient (S ; 6.50 

418918; X07871; Hs.89476; C02 antigen (p50), sheep red blood cell receptor; CD2 antigen (p50), sheep red blood cell ; 6.49 

41791 1; AA333387; Hs.82916; chaperonin containing TCP1 , subunit 6A (zeta 1); chaperonin containing TCP1, subunit 6A {; 6 44 

427747; AW41 1425; Hs.180655; serine/threonine kinase 12; serine/threonine kinase 12; 6.43 

409142; AL1 36877; Hs.50758; SMC4 {structural maintenance of cto-omosomes 4, yeast)-Cke 1; SMC4 (structural maintenance of chromoso; 6.42 

430280; AA361258; Hs.237868; mterteukln 7 receptor; Interleukin 7 receptor; 6.42 

432938; T27013; Hs.31 32; steroidogenic acute regulatory protein; steroidogenic acute regulatory protein; 6.42 

422809; AK001379; Hs.121028; hypothetical protein FU10549; hypothetical protein FU10549; 6.40 

427578; AI591 305; Hs. 169084; ESTs. Highly similar to TUL3JWMAN TUBBY RELATED PROTEIN 3 [Rsapiens]; ESTs, Highly similar to TUL3 HUMAN TUBBY; 6 40 

41 71 15; AW952792; Hs.33461 2; small nuclear ribonudeoprotein polypeptide E; small nuclear ribonucleoprotein polypept 6.39 

428227; AA321649; Hs.2248; small inducible cytokine subfamily B (Cys-X-Cys), member 10; small inducible cytokine subfamily B (Cy; 6 39 

441384; AA447849; Hs.288660; retinoic acid Induced 3; retinoic acid induced 3; 6.38 

438915; AA280174; Hs.285681; Wiiams-Beuren syndrome chromosome region 14; Wifliams-Beuren syndrome chromosome regi; 6.34 
41 6773; AK00034Q; Hs.79828; hypothetica) protein FU20333; hypothetical protein FU20333; 6.34 

451999; AW176401; Hs.27424; OEAD/H (Asp-Qu-Ala-Asp/His) box porypepfide 1 1 (S.cerevisiae CHL1-fike helicase); DEAD/H (Asp-Qu-Ala^sprtMts) box pdypep* 6 31 

444159; AF116846; Hs.10431; dead ringer (DrosophiiaHike 2 (bright and dead ringer); dead ringer (OrosophilaJ-like 2 (bright ; 6.31 

425274; BE281191; Hs.155462; minichromosome maintenance defident (mis5, S. pombe) 6; irtfntchromosome maintenance deficient (mi; 6.31 

434649; AA738254; Hs.165390; ESTs. Highly simflar to A40350 transcription repressor protein YY1 [Haptens); ESTs, Hghty similar to A40350 transcrip- 6.30 

420507; AF093408; Hs.98397; A kinase (PRKA) anchor protein 3; A kinase (PRKA) anchor protein 3; 6.30 

415829; AW450198; Hs.163742; ESTs; ESTs; 6^8 

410342; R31350; Hs.743; Fc fragment of IgE. high affinity I, receptor for, gamma potypepBde; Fc fragment of IgE. high affinity I, rec; 6.26 
446839; BE091926; Hs.16244; mitofic spindle colled-cd! related protein; mitotic spindle coited-coil related prot 6.25 
457465; AW301344; Hs.122908; ONA replication factor; DNA replication factor; 6.25 
428918; AL036967; Hs^324; protamine 2; protamine 2; 6.24 

443523; AK001575; Hs.9536; hypothetical protein FU10713; hypothetical protein FU10713; 6.19 
424415; NMJKH975; Hs.146580; enolase 2, (gamma, neuronal); enolase 2, (gamma, neuronal); 6.19 
407245; X90568; Hs.172004; titm; tltin; 6.18 

458627; AW088642; Hs.979B4; SRY (sex determining region Y^xw 17 (SOX17); SRY (sex tetermining region Y)-box 17 (S; 6.18 

421379; Y15221; Hs.103982; small inducible cytokine subfamily B (Cys-X-Cys), member 11; small inducible cytokine subfamily B(Cy; 6.16 

435099; AC004770; Hs.4756; flap structure-specific endonudease 1; flap strudure-specnlc endonudeasa 1; 6.13 

424308; AW975531; Hs.154443; mtrichramosome maintenance deficient (a cerevisiae) 4; mirtauomosome maintenance deficient (S.; 6.12 

430521; NMJJ16383; Hs.242183; H0M-TES45 tumor anfigen; HOM-TES^5 tumor antigen; 6.10 

444823; BE262989; Hs.12045; putative protein; putative protein; 6.10 

428484; AF1 04032; Hs.1 84601 ; solute carrier family 7 (caliortic amino acid transporter, y system), member 5; solute carrier family 7 (cattonic ammo ; 6.09 
402260; ; ; NM_001436 4 :Homo sapiens fibrillarin (FBL), mRNA. transcript) (F8A), mRNA.; NM_001436*:Homo sapiens fibrillarm (FBU 6.09 
441321; H17182; Hs.7771; fccell associated protein; B-cell associated prolan; 6.05 

422283; AW41 1307; Hs.1 1431 1; COC45 (cell division cycle 45, S.cerevisiae, homc4og)-like; COC45 (cell d/vfsran cycle 45, Sxerevis; 6.04 
431629; AU077025; Hs.265827; interferon, alpha-inducibte protein (done tfl-6-16); interferon, alpha-inducible protein (do; 6.04 
402678; ;; Target Exon; Target Exon; 6.03 

453884; AA355925; Hs.36232; WAA0186 gene product WAA0186 gene product 6.01 

439753; BE262233; Hs.7423; hypothetical protein from EUROIMAGE 2168212; hypothetical protein from EUR01MAGE 2168; 6 01 

420596; NM_002692; Hs.99185; polymerase (DNA directed), epsiton 2; polymerase (DNA directed), epsitan 2; 6.01 

420676; AI434780; Hs.4248; vav 2 oncogene; vav 2 oncogene; 6.00 

418756; AA252254; Hs.226949; ESTs; ESTs; 5.99 

454438; AA224053; Hs.172405; cell division cycle 27; cell division cyde 27; 5.98 

407818; AL021938; Hs,40154; |umon]J (mouse) homolog; fumon/i (mouse) homofog; 5.98 

413313; NMJW2047; Hs.293885; g!ycyt-tRNA synthetase; gtycyl-tRNA synthetase; 5.96 

424247; X14008; Hs.234734; fysozyme (renal amyloidosis); fysozyme (renal amyloidosis); 5.95 

IS ^65663* H^'iM^EST^^s 8 ^ 10 178885 WTineAhre( ^ ^ Wnase ESTs - We ^ f78885 serine/lh; 5.94 

436576; AI458213; Hs!77542; ESTs; ESTs; 5.90 

438746; A1885815; Hs.1 84727; Human melanoma-assodated antigen p97 (melanotransferrin) mRNA, 3T flank; Human melanorna-assodated antiqen o97 (nr 5 89 
420005; AW271 106; Hs.133^4; ESTs; ESTs; 5.89 

41 7208; S67773; Hs.81665; v-Ht Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog; v-kit Hardy-Zuckerman 4 feline sarcoma v 5 88 

4031 71; ; ; C2001472*:gf|5809678|gb|AAB41848.2| (U64675) sperm membrane protein BS-63 (Homo sapiensE C2001472^gi|580W8tab[AAB41 848.21 (U64- 5 87 

448730; AB032983; Hs.21894; WAA1157 protein; KIAA1157 protein; 5.87 

4061 37; ; ; NM_000179*:Homo sapiens mutS (E coK) homolog 6 (MSH6), mRNA. VERSION NM_000178. 1 Gl; N 1^.0001 79*:Homo sapiens mutS (t cdi) tv 5 85 

4237B7; AJ295745; Hs.236204; nuclear pore ron^lexpratem; nudear pore complex protein; 5.85 

425126; N32759; Hs.172944; chorionic gonadotropin, beta polypeptide; chorionic gonadotropin, beta polypeptide; 5.84 

452796; AB01 1 100; Hs.30656; KIAA0528 gene product KIAA0528 gene produd; 5.84 

418322; AA284166; Hs.841 13; cycfin-dependent kinase inhibitor 3 (COK2-assodated dual spedfidty phosphatase); cycBrHfependent kinase inhibitor 3 (COK; 5.80 
447359; NM_01 2093; Hs. 18268; adenylate kinase 5; adenylate kinase 5; 5.79 

420344; BE463721; Hs.97101; putafive G protelinxjupled receptor; putative G protein-coupled receptor, 5.78 

420297; AI628272; Hs.128757; ESTs, Wealdy simHar to ALU1.HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY {H^aplens); ESTs, Weakly similar to 
ALU1_HUMAN ALU S; 5.75 

414761; AU077228; Hs.77256; enhancer of zeste (Drosophfla) homolog 2; enhancer of zeste (Drosophfla) homotog 2; 5.75 
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430287; AW182459; Hs. 1 25759: ESTs, WeaWy similar to If U5.HUMAN LEUKEMIA ASSOCIATED PROTEIN 5 |H.sapiens); ESTs. Weakly similar to IEU5 HUMAN LEUKE* 5 74 
436251; BE515065; Hs.296585; nucleolar protein (KKE/D repeal); nucleolar protein (KKE/D repeat); 5.73 

421535; ABQ02359; Hs.105478; phos phon^ytforrnylgtydnamrdine synthase (FGAR aminotransferase); prwsphcribosytformyigrycinarnidine syntha; 5.71 
414883; AA926960; Hs.348669; COC28 protBin kinase 1; CDC28 protein kinase 1; 5.69 
5 4251 59; NMJJ04341 ; Hs.1 54868; carbamoyl-phosphats synthetase 2, aspartate transcarbamytase, and dihydroorolase; caroamoyt-phosphate synthetase 2, aspart 5.69 
401704; ; ; NM.021 195*:Homo sapiens daudin 6 (CLDN6), mRNA. VERSION NMJJ209821 Gl; NM_021 1 95':Homo sapiens clautfin 6 (CLDN6; 5.66 
425358; AL079658; Hs.338207; FK506 binding protein 12-rapamycin associated protein 1; FK508 binding protein 12-rapamycin assoc; 5.65 

402677; ; ; NM_000478:Homo sapiens alkaline phosphatase, fiver/bone/kidney (ALPL), mRNA. aipha-hydroxylase), porypep6de 1 (CYP7B1), mRNA.; NM 000476:Homo sapiens 
alkaline phosphat 5.64 
1 U 409264; NM.014937; Hs.52463; KIAA0966 protein; KIAA0966 protein; 5.63 

432185; AA221032; Hs.272838; hypothetical protein FU10494; hypothetical protein RJ10494; 5.63 
409012; AL1 17435; Hs.49725; OKFZP434I21 6 protein; DKFZP434I216 protein; 5.63 

430252; AI638774; Hs.105328; testes development-related NYD-SP20; testes development-related NYD-SP20; 5.61 
419359; AL043202; Hs.90073; chromosome segregation 1 (yeast homo!og)-like; chromosome segregation 1 (yeast homotog); 5.61 
15 452816; AA131789; Hs.61509; ESTs; ESTs; 5.60 

402679; ; ; NM_000478:Homo sapiens alkaline phosphatase, Dver/bone/kidney (ALPL), mRNA. alpha-hydroxylase), polypeptide 1 (CYP7B1), mRNA.; NMJ)00478:Homo sapiens 
alkaline phosphat; 5.59 

414291; AI289619; Hs.13040; G protein-coupled receptor 86; G proteirhcoupled receptor 86; 5.58 
453028; AB006532; Hs.31442; RecQ protein-like 4; RecQ protein-tike 4; 5.58 
ZU 453905; NMJHJ2314; Hs.38566; LIM domain kinase 1; UM domain kinase 1; 5.56 

41 1263; BE2978Q2; Hs.69360; klnesin-tike 6 (mitotic centromere-associated kinesin); kinesin-iike 6 (mitotic centromere-assoc; 5.55 

41 9660; BE280337; Hs.194693; solute carrier famity 7 (calionic amino acid transporter, y system), member 7; solute carrier family 7 (cationic amino ; 5.55 

446979; AI654443; Hs.1 97683; ESTs; ESTs; 5.54 

424321; W74048; Hs.1765; lymphocyte-specific protein tyrosine kinase; lymphocyte-specific protein tyrosine kin; 5.53 
25 418962; AA714835; Hs.271863; ESTs; ESTs; 5.53 

447388; AW630534; Hs.76277; Homo sapiens, done MGC3381, mRNA, comptete cds; Homo sapiens, done MGC:9381, mRNA. comp; 5.52 

427247^^504221; Hs.174103; integrin, alpha L (antigen C011A (p180), lymphocyte function-associated antigen 1; alpha polypeptide); integrin, alpha L (antigen C011A (p180).; 

449322; At638616; Hs.196566; ESTs; ESTs; 5.51 
31) 428450; NMJJ14791; Hs.184339; KIAA0175 gene product, KIAA0175 gene product 5.51 

415U to^LuT^MAN M. 17 S ESTS * WeaWy *° ALU7 " HUMAN ALU SUBFAM,LY SQ SEQUENCE CONTAMINATION WARNING ENTRY iRsapiensj; ESTs, Weakly similar 
454048; H05626; Hs.6921; ESTs; ESTs; &46 

417079; U65590; Hs.81 134; interleukln 1 receptor antagonist; interleukin 1 receptor antagonist 5.45 
J 5 434699; AA643687; Hs.149425; Homo sapiens cDNA FU1 1980 fls. done HEMBB1001304; Homo sapiens cONA FU11980 fis. done HE; 5.44 
414334; AA824298; Hs.21331; hypothetical protein FU10036; hypothefcal protein FU10036; 5.44 

452291; AF015592; Hs.28853; COC7 (cell division cyde 7, S. cerevisiae. homologj-like 1; C0C7 (cell division cycle 7, S. cerevisi; S.44 

438564; AA381553; Hs.198253; major histocompaiibifiry complex, dass II, DQ alpha 1; major histocompatibility complex, dass ; 5.44 

427668; AA298760; Hs.1 B0191; hypothetical protein FU14904; hypothetical protein FU14904; 5.43 
4U 449437; AI702038; Hs. 100057; Homo sapiens cDNA: FU22902 fe, clone KAT05581; Homo sapfens cONA: HJ22902 fis, done K; 5.41 

453833; AA357001; Hs.34045; hypothetical protein FU20764; hypothetical protein FU20764; 5.40 

450746; 082673; Hs.278589; general transcription factor II, i; general transcripflon factor tl, I; 5.40 

4259S6; NNL001761; Hs.1973; cycfin F; cycfin F; &39 

418134; AA397769; Hs.86617; ESTs; ESTs; 5.38 
45 432141; 8E410964; Hs.272736; nuctear receptor binding protein; nudear receptor binding protein; 5.37 

4171 41; U22662; Hs.347353; nudear receptor subfamily 1, group H, member 3; nuclear receptor subfamily 1 , group H, m; 5.36 

428329; AA426091; Hs.98453; ESTs. Moderately similar to R27328 2 (H.sapiens); ESTs, Moderately similar to R27328 2 [H; 5.35 

40681 1; U82979; Hs.67846; leukocyte imniunooJoburin-Cike receptor, subfamily B (with TM and ITIM domains), member 4; leukocyte iniirMirroojobulm-like receptor, ; 5.34 

415819; AU077330;Hs^60791;transcrroti^ 1; transcription elongation factor A (SII),; 5.33 

5 U 448133; AA723157; Hs.73769; rotate receptor 1 (adult); (date receptor 1 (adult); 5.33 

424762; AL1 1 9442; Hs.1 838B4; eukaryoBc translation initiation factor 4 gamma, 2; eukaryotic translation initiation factor; 5.32 

421959; AW751497; Hs.98370; cytochrome P450, subfamily IIS, polypeptide 1; cytochrome P450, subfamily US, rjoiypept 5.32 

429271; AF039850; Hs.198515; dead ringer (Drosophila>tike 1; dead ringer (Droscphlla)-0ke 1; 5.32 
c 456373; BE247706; Hs.86693; membrane-spanning 4-domains, subfamily A, member 2 (CO20 anOgen); membrane-spanning 4-domains, subfamily A; 5.30 
J 5 414907; X90725; Hs.77597; pdo (Drcsopr^ 

422997; BE018212; Hs.122908; DNA replication factor, DNA reptfcafion factor; 529 

440014; AW9607B2; Hs.6856; ash2 (absent, smafl, or homeotic, Orosophila, homobg)-!ike; ash2 (absent, small, or homeofc, Orosop; 5.28 

418399; AF131781; Hs.84753; hypothefcal protein FU12442; hypothetical protein FU12442; 5.26 
r n 416178; AI808527; Hs.192822; serotogicairy defined breast cancer antigen NY-BR-81; serologically defined breast cancer ami; 5.21 
OU 450377; ABO^MI; Hs.355925; KIM1 265 prcMi; WM1 265 r^cto; 5.20 

409670; AI368109; Hs.375604; KIAA1 856 protein; KIAA1856 protein; 5.20 

429083; Y09397; Hs.22781 7; BCL2-refated protein A1; BCL2-relaiBd protein A1; S.20 

449523; NM.000579; Hs.54443; chemokine (C-C motif) receptor 5; chemokine (C-C motif) receptor 5; 5.20 

408908; BE296227; Hs.250822; serine/threonine kinase 15; serineAhreonine kinase 15; 5.19 
05 429732; U20158; Hs.2488; lymphocyte cytosofic protein 2 (SH2 domain-containing leukocyte protein of 76kO); lymphocyte cytosolic protein 2 (SH2 doma; 5.19 

438089; W0S391 ; Hs.351546; nudear receptor subfamBy 1, group I, member 3; nudear receptor subfamily 1, group I. m; 5.16 

437623; O63880; Hs.5719; chromosome condensation-related SMC-assodated protein 1; chromosome condensation-related SMC-asso; 5.15 

448181; AF272833; Ks.279763; hypothetical protein FU10504; hypothetical protein FU 10504; 5.15 

436540; BE397032; Hs.14468; hypothetical protein MGC14226; hypothetical protein MGC14226; 5.14 
/ U 422241; Y00062; Hs.1 701 21; protein tyrosine phosphatase, receptor type, C; protein tyrosine phosphatase, receptor 1 5.14 

426752; X69490; Hs.172004; tifin; titin; 5.13 

415007; BE244332; Hs. 77770; adaptor-related protein complex 3, mu 2 subunit adaptor-related protein complex 3, mu 2 ; 5.13 
400263; ; Hs.75309; Eos Control; Eos Control; 5.13 

437099; N77793; Hs.48659; ESTs, Highly similar to S14458 taminin a)ph3-1 chain precursor tRsapienst ESTs, Highly similar to S14458 taminin a; 5.12 
/5 427209; H065M;Hs.92423;KIM156^prc4dn;KlM1566p^ 

407347; M829847; ; gb:od40d07.s1 NCLCGAP_GC81 Homo sapiens cDNA done IMAGE:1370413 3 1 similar to contains Alu repetitive element. mRNA sequence.; gb:od40d07^1 
NCLCGAP_GC81 Homo sapiens; 5.10 

458933; AI638429; Hs.24763; RAN binding protein 1; RAN binding protein 1; 5.10 
Q 450431; AW136797; Hs.266041; ESTs; ESTs; 5.09 

oU 434608; AA805443; Hs.179909; hypothetical protein FU22995; hypothetical protein FU22995; 5.08 

410423; AW402432; Hs.63489; protein tyrosine phosphatase, non-receptor type 6; protein tyrosine phosphatase, non-recept 5.08 

417929; R27219; Hs.74647; Human T-cell receptor active alpha-chain mRNA from JM cell line, complete cds; Human T-cefl receptor active alpha-chain- 5.05 

412723; AA648459; Hs.335951; hypothetical protein AF301222; hypothetical protein AF301222; 5.05 
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447321; AW271217; Hs.281434; Homo sapiens cONA FU1402B fis, clone HEMBA1003838; Homo sapiens cDNA FU14028 fis, done HE; 5.03 

417866; AW067903; Hs.82772; collagen, type XI, alpha 1; collagen, type XI, alpha 1; 5.03 

410082; AA081594; Hs.158311; Musashi (Drosophila) homolog 1; Musashi (Drosophila) homolog 1; 5.02 

433592; NM 004642; Hs.3436; deleted in oral cancer (mouse, homolog) 1; deleted in oral cancer (mouse, homolog) ; 5.02 

42581 1; AL039104; Hs.159557; karyopherin alpha 2 (RAG cohort 1, importin alpha 1); karyopherin alpha 2 (RAG cohort 1. impor, 5.00 

425237; U07695; Hs.155227; EphB4; EphB4; 5.00 

414809; AI434699; Hs.77356; transferrin receptor (p90, C071); transferrin receptor (p90, C071); 4.99 
402145; ; ; Target Exon; Target Exon; 4.99 
432126; AA865239; Hs.37196; ESTs; ESTs; 4.99 

408279; AF216965; Hs.44095; Homo sapiens, clone MGC:12617, mRNA, complete cds; Homo sapiens, clone MGG12617. mRNA, com; 4.98 
419525; T79257; Hs.1259; asialoglycoprotein receptor 2; aslaloglycoprotein receptor Z 4.97 
424439; AA579635; Hs.1770; ligase I, DNA, ATP-dependent; tigase I. DNA, ATP-dependent; 4.97 

427667; AK001279; Hs.1B0171; Homo sapiens cDNA FU10417 fis. clone NT2RP1000112; Homo sapiens cDNA FIJ1041 7 fis, clone NT; 4.96 . 
457313; AF047002; Hs.241520; transcriptional coacfivator; transcriptional coacKvator; 4.96 

448569; BE382657; Hs.21486; signal transducer and activator of transcription 1, 91kD; signal transducer and activator of trans; 4.94 
426427; M86699; Hs.169840; TTK protein kinase; TTK protein kinase; 4.91 

440129; AA865818; Hs.369523; ESTs. Weakly similar to S71886 Ste20like protein kinase (Ksapiens]; ESTs, Weakly similar to S71888 Ste20-lik; 4.91 
453922; AF053306; Hs.36708; budding uninhibited by benzimidazoles 1 (yeast homolog), beta; budding uninhibited by benzimidazoles 1 ; 4.90 
435602; AF217515; Hs.283532; uncharacterized bone marrow protein BMQ39; uncharacterized bone marrow protein BM03; 4.89 
452698; NMJM1295; Hs.301921 ; chemoWne (OC motiO receptor 1; chemokine (C-C motiQ receptor 1; 4.88 

445333; BE537641; Hs.44278; hypothetical protein FU12538 similar to ras-retated protein RAB17; hypothetical protein FU12538 simflar to; 4.88 
437162; AW005505; Hs.5464; thyroid hormone receptor coactivating protein; thyroid hormone receptor coactivating pr; 4.87 
441600; AA939347; Hs.1 27223; Homo sapiens cysteine knot protein (ZSIG51) mRNA, complete cds; Homo sapiens cysteine knot protein (ZSIG; 4.87 
421350; AW301608; Hs.278188; ESTs, Moderately similar to 154374 gene NF2 protein (Ksapiens); ESTs. Moderately similar to 154374 gene ; 4.87 
409093; BE243834; Hs.50441; CGW4 protein; CGI-04 protein; 4.86 

424304; NMJJ01 395; Hs.144879; dual specificity phosphatase 9; dual specificity phosphatase 9; 4.86 
437696; Z83844; Hs.5790; hypothetical protein dJ37E16.5; hypothetical protein (JJ37E16.5; 4.B6 

417381; AF164142; Hs.82042; solute carrier famBy 23 (nucleobase transporters), member 1; solute carrier family 23 (nucleobase tra; 4.84 

416445; AL043004; Hs.79337; KIAA0135 protein; KIAA0135 protein; 4.83 

448939; BE267795; Hs.22595; hypothetical protein FU10637; hypothetical protein FU10637; 4.82 

413566; AW604451; Hs.285814; sprouty (Drosophila) homolog 4; sprouty (Drosophila) homolog 4; 4.82 

424081; NM.006413; Hs.139120; ribonuclease P (30kD); ribonuctease P (30xD); 4.81 

425474; Z48054; Hs.1 58084; peroxisome receptor 1; peroxisome receptor 1; 4.81 

412276; BE262621; Hs,73798; macrophage migration inhibitory factor (pjycosylatiorMnhibiting factor); macrophage migration inhibitory factor (; 4.81 

422689; AW856665; Hs.299797; gb:RC3-CT0297-290100-01 W03 CT0297 Homo sapiens cDNA, mRNA sequence; gb:RC3-CT0297-29010(W)1 W03 CT0297 Homo; 4.80 

409101; NMJW4297; Hs.50612; guanine nucleotide binding protein (G protein), alpha 14; guanine nucleotide binding protein (G pr; 4.79 

412760; AW379030; Hs.41324; ESTs; ESTs; 4.79 

447250; AI878909; Hs. 17883; protein phosphatase 1G (formerly 2C), magnesiunxJependent gamma isoform; protein phosphatase 1G (formerly 2C), ma; 4.79 
429345; R1 1 141 ; Hs.199695; hypothetical protein; hypothetical protein; 4.78 
448950; AF288687; Hs.9275; CGM52 protein; CGI-152 protein; 4.78 

412926; AI879076; Hs.75061; macrophage myristoylated alanine-rlch C kinase substrate; macrophage myristoylated alanine-rich C ; 4.78 
412641; M16660; Hs.74335; heat shock 90kD protein 1, beta; heat shock 90kD protein 1, beta; 4.76 

420261; AW206093; Hs.748; fibroblast growth factor receptor 1 (fms-related tyrosine kinase 2. Pfeiffer syndrome); fibroblast growth factor receptor 1 (fms; 4.76 
421905; A1660247; Hs.32699; ESTs, Weakly similar to UV-1 protein (Rsapiensl; ESTs, Weakly similar to UV-1 protein [H; 4.75 
413880; AI560B42; Hs.1 10915; interieukln 22 receptor; interieukin 22 receptor; 4.75 

424905; NMJJ02497; Hs.153704; NIMA (never in mitosis gene a)-reiated kinase 2 (NEK2); NIMA (never in mitosis gene aj-related k; 4.74 
418355; L42563; Hs.1 165; ATPase. H? transporting, nongastrfc, alpha polypeptide; ATPase. H? transporting, nongastric, alp; 4.74 
435905; AW997484; Hs.5003; KIAA0456 protein; K1AA0456 protein; 4.74 

428024; Z29067; Hs.2236; NIMA (never in mitosis gene abated kinase 3; NIMA (never in mitosis gene a)-related k; 4.74 
421846; AA017707; Hs.1432; protein kinase C substrate 80K-H; protein kinase C substrate 80K-H; 4.72 
419138; U48508; Hs.89631; ryanodine receptor 1 (skeletal); ryanodine receptor 1 (skeletal); 4.72 
437298; AA350994; HsJH>281; WAA170O; K1AA1700; 4.70 

450142; AW207469; Hs.24485; chondroiOn sulfate proteoglycan 6 (bamacan); chondraCn sulfate proteoglycan 6 (bama; 4.70 

421733; AL1 19671 ; Hs.1420; fibroblast growth factor receptor 3 (achondroplasia, thanatophoric dwarfism); fibroblast growth factor receptor 3 (ach; 4.69 

449475; AI348027; Hs.129826; hypothetical protein PP1057; hypotteticai protein PP1057; 4.69 

420062; AW41 1096; Hs.94785; TGF(betaHnduced transcripfion factor 2; TGF(betaHnduced transcription factor 2; 4.69 

429336; AB005038; Hs.199270; cytochrome P450, subfamily XXV1IB (25-hydroxyvltamin t>1-a!pha-hydroxytase), pdypeptJde 1; cytochrome P450, subfamily XXVUB (25-hy; 4.69 
436856; AI469355; Hs.127310; ESTs; ESTs; 4.68 

406937; U14622; ; gb:Human transketolase-like protein gene, partial cds.; gb:Human transketotase^ke protein gene; 4.67 

411296; BE207307; Hs.10114; growth suppressor 1; growth suppressor 1; 4.67 

426726; AA488915; Hs.171955; trophinin associated protein (tastin); trophlnln associated protein (tastin); 4.67 

409132; AJ224538; Hs.50732; protein kinase, AMP-activated, beta 2 norwatalytic subunit protein kinase. AfvP-acthrated, beta 2 no; 4.67 

449230; BE61 3348; Hs.356392; melanoma cell adhesion molecule; melanoma cell adhesion molecule; 4.66 

431681; AK000378; Hs.267566; hypothetical protein FU20371; hypothetical protein FU20371; 4.65 

443623; AA345519; Hs.9641; convenient component 1, q subcomponent, alpha pofypepSde; complement component 1, q subcomponent, ; 4.65 
441595; AW206035; Hs.356457; ESTs; ESTs; 4.64 
423419; R55336; Hs.23539; ESTs; ESTs; 4.64 

415724; NM-003580; Hs.78687; neutral sphingomyelinase (N-SMase) activation associated factor, neutral spWngomyeHnase (N-SMase) acOv; 4.63 
435045; BE297155; Hs.143698; ESTs; ESTs; 4.62 

424441; X14850; Hs.147097; H2A Kstone famHy, member X; H2A hfstone famfly, member X; 4.62 
414972; BE263782; Hs.77695; KIAA0008 gene product; WAA000B gene product; 4.62 

436685; W28661; Hs.5288; Homo sapiens mRNA; cDNA DKFZp434M245 (from done DKFZp434M245); Homo sapiens mRNA; cDNA DKFZp434M245 (fr; 4.62 
449515; AI653378; Hs.302012; ESTs; ESTs; 4.61 

425998; AU076629; Hs.165950; fibroblast growth factor receptor 4; fibroblast growth factor receptor 4; 4.61 

420027; AF009746; Hs.94395; ATP-binding cassette, sub-family D (ALD), member 4; ATP-bindlng cassette, sub-family D (ALD); 4.61 

436469; AK001455; Hs.5198; Down syndrome critical region gene 2; Down syndrome critical region gene Z 4.61 

413441; AI929374; Hs.75367; Srolke-adapter, Srr>Bke-adapter; 4.60 

456847; A1360456; Hs.86088; ESTs; ESTs; 4.58 

421506; BE302796; Hs,105097; thymidine kinase 1, soluble; thymidine kinase 1. soluble; 4.57 

426935; NM_000088; Hs.172928; coDagen, type I. alpha 1; collagen, type I, alpha 1; 4.57 

428782; X12830; Hs.193400; interteuWn 6 receptor; interieukin 6 receptor; 4.56 

409430; R21945; Hs.346735; splicing factor, argtnine/serin&rich 5; splicing factor, arglnine/serine-rich 5; 4.56 

412773; H1 5785; Hs.74573; similar to vaccinia virus Hindlll K4L ORF; similar to vaccinia virus Hindltl K4L OR; 4.55 



663 



WO 03/042661 



PCT/US02/36810 



443068; A1188710; Hs.374480; ESTs; ESTs; 4.55 

441607; NM_005010; Hs.7912; neuronal cell adhesion molecule; neuronal cell adhesion molecule; 4.54 
453227; AW135862; Hs.243991; ESTs; ESTs; 4.52 

438459; T49300; Hs.35304; Homo sapiens cDNA FU 13655 fis, clone PLACE1011503; Homo sapiens cDNA FU13655 fis, clone PL; 4.51 
422565; BE259035; Hs.1 18400; singed (Drosophila)-likB (sea urchin fasdn homolog like); singed (Drosophi1a)-like (sea urchin fas; 4.51 
453813; F06838; Hs.374476; ESTs; ESTs; 4.50 

413900; AW409747; Hs .75612; stress-induced-phosphoprotein 1 (Hsp70/Hsp90*>rganizing protein); stress-induced-phosphoprolein 1 (Hsp70/H; 4.50 
412507; L36645; Hs.73964; EphA4; EphA4; 4.50 

419034; NM_002110; Hs.89555; hemopoietic cell kinase; hemopoietic cell kinase; 4.49 

413431; AW246428; Hs.75355; ubiquitin-conjugating enzyme E2N (homologous to yeast UBC13); ubiquitifrconjugating enzyme E2N (homoio; 4.49 
406547; ; ; Target Earn; Target Exon; 4.49 

443216; WB0487; H&324521: hypothetical protein DC50; hypothetical protein DC50; 4.48 

417497; AW402482; Hs.82212; C053 antigen; CD53 antigen; 4.47 

448595; AB014544; Hs.21572; KIAA0644 gene product KIAA0644 gene product; 4.47 

445350; AF0521 12; Hs.12540; tysophosphollpase I; tysophospholipase I; 4.46 

446236; NMJM6293; Hs.301; TYR03 protein tyrosine kinase; TYR03 protein tyrosine kinase; 4.46 

429150; AF1 20103; Hs.1 97366; smoothened (Drosophila) homolog; smoothened (Drosophaa) homolog; 4.46 

420340; NM.000734; Hs.97087; CD3Z antigen, zela polypeptide (TiT3 complex); C03Z antigen, zeta polypeptide (TIT3 com; 4.46 

413426; U88837; Hs.76354; GCN1 (general control of arnino-acid synthesis 1,yeast)-Rke 1;GCN1 (general control of amino-acid synl; 4.44 

421819; NMJ)13403; Hs.108665; zinedin; zinedin; 4.44 

409512; AW979187; Hs.293591; melanoma differentiation associated protein-5; melanoma differentiation associated prot; 4.44 

428995; AW004975; Hs.194716; MAD (mothers against decspentapteglc, Drosophila) homolog interacting protein, receptor activation anchor; MAD (mothers against decapentaplegic, 
Or; 4.43 

434551; BE387162; Hs.280858; ESTs, Highly simitar to A35661 DNA excision repair cross-complementing protein ERCC3 [Ksapiensfc ESTs, Highly simBar to A35661 DNA excis; 
4.43 

418295; AW970043; Hs.238039; hypothetical protein FU1 1 090; hypothetical protein FU 1 1090; 4.42 
409243; AB037761; Hs.51743; KIAA1340 protein; K1AA1340 protein; 4.42 
437103; AW139408; Hs.152940; ESTs; ESTs; 4.42 

413186; AU077141; Hs.374548; solute carrier famfly 16 (monocarboxytic acid transporters), member 1; sotutB carrier family 16 (monocarboxylic; 4.42 
456362; AW973003; Hs.179909; hypothetical protein FU22995; hypothetical protein FU22995; 4.40 
424078; AB006625; Hs.1 39033; paternally expressed 3; paternally expressed 3; 4.39 

448153; Y10805; Hs.20521; HMT1 {hnRNP melhyltransferase, S. cerevisiaeHike 2; HMT1 (hnRNP melhyltransferase, S. cerevi; 4.37 
410134; U68140; Hs.58927; nuclear VCP-Bke; nuclear VCP-iike; 4.36 

435523; T62849; Hs.1 1090; membrane-spanning 4-domains, subfamily A, member 7; membrane-spanning domains, subfamily A; 4.35 
400440; X83957; Hs.83870; nebuDn; nebuDn; 4.35 

437218; AL1 17497; Hs.5B185; ESTs, Weakly similar to T42727 proliferation potentiakelated protein - mouse (M.musculus); ESTs, Weakly similar to T42727 prolifera; 4.34 
430478; NM 014349; Hs.241535; apotipoprotetn L. 3; apolipoprotein U 3; 4.34 
432744; AA988835; Hs.38664; ESTs; ESTs; 4.33 

423173; AA442655; Hs.124942; protein phosphatase 2A 48 kDa regulatory subunit; protein phosphatase 2A 48 kDa regulatory; 4.33 

415995; NMJMM573; Hs.355888; phosphofipase C, beta 2; phosphonpase C, beta 2; 4.33 

408728; AL137379; Hs.47125; hypothetical protein FU13912; hypothetical protein FU13912; 4.30 

431222; X56777; Hs.273790; zona pelhicida glycoprotein 3A (sperm receptor); zona peOucida glyccproteln 3A (sperm re; 4.30 

427792; M63928; Hs.1 80841 ; tumor necrosis factor receptor superfamBy. member 7; tumor necrosis factor receptor superfami; 4.29 

426227; U67058; Hs.154299; Human proteinase activated receptor-2 mRNA, 3"UTR: Human proteinase activated receptor-2 mR; 4.29 

427337; Z46223; Hs.176663; Fc fragment of lgG> low affinity Mb, receptor for (CD1 6); Fc fragment of IgG, low affinity Mb, r, 4.E 

434826; AF155661; Hs.22265; pyruvate dehydrogenase phosphatase; pyruvate dehydrogenase phosphatase; 4.29 

412314; AA825247; Hs.356084; downstream of. G protein-coupled receptor 27 (GPR27) (SREB1); downstream of: G protein-coupled recepto; 4.28 

447827; U73727; Hs.19718; protein tyrosine phosphatase, receptor type, U; protein tyrosine phosphatase, receptor 1 4.28 

426108; AA622037; Hs.166468; programmed cell death 5; programmed ceB death 5; 4.28 

428820; AA436187; Hs.172631; integrln, alpha M (complement component receptor 3, alpha; also known as CD11b(p170), macrophage antigen alpha porypepfide); integrin, alpha M 

(complement component ; 4.27 
437908; AI082424; Hs.351043; ESTs; ESTs; 4.27 

444664; N26362; Hs.11615; map kinase phosphatase-like protein MK-STYX; map kinase phosphataseJike protein MK-S; 4.27 
429002; AW248439; Hs.2340; junction ptekoglobin; Juncfion plakoglobln; 4.26 
439334; A1148976; Hs.1 12062; ESTs; ESTs; 4.26 

425308; M97639; Hs,1 55585; receptor tyrosine Jdnase-Oke orphan receptor 2; receptor tyrosine kinase-like orphan rec; 4.25 
413869; NM.000878; Hs.75596; interteuWn 2 receptor, beta; interieukin 2 receptor, beta; 4.25 
453648; W21493; Hs.380100; hypotheficai proten FU 14005; hypothetical protein RJ14005; 4.24 

447200; BE543146; Hs.281434; Homo sapiens cDNA FU 14028 fis, clone HEMBA1003838; Homo sapiens cDNA FU1402B fis. done HE; 4.24 
447528; A1612027; Hs.76277; Homo sapiens, clone MGC:9381 , mRNA. complete cds; Homo sapiens, clone MGC:9381, mRNA, comp; 4.23 
452721; AJ269529; Hs.301871; solute canter family 37 (gfyceroW-phosphate transporter), member 1; solute carrier family 37 (glycerol-^ho; 4.22 
449810; AB008681; Hs.23994; activln A receptor, type 118; activin A receptor, type HB; 4.22 
447198; D61523; Hs.283435; ESTs; ESTs; 4^2 

416714; AF283770; Hs.79630; CD79A antigen Ommunoglobuiin-associated alpha); CD79A antigen fjmmunoglobunn-associated; 4.22 
425356; BE244879; Hs,155939; inositol rjolyphosphate-5-phosphatase, 145kD; inositol polyphosphate- 5-phosphatase, 14; 4.22 
422605; H16646; Hs.118666; hypothetical protein PP591; hypotheficai protein PP591; 4.21 

444535; AF011466; Hs.122575; EDG-4 (endothelial differentiation, rysophosphatidtc acid G-proteirvcoupled receptor, 4); EDG-4(endothefial differenfiation, tys; 4.21 
417088; M54915; Hs.81170; plm-1 oncogene; plm-1 oncogene; 4.20 
421707; NM-014921; Hs.107054; lectomedm-2; tectomedin-2; 4.20 

408717; AF04545B; Hs.47061; unc-51 (a elegansHike kinase 1; unc-51 (C. degansHike kinase 1; 4.20 
438485; W57578; Hs.378718; RAB7, member RAS oncogene family; RAB7, member RAS oncogene family; 4.19 
419452; U33635; Hs.90572; PTK7 protein tyrosine kinase 7; PTK7 protein tyrosine kinase 7; 4.18 
418755; Y14443; Hs.88219; zinc finger protein 200; zinc finger protein 200; 4.18 
417212; AW952823; Hs.351547; NS1-binding protein; NS1-binding protein; 4.17 
413686; AI469213; Hs.71404; ESTs; ESTs; 4.17 

419344; U94905; Hs.277445; diacylglycerol kinase, zeta (104kD); diacylglycerol kinase, zeta (104kD); 4.16 

418870; AF147204; Hs.89414; chemokine (C-X-C moliO. receptor 4 (fusin); chemokine (C-X-C motif), receptor 4 (fus; 4.16 

4084B2; NM.000676; Hs.45743; adenosine A2b receptor; adenosine A2b receptor; 4.16 

422391; D63479; Hs.1 15907; diacylglycerol kinase, delta (130kD); diacylglycerol kinase, delta (130kD); 4.15 

409421; AA199883; Hs.67624; ESTs; ESTs; 4.15 

415938; BE383507; Hs.78921; A kinase (PRKA) anchor protein 1; A kinase (PRKA) anchor protein 1; 4.14 

41 51 98; AW009480; Hs.943; natural killer cell transcript 4; natural killer cell transcript 4; 4.14 

424685; W21223; Hs.1 51734; nuclear transport factor 2 (placental protein 15); nuclear transport factor 2 (placental pn 4.13 
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428479; Y00272: Hs.334562; cell division cyde 2, G1 to S and G2 to M; cell division cyde 2, G1 to S and G2 to; 4.13 

423728; AW891294; Hs. 132136; solute earner family 4, sodium bicarbonate ^transporter, member 8; solute carrier family 4, sodium bfcartoon; 4.13 

433435; BE545277; Hs.340959; Ts translation elongation factor, mitochondrial; Ts translation elongation factor, mitoch; 4.13 

420253; AI656Q55; Hs.96200; neighbor of A-kinase anchoring protein 95; neighbor of A-kinase anchoring protein 9; 4.12 

412584; X54870, Hs.74085; ONA segment on chromosome 12 (unique) 2489 expressed sequence; ONA segment on chromosome 12 (unique) 24; 4.12 

400205; ; Hs,81848; NM 0Q6265*:Homo sapiens RA021 (S. pombe) homolog (RA021). mRNA. (APO-1/C095 (Fas)-assoaaled phosphatase) (PTPN13). mRNA.: 

NM_0Q6265*:Homo sapiens RAD21 (S. pombe); 4.12 
425322; U63630; Hs.155637; protein kinase. DNA-activated, catalytic polypeptide; protein kinase, DNA-activated. catalytic; 4. 1 1 (' 
419607; R52557; Hs.91579; Homo sapiens done 23783 mRNA sequence; Homo sapiens clone 23783 mRNA sequence; 4.10 

459035; AW291 109; Hs.332563; ESTs, WeaWy similar to T3161 1 hypothetical protein YSOEBAg - Caenorhabditis elegans [CetegansJ; ESTs. Weakly similar to T3161 1 hypotheti; 
4.10 

432512; NMJM3284; Hs.3017; transition protein 1 (during hlstone to protamine replacement); transition protein 1 (during histone to ; 4.10 

452875; BE275760; Hs.30928; DNA segment on chromosome 19 (unique) 1177 expressed sequence; DNA segment on chromosome 19 (unique) 1.1; 4.09 

423804; AW403448; Hs.1706; interferon-stimulated transcription factor 3, gamma (48kD); interferon-stimulated transcription fact; 4.09 

413745; AW247252; Hs.75514; nucteoside phosphorylase; nudeoside phosphorylase; 4.09 

442091; AW770493; Hs. 182674; guanine nucleotide binding protein (G protein) alpha 12; guanine nucleotide binding protein (G pr, 4.09 

425003; AF1 19046; Hs.1 54 149; apurinic/apyrimidinic endonuclease(APD( nuclease)-Bke 2 protein; apurinic/apyrimidinic endonuclease(APEX ; 4.08 

421859; AA356620; Hs.108947; KIAA0050 gene product; WAA0050 gene product; 4.08 

432841; M93425; Hs.62; protein tyrosine phosphatase, norweceptor type 12; protein tyrosine phosphatase, non-recept 4.08 
452069; ABQ28949; Hs.183994; K1M1026 protein; KIAA1026 protein; 4.08 

425069; AA687465; Hs.298184; potassium voltage-gated channel, shaker-related subfamily, beta member 2; potassium voltage-gated channel, shaker-; 4.07 
418526; BE019020; Hs.85838; solute carrier family 16 (monocarboxytic add transporters), member 3; solute carrier family 16 (monocarboxyftc; 4.07 
424517; AI539443; Hs.137447; Homo sapiens cDNA FU12169 fis, done MAMMA1000643; Homo sapiens cDNA FU12169 fis, done MA; 4.07 
434224; AA380731; Hs.84; Interleukin 2 receptor, gamma (severe combined Immunodefldency); interfeukin 2 receptor, gamma (severe co; 4.06 
446791; AI63227B; Hs.195922; ESTs; ESTs; 4.06 

432065; AA401039; Hs.2903; protein phosphatase 4 (formerly X), catalytic subunit; protein phosphatase 4 (formerly X), cata; 4.06 

431194; D43704; Hs.250712; calcium channel, voltage-dependent, beta 3 subunit; calcium channel, voltage-dependent, beta; 4.06 

418751; BE389014; Hs.372548; phosphoinosltide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma); phosphoinositide-S-kinase, regulatory su; 4.06 

425923; NMJ)05O26; Hs.162808; phospholnositide-3-kfnase, catalytic delta polypeptide; phosphoinosIllde-3-klnase. catalytic, de; 4.05 

408892; AL040127; Hs.34074; dipeplidylpeptidase VI; dipepBdytpep8dase VI; 4.04 

446272; BE268912; Hs. 14601; hematopoietic cell-spedfic Lyn substrate 1; hematopoiefc cell-specific Lyn substrat 4.04 

439176; AI446444; Hs.190394; ESTs, Weakly similar to B28096 tme-1 protein ORF2 [Ksapiens]; ESTs, Weakly similar to B28096 line-1 pr 4.04 

417880; BE241595; Hs.82848; selectin L (lymphocyte adhesion molecule 1); selectin L (lymphocyte adhesion molecule; 4.04 

410068; AI633888; Hs.58435; FYN-bindlng protein (FYB-1 20/130); FYN-bindlng protein (FYB-120/130); 4.03 

410639; BE269047; Hs.65234; hypothetical protein FU20596; hypothetical protein FU20596; 4.03 

427716; L38951; Hs.180446; karyopherin (Importn) beta 1; karyopherin pmporfin) beta 1; 4.03 

451050; AW937420; Hs.351869; ESTs; ESTs; 4.02 

449657; AB023227; Hs.23860; K1AA1010 protein; WAA1010 protein; 4.02 

448499; BE613280; Hs.77550; po^egulated DDA3; p53^egulated DDA3; 4.01 

437527; AI241019; Hs.145644; ESTs; ESTs; 4.01 

4251 18; AU07661 1; Hs.154672; methylene tetrahydrofdlate dehydrogenase (NAD dependent), methenyltetrahydrofofate cydohydrolase; methylene tetrahydrofolate dehydrogenase; 
4.00 

451931; AK0O0208; Hs.27267; Homo sapiens cDNA FU20201 fis, done COLF1210; Homo sapiens cDNA FU20201 fis, clone CO; 4.00 
412939; AW411491; Hs.75059; eukaryotic translation elongation factor 1 gamma; eukaryotic translation elongation factor; 4.00 
409581; U66243; Hs.55039; mitogen-activated protein kinase 12; mitogen-activated protein kinase 12; 3.99 
433577; AW007080; Hs.284192; ESTs; ESTs; 3.99 

439963; AW247529; Hs.6793; plateJet^flvafing factor acetylhydroJase, isoform lb, gamma subunit (29kD); platelet-activating factor acetythydrala; 3.99 
418629; BE247550; Hs.85859; growth factor receptor-bound protein 7; growth factor receptor-bound protein 7; 3.99 
448633; AA311426; Hs.21635; tubulin, gamma 1; tubufin. gamma 1; 3.98 

402398; ; ; C19uW263:gi[3108023|gb|AAC15755.1| (AC004659) BC62940.2 (Homo sapiensl|166335; a9000mgil3108023lgb|AAC15755.1| (ACO; 3.97 
408414; All 14688; Hs.193400; ESTs, Weakly similarto 2109260A B cell growth factor [Rsapiens]; ESTs, WeaWy similar to 2109260A B ceD ; 3.97 
415012; NM.004383; Hs.77793; c-src tyrosine kinase; c-src tyrosine kinase; 3.97 

416084; L16991; Hs.79006; deoxythymidyiale kinase (thymidylate kinase); deoxythymxrytate kinase (thymidylate kin; 3.95 

422051; AW327546; Hs.11 1024; solute carrier family 25 (mitochondrial carrier; citrate transporter), member 1; solute carrier family 25 (mitochondrial ; 3.95 

447887; AA1 14050; Hs.21 1610; caspase 8, apoptosis-related cysteine protease; caspase 8. apoptosis-related cysteine pr; 3.95 

430770; AA765694; Hs.123296; ESTs; ESTs; 3.94 

442994; AI026718; Hs.16954; ESTs; ESTs; 3.94 

420333; AJ 001383; Hs.97084; lymphocyte antigen 94 (mouse) homolog (activating NK-receptor; NK-p46); lymphocyte antigen 94 (mouse) homolog (a; 3.94 
438456; AA91 3381; Hs.279763; ESTs; ESTs; 3.94 

422599; BE387202; Hs.1 18638; norwnetastatic cells 1 , protein (NM23A) expressed in; norwneiastafic ceQs 1, protein (NM23A) ; 3.93 
420162; BE378432; Hs.95577; cycCn-dependent kinase 4; cydin-dependent kinase 4; 3.93 

424829; NM_002507; Hs.1827; nerve growth factor receptor (TNFR superfamily, member 16); nerve growth factor receptor (TNFR super; 193 

447574; AF1 62666; Hs.18895; tousled-Tike kinase 1; tousled-Eke kinase 1; 3.93 

425797; AF002986; Hs.1 59545; platelet activating receptor homotog; platelet activating receptor homolog; 3.93 

421910; NMJJ14586; Hs.1 09437; hormonally upregulated neu tumor-assodaled kinase; hormonally upregulated neu tumor-assoda; 3.92 

413781; J05272; Hs.850; IMP (inosine monophosphate) dehydrogenase 1; IMP (inosine monophosphate) dehydrogenas; 352 

434334; AA912476; Hs.1 1 6750; Homo sapiens cDNA FU13221 fis, clone NT2RP4002075; Homo sapiens cONA FU13221 fis, done NT; 3.92 

400262; ; Ks.75309; Eos Control; Eos Control; 3.90 

424977; AA349289; Hs.100057; Homo sapiens cDNA FU22902 fis, done KAT05581; Homo sapiens cDNA: FU22902 fis, done K; 3.90 
409799; D11928; Hs.76845; phosphoserine phosphatase-like; phosphoserfne phosphatase-like; 3.90 
435206; A1432364; Hs.160594; ESTs; ESTs; 3.90 

439863; BE547830; Hs.375208; paired immunoglobuRn-iike receptor beta; paired immunogtobul in-like receptor beta; 3.90 
413627; BE182082; Hs.246973; intron of Bicaudai D homolog 1; intron of Bicaudal D homolog 1; 3.90 
426265; AA421069; Hs.97896; ESTs; ESTs; 3.89 

451063; AW163702; Hs.2591 1; HlA-B assodated transcript-2; HLA-B associated transcript-2; 3.89 
407013; U35637; Ks.83870; gb:Human nebutin mRNA, partial cds; gb:Human nebulin mRNA, partial cds; 3.89 
437239; AW503395; Hs.5541; ATPase, Ca transporting, ubiquitous; ATPase. Ca transporting, ubiquitous; 3.88 
400261; ; Hs.1802; Eos Control; Eos Control; 3.88 

450447; AF212223; Hs.25010; hypothetical protein P15-2; hypothetical protein P15-2; 3.88 

422293; X94453; Hs.1 14366; pyrrdine-5-carboxytate synthetase (glutamate gamma-semialdehyde synthetase); pyrrdine-5-carboxylate synthetase (glut; 3.87 
414251; AL042306; Hs.97689; VASA protein; VASA protein; 3.87 

417767; BE242241; Hs.82542; acytoxyacyt hydrolase (neutrophil); acyloxyacyl hydrolase (neutrophil); 3.87 

414443; AU077268; Hs.761 44; platelet-derived growth fador receptor, beta polypeptide; platelet-derived growth factor receptor.; 3.87 
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444099; D87432; Hs.10315; solute carrier family 7 (cationic amino acid transporter, y system), member 6; solute carrier family 7 (cationlc amino ; 3.86 
419596; BE379320; Hs.91448; MKP-1 Eke protein tyrosine phosphatase; MKP-1 like protein tyrosine phosphatase; 3.86 
427022; AW245839; Hs.173255; small nuclear ribonucleoprotain polypeptide A; small nudear ribonudeoprotein polypept; 3.86 
443661; AA336609; Hs.10862; Homo sapiens cDNA: RJ23313 lis, done HEP11919; Homo sapiens cDNA: FU23313 (is done H; 3.86 
3 408056; AA312329; Hs.42331;ephrin-A4;ephrin-A4; 3.86 

410552: X66945; Hs.748; fibroblast growth factor receptor 1 (fms-related tyrosine Hnase 2, Pfeiffer syndrome); fibroblast growth factor receptor 1 (fms; 3.85 
450778; U81375; Hs.25450; solute carrier family 29 (nudeoskJe transporters), member 1 ; solute carrier family 29 (nucleoside tra; 3.85 
418978; T85295; Hs.268606; ESTs; ESTs; 3.84 

429903; AL1 34197; Hs.93597; cydin-dependent kinase 5, regulatory subunit 1 (p35); cydin-dependent kinase 5, regulatory su; 3.84 
1U 442980; AA857025;Hs.8878;kinesin-nke1;WnesWike1; 184 

447232; AW499834; Hs.327; interleukin 10 receptor, alpha; inlerteukin 10 receptor, alpha; 3.84 

434689; AF154115; Hs.4076; CTD (carboxy-termina) domina, RNA polymerase II, polypeptide A) phosphatase, subunil 1; CTD (carrjoxy-terminal domlna, RNA poryme; 3 83 
432539; All 38169; Hs.278378; karyopherin beta 2b, transports karyopherin beta 2b, transportln; 3.83 
41 5684; D59356; Hs.374480; sorbitol dehydrogenase; sorbitol dehydrogenase; 3.83 
1 3 451598; N29102; Hs.79658; ESTs; ESTs; 3.82 

449433; AI672096; Hs.901 2; ESTs. Weakly similar to S26650 ONA-binding protein 5 [Rsapiensl; ESTs, Weakly similar b S26650 DNA-bindi; 3.82 
426359; AA376409; Hs.10862; Homo sapiens cDNA RJ23313 As, done HEP11919; Homo sapiens cONA: FU23313 (is. done H; 3.81 
435160; AB002374; Hs.4791; K1AA0376 protein; WAA0376 protein; 3.80 

443402; U77846; Hs.9295; elastln (supravalvular aortic stenosis, Williams-Beuren syndrome); elaslin (supravalvar aortic stenosis, ; 3.80 
ZU 422753; AI92B995; Hs. 1 575; small nuclear ribonudeoprotein D3 polypeptide (18kD); small nudear ribonudeoprotein D3 polyp; 3.79 
421508; NMJJ04833; Hs.105115; absent In melanoma 2; absent in melanoma 2; 3.79 
414806; D14694; Hs.77329; phosphatidytserine synthase 1; phosphatidyls erine synthase 1; 3.79 

428023; AL038843; Hs.374530; Homo sapiens cDNA: FU23602 fis, clone LNG15735; Homo sapiens cDNA: FU23602 fis, done L; 3.79 

421654; AW163267; Hs.106469; suppressor of varl (S.cerevislae) 3-like 1; suppressor of varl (S.cerevisiae) 3-Pke; 3.79 
Z3 439668; AI091277; Hs.302634; frizzled (Drosophila) homolog 8; frizzled (Drosophila) homolog 8; 3.79 

41 1125; AA151647; Hs.68877; cytochrome b-245, alpha porypeptide; cytochrome b-245, alpha porypeptide; 3.78 

429170; NMJJ01394; Hs.2359; dual specifidty phosphatase 4; dual specifidty phosphatase 4; 3.78 

425354; U62027; Hs. 155935; complement component 3a receptor 1; complement component 3a receptor 1 ; 3.78 

423909; AJ223183; Hs.135194; immunoglobulin superfamiry, member 6; Immunogtobutin superfamily, member 6; 378 
3U 429687; AI675749; Hs.211608; nudeoporin 153k0; nudeoporin 153kD; 3.77 

414177; AI351355; Hs.356303; uncharacterized hypothalamus protein HARP11; uncharacterized hypothalamus protein HAR; 3.77 

414135; NMJJ04419; Hs.2128; dual specificity phosphatase 5; dual specifidty phosphatase 5; 3.77 

445817; NM.003642; Hs.13340; histone acetyltransferase 1; histone acetyltransferase 1; 177 

410422; AL042014; Hs.63348; Homo sapiens, clone MGC:15203, mRNA, complete cds; Homo sapiens, clone MGG15203, mRNA, com; 176 
33 41 2146; M92444; Hs.73722; APEX nudease (mulb'funcltonal DMA repair enzyme); APEX nudease (multifunctional DNA repai; 176 
41301 1; AW06B115; Hs.821; bigrycan; biglycan; 176 
428157; AI738719; Hs.198427; hexokinase 2; hexokinase Z 3.76 

400288; X06256; Hs.149609; tntegrin. alpha 5 (fibronecfin receptor, alpha polypeptide); integrin. alpha 5 (fibronectin receptor.; 3.75 
427378; BE515037; Hs.177556; melanoma antigen, family D, 1; melanoma antigen, family D, 1; 3.75 
4U 4054B4; ; ; C30021 24*:gi|1 2737280|refpCP^006682.2I kerafin 18 [Homo sapiensfli6633; C30021 24*:gt|1 2737280|refpCP 006682.21 k; 3.75 
450998; BE387614; Hs.25797; splkang factor 3b, subunit 4, 49M):splidng factor 3b, subunit 4. 49x0:3.75 
432460; H12912; Hs.274691; adenylate kinase 3; adenylate kinase 3; 3.75 

428816; AA004986; Hs.193852; ATP-binding cassette, sub-family C (CFTR/MRP), member 2; ATP-binding cassette, subfamily C (CFTR; 3.74 
45 ^^to^U^M^ WeaWy b ALUB " HUMAN m SUBFAMILY sx SEQUENCE CONTAMINATION WARNING ENTRY [H.sapiensJ; ESTs, Weakly similar 

453329; T97205; Hs.193400; ESTs, Weakly similar to 2109260A B cell growth factor (H^apiensJ; ESTs, Weakly similar to 2109260A B cell ; 3.74 
426440; BE382756; Hs.169902; solute carrier family 2 (fadiitated glucose transporter), member 1; solute carrier family 2 (facilitated gltn 174 
438330; AW450572; Hs.257316; ESTs; ESTs; 374 

419911; L15301; Hs.1276; BN51 (BHK21) temperature sensitivity complementing; BN51 (BHK21) temperature sensitivity com; 174 
3 U 452695; AW7B0199; Hs.30327; mitog en-activated protein kinase-activated protein kinase 5; mitogen-acfivated protein kmase-acrjvat; 173 

442233; AW967149; Hs.28439; ESTs, Weakly similar to 138022 hypothefical protein (Rsapiens); ESTs, WeaHy sfmflar to 138022 hypothefi; 3.73 
451295; AI55721 2; Hs.17132; ESTs, Moderately similar to I54374 gene NF2 protein [Rsapiens]; ESTs, Moderately simflar to I54374 gene ; 3.73 
410772; BE275297; Hs.194685; Homo sapiens dona 24675 mRNA sequence; Homo sapiens done 24675 mRNA sequence; 173 

- - 426251 ; M24283; Hs.1 68383; intercellular adhesion molecule 1 (CD54), human rhinovims receptor; mlerceDular adhesion molecule 1 (C054): 3.72 
33 449843; RB5337; Hs.24030; sduta canierfamily 31 (copper transporters), member 2; solute carrier family 31 (copper transpo; 3.71 

423523; AW299828; Hs. 193580; ESTs; ESTs; 171 

413407; AI356293; Hs.75339; inosHd polyphosphate phosphatase-like 1; inositol polyphosphate phosphatase-fike ; 3.71 
448336; R53848; Hs.44976; ESTs; ESTs; 3.70 

- 422083; NM.Q01 141; Hs.111256; arachidonate 1 5-Dpoxygenase, second type; arachktonate 15-Iipoxygenase, second typ; 3.70 
OU 416087; AF0451B4; Hs.79008; SKWNTERACTING PROTEIN; SKI-INTERACTING PROTEIN; 3.70 

442200; AW590572; Hs.235768; ESTs; ESTs; 170 
414280; BE410769; Hs.75873; zyxln; zyxln; 169 

409354; N68188; Hs.159472; Homo sapiens cDNA: FU22224 fis, done HRC01703; Homo sapiens cDNA: FU22224 fis, clone H; 169 
415276; U86666; Hs.78353; SFRS protein kinase 2; SFRS protein Wnase2;169 
03 439659; AW970780; Hs.59483; teudne-rich repeat-containing G protelrMXwpled receptor 6 (LGR6) mRNA; leurine-rich repeatcontalning G protein; 3.69 
446522; NMJJ03876; Hs.15196; putative receptor protein; putative receptor protein; 169 
422785; A1824114; Hs.289088; heat shock 90kD protein 1, alpha; heat shock 90kD protein 1, alpha; 168 

401083; ; ; NM_01 6582*^0 sapiens peptide transporter 3 (LOC51296). mRNA. VERSION NM.016579.1 Q; NM_016582*:Homo sapiens peptide transpon 168 
413048; M93221; Hs.75182; mannose receptor, C fype1;mannose receptor. C type 1; 168 
70 452690; AI536070; Hs.15085; ESTs; ESTs; 3.68 

428981; BE313077; Hs.93135; ESTs, Weakly similar to ALU2_HUMAN ALU SUBFAMILY SB SEQUENCE CONTAMINATION WARNING ENTRY [Rsapiens]; ESTs, Weakly similar 
to ALU£_HUMAN ALU S; 3.68 

415010; NMJXM203; Hs.77783; membrane-associated tyrosine- and Ihreonine-spedfic cdc2-lnhibitory kinase; membrane-associated tyrosine- and (hreon; 3 68 
428579; NM_005756; Hs.184942; G protdrwoupled receptor 64; G protein-coupled receptor 64; 3.68 
/3 446430-, AA346837; Hs.15075; hypothetical protein DKFZp434E2216; hypothetical protein DKFZp434E2216; 166 

442013; AA506476; Hs.375009; Human DNA sequence from done RP1 1-353C18 on chranosome 20 Contains ESTs, STSs. GSSs and CpG Islands. Contains the NIFS gene for 

cysteine desulfurase, two genes for novel proteins and the gene for the; Human DNA sequence from done RP11-353C1; 3.66 
416602; NMJJ06159; Hs.367895; Protein kinase C-btnding protein NELL2; Protein kinase Otinding protein NELL2; 3.65 

441226^ BE56304* Hs.118820; Homo sapiens. Similar to RIKENcDNA 061001 2G03 gene, done MGC: 141 32. mRNA, complete cds; Homo sapiens, Similar to RIKEN CDNA0510; 
413076; U10564; Hs.75188; weel (S. pombe) homolog; weel {S. pombe) homolog; 3.65 

429303; AW1 37635; Hs.44238; ESTs. WeaWy similar to S65657 alpha-1C-adrenerglc receptor spfice form 2 [H^apiens]; ESTs, Weakly similar to S65657 atpha-1C-; 3 65 
452060; W26980; Hs.349089; ATP-binding cassette, sub-family F (GCN20), member 2; ATP-binding cassette, sub-fam3y F (GCN2; 165 
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451558; NMJJ01089; Hs.26630; ATP-blndlng cassette, sub-family A (ABC1), member 3: ATP-binding cassette, sub-family A (ABC1; 3.65 
414774; X0241 9; Hs .77274; plasminogen activator, urokinase; plasminogen activator, urokinase; 3.65 
417426; NMJJ02291; Hs.82124; laminin, beta 1; laminin, beta 1; 3.65 

450296; AL041949; Hs.24756; hepatocyte growth factor-regulated tyrosine kinase substrate; hepatocyte growth factor-regulated tyros; 3.64 
437669; AJ358105; Hs. 1231 64; ESTs, Weakly similar to malch to ESTs AA657999 (H^aplensJ; ESTs, Weakly similar to match to ESTs AA; 3.64 
414029; BE297731; Hs.75709; mannose-o^phosphate receptor (cation dependent); mannose-6-phosphate receptor (cation dep; 3.64 
444388; ABO33058; Hs.11101; KtAAl 232 protein; KIAA1232 protein; 3.64 

425910; AA830797; Hs.184760; CCAAT-box-binding transcription factor; CCAAT-box-blnding transcription factor 3.63 

451484; AV648896; Hs.283771; hypothetical proiein; hypothetical protein; 3.63 

444613; H29627; Hs.79092; hypothetical protein FU14427; hypothetical protein FU14427; 3.63 

447495; AW401864; Hs.18720; programmed cell death 8 (apcplosis-tnducing factor); programmed cell death 8 (apoplosts-induc; 3.62 

408101; AW96B504; Hs.278346; CDC2-related protein kinase 7; CDC2-reIated protein kinase 7; 3.62 

424732; D80001; Hs.152629; KIAA0179 protein; KIAA0179 protein; 3.62 

41 1165; NM_000169; Hs.69089; galactoskJase, alpha: gatectoskJase, alpha; 3.62 

422112; BE540240; Hs.111783; Lsm1 protein; Lsm1 protein; 3.62 

453020; AL162039; Hs.31422; Homo sapiens mRNA; cDNA DKF2p434M229 {from done DKFZp434M229); Homo sapiens mRNA; cDNA DKFZp434M229 (fr; 3.61 
438795; AA825792; Hs.377119; gb:od84b1U1 NCLCGAPJDv2 Homo sapiens cONActorw, mRNA sequence; gb:od84b11.s1 NCt CGAP Ov2 Homo sapiens ; 3 61 
445515; BE388665; Hs.179999; Homo sapiens, clone IMAGE:3457003, mRNA; Homo sapiens, clone IMAGE34570Q3, mRNA; 3.61 
407797; AK000524; Hs.39850; hypothetical protein FU20517; hypothetical protein FU20517; 3.60 

423217; NM J)00094; Hs.1640; collagen, type VII, alpha 1 (epidermolysis bullosa, dystrophic, dominant and recessive); collagen, type VII. alpha 1 (epidermolys; 3.60 

444985; AI677737; Hs.380100; hypothetical protein FU14005; hypothetical protein FU140O5; 3.60 

433764; AW753676; Hs.39982; zinc finger protein R1NZF (NM_023929); zinc finger protein RINZF (NM 023929); 3.59 

427857; AL1 33017; Hs.288679; hypothetical protein FU228B5; hypothetical protein FU22865; 3.59 

415020; BE249915; Hs.293533; Human DNA sequence from clone RP1M27L20on chromosome 10. Contains ESTs, STSs, GSSs and CpG islands. Contains the gene for a novel 

glutathione-S-transferase and five novel genes; Human DNA sequence from done RP11-1 2712; 3.59 
415149; X12451; Hs.78056; calhepsin I; cathepsin L; 3.57 

45B715; AK000973; Hs.1706; hypothetical protein FU10111; hypothetical protein FU10111; 3.57 

423576; NM_000383; Hs. 129829; autoimmune regulator (automimmune pofyendocrinopathy candidiasis edodermal dystrophy); autoimmune regulator (automimmune pohyen- 3 57 
440270; NM_01 5986; HsJ120; cytokine receptor-like molecule 9; cytokine receptor-like motecule 9: 3.57 
434883; AW381538; Hs.19807; hypothefical protein MGC12959; hypothetical protein MGC12959; 3.57 

404976; ; ; NM_014323*:Homo sapiens zinc finger protein 278 (ZNF278), transcript variant 1, mRNA.; NMJ)14323*:Homo sapiens zinc finger prot 157 
449656; AAO02O08; Hs.188633; ESTs; ESTs; 156 
413795; ALO40178; Hs.142003; ESTs; ESTs; 3.56 

406859; AI581 134; Hs.181357; laminin receptor 1 {67kD. ribosoma) protein SA); lamWn receptor 1 (67kD, ribosomal prot 3.56 
41 1030; BE3871 93; Hs.67896; 7-60 protein; 7-60 protein; 3.56 

447079; AA280057; Hs.1 05280; ESTs, Weakly similar to dJ963K212 [Haptens]; ESTs. Weakly sMlar to AI963K23.2 |H.sa; 3.56 

424263; M77640; Hs.1 757; L1 cell adhesion molecule (hydrocephalus, stenosis of aqueduct of Sylvius 1 , MASA (mental retardation, aphasia, shuffling gait and adducted thumbs) 

syndrome, spastic paraplegia 1); LI ceil adhesion molecule (hydrocephalus; 3.55 
413472; BE242870; Hs.75379; solute carrier family 1 (glial high affinity gJutamate transporter), member 3; solute carrier family 1 (gfial high aflh 3.55 
443466; BE243123; Hs.321045; IKK-related kinase epsflon; inducible IkappaB kinase; IKK-related kinase epsilon; indudWe Ik; 3.55 

426746; J03626; Hs.2057; uridine monophosphate synthetase (orotate phosphcribosyl transferase and orofidine-S^ecarboxylase); uridine monophosphate synthetase (orotat; 3,55 

450931; N25156; Hs,25648; tomor necrosis factor recepto 

425836; AW955696; Hs.90960; ESTs; ESTs; 3.54 

441054; AA913591; Hs.126480; ESTs; ESTs; 3.54 

440592; AL137268; Hs.7285; KIAA0759 protein; WAA0759 protein; 3.54 

458946; AA009716; Hs.4231 1; ESTs; ESTs; 3.53 

449027; AJ271216; Hs.22880; dipeptidyVeptidasa III; dipeptidylpeptidase 111; 3.53 
421662; NMJJ14141; Hs.106552; ceD recognition molecule Caspr2; cell recognition molecule Caspr2; 3.53 
422732; AA577455; Hs^4937; transformer-2 alpha (htra-2 alpha); transformer-2 alpha (htra-2 alpha); 3^3 
424870; T 15545; Hs.244624; ESTs; ESTs; 3.52 

442794; A1744130; Hs.356753; hypothefical protein MGC2975; hypothetical protein MGC2975; 3.52 

417640; D30857; Hs.82353; protein C receptor, endothelial (EPCR); protein C receptor, endothelial (EPCR); 3.51 

41 9971; AA400027; Hs.296234; ESTs, Weakly simitar to T31 613 hypothetical protein Y50E8A.I - Caenorhabdife etegans [Celegansfc ESTs, Weakly similar to T31613 hypothett- 3 51 
410257; BE244044; Hs.61469; hypothetical protein; hypothetical protein; 3.51 

424837; BE2761 13; Hs.333034; N-acetyttrartsferase. homolog of S. cerevisiae ARD1; Nnacetyltransferase, homolog of S. cerev; 3.51 

421921; H83363; Hs.355993; transtocase of inner mitochondrial membrane 10 (yeast) homolog; transtocase of inner mitochondrial membr, 3 50 

4541 28; AL031259; Hs.367900; programmed cell death 2; programmed ceB death 2; 3.50 

434049; AA501430; Hs.5771; amyotrophic lateral sderosis 2 (juvenile) chromosome region, candidate 2; amyotrophic lateral sclerosis 2 fiuvenih 3 50 

453641; AA444140; Hs.90960; ESTs; ESTs; 3.50 

429592; AB029041; Hs.209646; WAA1118 protein; KIAA1118 protein; 3.49 

430647; AC003682; Hs.1Z7988; ESTs, Weakly similar to Z21 LHUMAN ZINC FINGER PROTEIN 21 1 [Ksapiensl; ESTs, Weakly similar to Z21 1 HUMAN ZINC ■ 3 47 

410855; X97795; Hs.66718; RAD54 (S.cerevisiae)-Iike; RA054 (SxerevisiaeHika; 3.44 

413372; H55532; Hs.349695; tubulin, alpha 2; tubulin, alpha 2; 3.07 

437224; AL1 17628; Hs.97808; ESTs; ESTs; 277 

430439; AL133561; ; DKFZP434B061 protein; DKFZP434B061 protein; 2.76 

435897; AF269223; Hs.128322; komptex 11 (a murine top homolog); t-comptex 11 (a murine top homolog); 253 

^IS? ^2!tf5* ^ 182437 ' ESTs ' Weak| y simaar to 154383 chromosome segregation protein smcl (UsapiensJ; ESTs, Weakly similar to I54383 chrorncsom; 2.46 
412026; AA383618; Hs.73073; testis-speciftc ankyrin motif containing protein; tes6«pectfic ankyrin motif containing- 2.35 
422789; AK001 113; Hs.120842; hypothetical protein FU10251; hypothetical protein FU10251; 233 
426627; AF012359; Hs.195685; ESTs; ESTs; 212 

438983; AF085884; Hs.20029; proacrosin binding protein sp32 precursor; proacrosln binding protein sp32 precurso; 207 
425709; AA383076; Hs.159274; outer dense fibre of sperm tails 1; outer dense fibre of sperm tails 1; 1.99 
433724; AIB27749; Hs.144924; serinerthreonbe protein kinase SSTK; serine/Uireonine protein kinase SSTK; 1.68 
420710; NMJW7009; Hs.99B75; zona pellucfda binding protein; zona pelludda binding protein; 1.54 

TABLE 57B 



Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession; Genbank accession numbers 

Pkey CAT Number Accession 
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417886 
432407 



1031334.1 
MH1429J2 



434414 35978J 



427298 
427521 

407347 
430439 

TABLE 57C 



115241J 
51321^1 

810943,1 
675Q_2 



AA210987 D57294 AA214584 AA207008 D56572 

SSSSt^JSS^IS, 8 ^? 386 BG960381 NMJTO5712AF110315 BE074534 BE182776 BE158000 BE157999 BE714315 AW818104 
AW847519 AA099426 AW817981 AW856396 BG961122 AA224498 AA308542 AW821833 BF902155 AI732411 BG778834 BG283641 BE748279 
BE748870 BG319540 BE748854 BF739224 BG986155AK057283 BI861466 AA663341 AA457591 BG949294 AW392886 AA071122 AA227B49 
AA584918 BG9S9570 BF773485 AL041698 BF959013 R87170 C15859 BF770411 BF771298 AI075321 L13823 AA216700 BF77 1 864 AW8S1B59 
BE537068 C18935 AA155719 BF771 172 BF769107 BF8049B4 AW818172 AW818143 AW392930 AW817057 AW85B044 BF74621 1 AA17M28 
AW881687 AW821826 BI055726 BF242643 AA207189 BF770412 BF771 157 BG430030 AA055592 

AF134164 BF809407 AA218567 BF842863 AI267168 BF876178 BG999253 AW861851 AW858362 A1817548 BF771300 AA1 13928 AA223422 
AA055556 BF773400 BF998869 BE081333 BE073424 BE142245 H59571 H59570 BF87155B BF871064 BE001132 BF826831 AW754298 
AA223267 BG997895 BG997897 AW991957 AA534354 BG319501 BF736309 AI694265 M045564 BG950256 A1829309 BG987850 BE093175 
BF854337 

AA933717 BF061B97 AW628327 AA641788 AA400495 

AW973352BF222929AW016853BF059130AJ651829 8E551767AA558414AI339359BF059601 AI961 162 AI341422 A1206248 AI208165 

AA548736 AA768578 AI539081 AW025957 AA736837 N79575 AW594357 AA480892 

T23514A1655785 

AL133561 AL117481 AL1 22069 AW439292AI968826 AL04 1090 



Pkey: Unique number corresponding to sn Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (G!) numbers. "Dunham I. e! ai; refers to the publication entitled The DNA 

sequence of human chromosome 22/ Dunham I. et 3L. Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposiBon: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


402199 


8576116 


Minus 


402680 


8113438 


Plus 


402260 


3399665 


Minus 


402678 


8113438 


Plus 


403171 


9838164 


Minus 


406137 


9166422 


Minus 


401704 


3097841 


Plus 


402677 


8113438 


Plus 


402679 


8113438 


Plus 


402145 


8018280 


Plus 


406547 


7711513 


Minus 


402398 


4092817 


Minus 


405484 


5922025 


Plus 


401083 


3242744 


Plus 


404976 


3419864 


Minus 



NLposition 
84187-84744 

137634-137768,139702-139893,140475-14059 

113765-113910,115653-115765,116808-11694 

37395-37514,37866-37981 

74502-74703 

30487-31058 

24712-25374 

22135-22309,23063-23238 

132079-132216 

113086-114800 

172780-174358 

24019-24973 

199214-199579,199672-199920.200262-20049 

33192-33360 

139625-140632 



TABLE 58A: 434 genes upregulated In bladder cancer relative to norma! body tissues 

L^i^^^ 96/163 UP S!S^ ™[^ Cef rc,ative tonormaJbody tissues that are likely to encode proteins amenable to modulation by small molecules, peptides. 
L^S^ES 1 ^ *™ ^^? eSe ?.?, ^ M f5™»* Genechip array. Gene expression data for each probeset obtained from this analysis 
was expressed as average rntensity (AI) a normalized value reflecting the relative level of mRMA expression. The protein products of these genes often contain one or more domains 
fruficaLveof have (jncogerrfc function or of transducing intracellular signets, or of being modubtabte by small molecules, peptides, oranfibodies (e.g. pkinase te^^Tto 
phosphatase, or ionjransporter). Certain predicted protein domains are noted 19 P ' ^ oman ' rm * 

Ptey: Unique Eos probeset identifier number 

ExAccn: Exemplar accession number, GenBank accession number 

UniGenetD: UniGene number 

Pred.ProtDomalns: Certain rredlded protein domains. Abbreviations used: TM, transmembrane domain; SS, signal sequence; =Y, very Okety to contain; =M, fikery to contain- other 
protein domain abbrevlafjons are from PFAM (Nucleic Acids Research. 2002, 30^276-280} 7 «an,auiw 

UniGene Title: UniGene gene title ' 

R1 90th percentile of bladder tumor Als divided by the 50th percentile of normal tissue Als 

Pkey; ExAccn; UnigenelD; Unlgene Title; Pred.ProtDomains; R1 

430630; AW269920; Hs.2621 ; cystatin A (stefin A); cystatin;TM=M;; 35.25 

422282; AF019225; Hs.114309; apolipoprotein U Mol^_ExbB;TM=Y;SS=M; 33.25 

414555; N98569; Hs.76422; phospholipase A2. group IIA (platelets, ; phosfip;TM=M;SS=Y; 31.68 

415192; D17793; Hs.781B3; afdo-keto reductase family 1, member C3 ; aldoJteLred;TM=M;; 31.04 

417771; AA804698; Hs.82547; refinoic acid receptor responder (tazaro; none, none; 28.50 

413859; AW992356; Hs.8364; Homo sapiens pyruvate dehydrogenase Wna; SAM_PNT,none; 25.38 
418818; AA228899; Hs. 101307; Homosapiens HUT11 protein mRNA, partial; UT,none; 25.28 

425397; J04088; Hs.156346; topoteomerase (DNA) II alpha (170kD); DNAjyraseB.DNA topoisorV.HATPase c;SS=M; 23 58 
421733; AL1 19671 ; Hs.1420; fibroblast growth factor receptor 3 (ach; ig,pkinase;TM=Y;SS=M; 21 .24 
424008; R02740; Hs.137555; putative chemokine receptor; GTP-binding; 7tm 1;TM=Y;SS=M; 20.45 
447343; AA256641; Hs.236894; ESTs. Highly similar to S02392 atpha-2-m; none,none; 19.78 
408243; Y00787; Hs.624; interfeuxin 8; HLH.PAS,IL8;TM=M;; 18.90 
427490; 295152; Hs.178695; mitogen-activated protein kinase 13; pWnase;TM=M;; 18.75 
410687; U24389; Hs.65436; lysyl oxidase-iike 1; LysyLoxidase;SS=M; 18.63 
444381; BE387335; Hs.283713; ESTs, Weakly simflar to S64054 hypolhefj; Coflagen;TM=M;SS=M; 18.60 



«i.«.«vw ( .b.«wi i w, ljio, f»B*i; uiiuen iuoowm nypoineo; uouagen; i m=m;c^>=m; 
452747; BE153855; Hs.61460; Ig superfamSy receptor LNIR; lg,Rhabd _gIycop;TM=Y;SS=M; 18.55 
415444; BE247295; Hs.78452; solute carrier family 20 (phosphate tran; PH04,UM;TM=M;; 18.25 
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413132; NM_Q06823; Hs.75209; protein kinase (cAMP-dependenl, catar/U; PKI;SS=M; 17.73 

427337; 246223; Hs.176663; Fc fragment of IgG. tow affinity lllb, r, lg;TM=Y;SS=M; 17.68 

450746; D82673; Hs.278589; general transcription factor II, I; none,SH3,PX; 17.12 

418945; BE246762; Hs.89499; arachidonale 5-lipoxygenase; Iipoxygenase,PLAT;TM=M;; 16.88 

420981; L40904: Hs.100724; peroxisome proliferative activated recep; hcrmone rec,zf-C4;TM=M;; 16.78 

439941; A1392640; Hs.18272; amino acid transporter system A1; Aa trans;TM=Y;; 16.75 

431B46; BE019924; Hs.271580; uroplakin 1B; uansmembrane4;TM=Y;SS=M; 16.56 

SS? XUm ' Hs 234734 i ( renal amyloidosisj; lys.^.FAD_SyntWdh.ldh^C,pWnase;SS=M; 16.43 

414883; AA926960; ; CDC28 protein kinase 1; CKS;; 16.20 

438091 ; AW373062; ; nuclear receptor subfamily 1, group I, m; hormone reczf-C4,none; 1 5.80 

439963; AW247529; Hs.6793; plalelet-activaling factor acetyihydrola; PAF-AH Ib.Upase GDSL;TM=M;; 15.70 

428450; NM.014791; Hs.184339; KlAA0175gene product; KA1,pWnase;TM=M;; 15.63 " 

422278; AF072873; Hs.114218; frizzled (Drosophila) homolog 6; Fz,FrizzIed,7tm_2;TM=Y;SS=M; 15.45 

434293; NNL004445; Hs.3796; EphB6; EPHJbd,fn3,p1dnase,SAM,TM-Y;SS=Mri5.43 

417880; BE241595; Hs.82848; selecGn L (lymphocyte adhesion molecule; EGF,lectin_c,sushi;TM=M;SS=M; 15.28 

443991; NMJTO2250; Hs.10082; potassium intermediate/small conductance; CaMBD.SKjmanneUon lrans;TM=Y;SS=M; 15.10 

416305; AU07662B; Hs.79187; coxsackie virus and adenovirus receptor, ig;TM=Y;SS=M; 14.90 

432306; Y18207; Hs.303090; protein phosphatase 1, regulatory (inhib; CBM 21;TM=M;; 14.80 

413076; U10564; Hs.75188; weel (S. pombe) homotog; pkinase;TM=M;; 14.73 

429345; R11141; Hs.199695; hypothetical protein; Kjetra,SAM; 14.58 

449230; BE613348; Hs.211579; melanomacetl adhesion molecule; ig.feodh.Ribosomal L6,F-box;TM=Y;SS=M; 14 55 
421508; NM.004833; Hs.105115; absent in melanoma 2; PAAD DAPIN,HIN;TM=M;; 14.53 
446006; NM.004403; Hs.13530; deafness, autosomal dominant 5; none;TM=M;SS=M; 14.35 
429556; AW139399; Hs.98988; ESTs; none;TM=M;; 14.18 

416224; NM.002902; Hs.79088; reliculocalbin 2, EF-hand calcium bindin; efhand;SS=M; 14.13 
429673; AA884407; Hs.21 1595; protein tyrosine phosphatase, non-recept Y Dhosphatase,Band 4t.PDZ:SS=M- 13.90 
426657; NNL015865;Hs.171731; solute ^ ^ ' 

428157; AI738719; Hs.198427; hexokinase 2; hexoldnase,hexokmase2,none; U80 

400843; ; ; NM_003105*:Homo sapiens sortiKn-retated; EGF,fn3.tdljecepLa,ldl.recepLb.granulin.BNR;TM=Y;SS=M; 13.78 

439453; BE264974; Hs.6566; thyroid hormone receptor interactor 13; AAMBC tran,CoaE;TM=M;; 13 38 

432314; AA533447; Hs.312989; ESTs; XKnlywne; 13.25 

413109; AW389845; Hs.110855; ESTs; PH04,none; 13.15 

424490; AJ278016; Hs.55565; ankyrin repeat domain 3; ank,pkinase;TM=M;; 13.13 

426490; NWL001621; Hs.170087; aryl hydrocarbon receptor; PAC.PAS;TM=M;; 1i93 

425177; AF127577; Hs. 155017; nuclear receptor interacting protein 1; none;SS=M; 12.38 
404942; U30825; ; splicing factor, argtnine/serine-rich 9; CD36;TM=Y;SS=M; 12.03 

439569; AW602166; Hs.222399; CEGP1 protein; EGFJNFR„c6,granurm t CUB,Keratin B2,TtUTM=M;SS=M; 1193 
443195; BE148235; Hs.193063; Homo sapiens cDNA FU14201 fis, clone NT; Aa trans.none; 1 1.88 

U t M4dh_C,CH f AlP3;TM=M;; 1 1^88 
412182; AA205588; Hs.155160; SpRcIng factor, arainroeA^ne-nch, 4; nrnhormone rec,zf-C4,sugar K 11.85 
433470; AW960564; ; transmembrane 4 superfamily member 1; none;TM=Y;SS=M; 11.80 
425118; AU07661 1; Hs.154672; methylene tetrahydrofotate dehydrogenase; myb DNA* 

birKfing,THF_DHG_CYH,THF_DHG_CYH_C l CAP_GLYMA f LON,Peptidase C9,bZIP,M,xan ur oermease HC03 cotransKTf*=Mr 1 1 69 
418870; AF147204; Hs.89414; chemokine (C-X-C motif), receptor 4 (fus; 7tm!l,7tm:2;TM=Y;S^f^11 ^^ rm8ase ' MUUJ - C0trans P' TW= ^ 1169 
426761; A1015709; Hs.172089; Homo sapiens mRNA; cDNA DKFZp586l2022 (f; none;TM=Y;SS=M- 1 1 48 
439750; AL359053; Hs.57664; Homo sapiens mRNA full length insert cDN; IMPOH_C,IMPDa.N.CBSMegrin B,RlrinBJectuv 1 1 38 
446742; M232119;Hs.16085;riu^ 11.23 wn.d^an.Bjecun. iw 

436729; BE621807; ; transmembrane 4 superfamify member 1; none;TM=Y;SS=M; 11.18 
409960; BE261944; Hs.339673; hexokinase 1; none^one; 11.02 

i25?£K! 1155: Hs - 170290: discs ' ,ar 98 (Drosophila) homolog 5; SH3POZ.Giianylate_kin;TM=M;; 10.78 

417821; BE245149; Hs.82643; protein tyrosine kinase 9; cofilfnJU)F;SS=M; 10.63 

427654; AA410183; Hs.137475; ESTs; kmJrans.vwc.lGFBP.tsp 1; 10.58 

418004; U37519; Hs.87539; aldehyde dehydrogenase 3 family, member ; aJdedh;TM=M;$S=M; 10 53 

447365; BE383676; Hs.334; Rho guanine nucleotide exchange factor {; SH3.PRRhoGEF;TM=M ;; 10 53 

449437; AI702038; Hs.100057; Homo sapiens cDNA FU22902 fc, clone K; none,none; 10.52 

436856; AI469355; Hs. 127310; ESTs; pkinase,rrrn;TM=M;; 10.48 

451035; AU076785; Hs.430; plasfin 1 (1 isoform); emand,CH,Adaplin_N;SS=M; 10 38 

X!£S HSB3968: ,ntaBr ^ **** 2 ^ Bn 0018 * ^tegrin_B,EGF,PSI;TM=Y;SS-M; 1035 

431890; X17033; Hs.271988; integrin, alpha 2 (C049B, alpha 2subuni; vwa.integnXAFG<3AP;TM=Y;SS=M; 10 34 
440006; AK000517; Hs.6844; hypothetical protein FU20510; AAA, NB-ARC, PAAD.DAPI N;NA; NA; 10.25 
420344; BE463721; Hs.97101; putative G protein-coupled receptor; Methyltrartsf_5;TM=Y;SS=M; 10 18 
437852; BE001836; Hs.256897; ESTs, Weakly similar to dJ365012.1 [H.sa; GPS,7tm 2;TM=Y;; 1013 

S£S vS^^iiSSL 9 ^ "J^"** 8 * EGF.ttWdU«»pLAldL^ 10.08 

427700; AA262294; Hs.180383; dual specificity phosphatase 6; Rhodanese,DSPc;TM=M;; 10.05 

126728; ^7118; Hs.171957; triple functional domain (PTPRF interact SH3,ig,pWnase,PH ( spectrin I RhoGEF;TM=M;; 10.05 

4OW96;;;ENSPO0M)22471F:GTP.b^ 

413899; AF083892; Hs.75608; tight junction protein 2 (zona ocdudens; SH3,PDZ t Guanylate_ldn;TM=M;; 10.00 

404568; ; ; NM_02207r:Homo sapiens hypothetical pro; SH2;TM=M;; 10.00 

444823; BE262989; Hs.12045; putative protein; Mra1,MBOAT;TI^M;SS=Y; 9.93 

421425; AK001564; Hs. 104222; hypothetical protein FU10702; efr^,kaza1,arf 1 ras,7trrLl;TM=M;; 9.90 

413441; AI929374; Hs.75367; Src-Kke-adapter; SH2,SH3;TM=M;: 9.90 

424954; NM_000546; Hs.1846; tumor protein p53 (U-Fraumeni syndrome); P53,WD40,IRK;TM=M;; 9.88 
452289; BE568205; Hs.28827; mitogen-acfivated protein kinase kinase ; pkinase;TM=M;; 9.85 
439223; AW238299; Hs.250618; UL16 binding protein 2; WLrecepLa,PKD,MHCJ;TM=M;SS=Y; 9.83 
429238; NMJJ02849; Hs.198288; protein tyrosine phosphatase, receptor t Y_phosphatase;TM=Y;SS=M; 9.80 
414135; NlvL004419; Hs.2128; dual specificity phosphatase 5; Rhodanese,DSPc,Yj>hosphatase;TM=M;; 9 73 
452239; AW379378; Hs.170121; protein tyrosine phosphatase, receptor fc none,none; 9.73 
418322; AA284166; Hs.841 13; cyclin-dependent kinase Inhibitor 3 (CDK; Yohosphatase.DSPc TM=Mr 9 72 
403912; ; ; C5000394*:giJ12737280jrefpCP_006682.^ k; none;TM=M;; 9.70 

427315; AA179949; Hs.175563; Homo sapiens mRNA; cDNA DKFZp564N0763 (f; none,spectrin ( SH3,PH,CH; 9.70 
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428428; AL037544; Hs.184298; cyclin-dependent kinase 7 (homolog of Xe; pWnase;TM=M;; 9.6B 

422241; Y00062; Hs.170121; protein tyrosine phosphatase, receptor t kinesin,fn3,Y _phosphatase;TM=M;; 9,63 

429083; Y09397; Hs.227817; BCL2-re!ated protein A1; Bd-2;TM=Mn 9.63 

425322; U63630; Hs.155637; protein kinase, DNA-activated, catalytic; PI3J>14Jdnase,FAT,FATC;TM=M;; 9.55 
430259; BE550182; Hs.127826; RaiGEF-iike protein 3, mouse homolog; fn3,RA,RasGEF;TM=M;SS=M; 9.50 
428520; AA331901; Hs.184736; hypothetical protein FU10097; none;TM=M;; 9.50 
418969; W33191; Hs.28907; hypothetical protein FU20258; SH3;TM=M;; 9.50 

448913; AA194422; Hs.22564; myosin VI; rm.zf-I^BP,pWnase.GST_aEts t SA^ head,IQ.Myosin N.bZIP.zf- 

C2H2,PHD 1 BTBjniS l AT_hook 1 SAM;TM=M;;9.50 " 
41491 1; NM.000107; Hs.77602; damage-speciRc ONA binding protein 2 (4; WD40 1 homeobox,U^TM=M;; 9.48 
451295; AI557212; Hs.17132; ESTs, Moderatery similar to 154374 gene ; pkinase.DAG PE-bind,pkinase C,OPR.none; 9.45 
402328; ; ; Target Exon; pkinase;TM=M;; 9.44 

443710; AI928136; Hs.9691; Homo sapiens cDNA: FU23249 fis, clone C; G-alphajone; 9.42 
414987; AA524394; Hs.294022; hypothetical protein FU14950; SH2;TM=M;; 9.42 

434375; BE277910; Hs.3833; 3 , -phosphoadenosine 5 , -phosphosuIfate sy; APSJdnaseATP-sulfurylase, PRK,Thymidylate kta;SS=M: 9 40 
418827; BE327311; Hs.47166; HT021; none;TM=M;; 9.40 

440675; AW005054; Hs,47B83; ESTs. WeaKly similar to KCC1_HUMAN CALCI; pkinase.none; 9.35 
433378; AI249361; Hs.74122; caspase 4, apoptosis-related cysteine pr, CARD, ICE jj 1 O,ICEj>20;SS=M; 9 28 
41 0668; BE379794; Hs.65403; hypothetical protein; death,TNFR_c6;TM=Y;SS=M; 9.25 
430024; AI808780; Hs.227730; integrin, alpha 6; inlegrin.AFG-GAP;TM=Y;SS=M; 9.23 
45269S; AI826645; Hs.21 1534; ESTs; ArfGap.PH.ank,Guanylate kin.PD2.SH3; 9.13 
434263; N34895; Hs.44648, ESTs; ig,none; 9.13 

407949; W21874; Hs^47057; ESTs, Weakly similar to 2109260A B ceil ; Ribosomal SKank.pWnase.death.none- 9 10 

429332; AF030403; Hs.199263; Ste-20 related kinase; pkinase > melallhio;TM=M;SS^M; 9.08 

417426; NM.002291; Hs.82124; laminin, beta 1; laminin^EGFJamlnin Nterm,integrin B;SS=M; 9.08 

443951; F13272; Hs.1 11334; ferritin, fight polypeptide; PMP23_aaudin,none; 9.07 

414368; W70171; Hs.75939; urtcfine monophosphate kinase; PRK,CoaE;; 8.98 

451292; AB037716; Hs.26204; WAA1295 protein; SH3;TM=M;; a93 

438000; AI825880; Hs.5985; non-kinase Cdc42 effector protein SPEC2; none;TM=M;; 8.90 

446620; AA128808; Hs.179902; transporter-like protein; none;TM=Y;SS=M; 8.90 

436075; BE090176; Hs.179902; transporter-Eke protein; none;TM=Y;SS=M; 8.88 

437056; AI147061; ; gb.-ok33a1 1 .si Soares_NSF^F8_9W_OT_P/LP_S; none 1 spectra,SH3,PH.CH; 8.78 

445496; AB007860; Hs. 12802; development and differentiation enhancin; SH3^k,PH.ArfGap;TM==M;; 8.78 

418203; X54942; Hs.83758; CDC28 protein kinase 2; CKS;; 8.75 

434608; AA805443; Hs.179909; hypothetical protein FU22995; none;TM=M;; 8.70 

445033; AV652402; Hs.72901; mucin 13. epithelial transmembrane; ank;; 8.68 

417640; D30857; Hs.82353; protein C receptor, endothelial (EPCR); none;TM=M;SS=M; a65 

432841; M93425; Hs.62; protein tyrosine phosphatase, non-recept; Yj>hosphatase;SS=M; 8.65 

430397; A1924533; Hs.105607; bicarbonate transporter related protein ; HC03 cotransp;TM=Y;; 8.64 

448888; AW196663; Hs.200242; caspase recruitment domain protein 6; CARD;TM=M;; 8.60 

442994; AI026718; Hs.16954; ESTs; ank,pklnase,death,Ribosomal S14; 8.60 

429109; AL008637; Hs.196352; neutrophil cytosollc factor 4 (40kD); SH3.0PR.PX;TM=M;; 8.60 

455439; AW945484; Hs.184252; ESTs. Weakly similar to ALU8_HUMAN ALU S; none.7tmJ; 8.55 

437763; AA469369; Hs.5831; tissue inhibitor oC metalloprotetnase 1 ; TIMP.pkinase.DAG.PE-birid.RBD; &43 

417035; AA192455; Hs.22968; Homo sapiens clone IMAGE:451939, mRKA se; none^one; 8.40 

418478; U38945; Hs.1 174; cyclin-dependent kinase Inhibitor 2A (me; ank;; &39 

448209; AW160489; Hs.20709; tetraspan 5; transmernhrane4;TM=Y;SS=M; 8.33 

450139; AK001838; Hs.296323; serunVglucccorfooid regulated kinase; none,none; 8.33 

445350; AF052112; Hs.12540; rysophospholipase I; abhydrolase_2;TM=M;; 8-31 

427509; M62505; Hs.2161; complement component 5 receptor 1 (C5a I; 7tm 1;TM=Y;SS=M; a30 

445633; AI453385; Hs.17287; ESTs, Weakly similar to S26689 hypotheti; IRKnone; a2B 

446719; W39500; Hs.301872; hypothetical protein MGC4840; AAA,SKJ;TM=M;; 8.23 

424762; AL1 19442; Hs.1 83684; eukaryoflc translation initiation factor; none,none; 8.20 

427274; NMJJ0521 1; Hs.17414£ colony sBmulatlng factor 1 receptor, fb; {g.pkinase;TM=Y;SS=M; 8.18 

416094; AW995512; Hs.225977; nuclear receptor coaclivator 3; none,none; 8.15 

419262; AA834664; Hs.29131; nuclear receptor coactivator 2; PAS,zf-C2H2,S£T; ai5 

417385; AL037228; Hs.82043; D123 gene product; NUDIX f secY.E1_dehydrog,transkeLpynTM=Y;SS=M; 8.13 

431238; AV656840; Hs.285115; inlerleuHn 13 receptor, alpha 1; m3;TM=Y;SS=M; aiO 

439658; AA332057; Hs.6639; hypothetical protein MGC1544Q; none;TM=M;S$=M; 8.09 

425424; NM_004954; Hs.157199; ELKL mofif kinase; pkinase,UBA,KA1;TM=M; 8.08 

422573; AW297985; Hs.295726; integrin, alpha V (vitronectin receptor; FG-GAP,integrin J\,none: 8.05 

408912; AB011084; Hs.48924; WAA0512 gene product ALEX2; ArmadiDo seg;TM=M;SS=M; 8.03 

447674; BE270640; Hs.19192; cydirKlependent kinase 2, pkinase;SS=M; 8.03 

404891; ;; Target Exon; none,none; 7.95 

414278; AA330116; Hs.77273; Human glucose transporter pseudogene; none,none; 7.93 

452888; AW955454; Hs.30942; ephrin-B2; Ephrin,fn2;TM=Y;SS=W; 7.93 

433211; H11850; Hs.12808; MARK; pJdnase,UBA,KA1;SS=M; 7.91 

438485; W57578; Hs^37955; RAB7, member RAS oncogene famfly; pkinase,ABC1,none; 7.90 

41321 9; AA878200; Hs.1 1 6727; Homo sapiens cDMA FU13692 fis. ctone PU HLH l death,TNFR - c6.Acyl-CoA_hydro; 7.90 

417381; AF164142; Hs.82042; solute carrier family 23 {nucteobase Ira; xan_ur_perrnease,RA; 7.88 

4271 22; AW057736; Hs.32391 0; HER2 receptor tyrosine kinase (c-erb-b2 ( ; Furin-nke,pkmase,Recep Ldomain,YlP;TM=Y;SS=M; 7 86 
405036; ; ; NM_021628*:Homo sapiens arachidonate Bp; fipoxygenasB.complexl 49Kd,PLAT;TM=M;; 7.83 

431912; AI660552;Hs.76549; ESTs, Weakr/s^ 

432981; NMJW2733; Hs.3136; protein Hnase, AMP-acfivated. gamma 1 n; C8SA£Ltrans;TM=M;; 7.78 

422940; BE077458; :gb:RC1-BT060W)90500-015.b04 BT0606 Homo; Sec7,PiiANF_receptor 1 l3g chan.WD40.IRK; 7 78 

446636; AC002563; Hs.15767; citron (rho-interacting. serine/lhreonin; CNH.DAG PE43ind,PHJnvoTiJcrin.M;TM=M;; 7.78 

431183; NM_00S855; Hs.250696; KDEL (Lys-Asc~GiReu) endoplasmic retic; ERJumenjecept;TM=M;SS=M; 7.78 

400845; ; ; NM_003105*:Homo sapiens sortilin-related; EGF,fn3JdLrecepta.ldljecepLb.granuEn.BNR;TM=Y;SS=M; 773 

409142; AL1 36877; Hs.50758; SMC4 (structural maintenance of chromoso;ABC_tran,M,SMC N.SMC C.DUF1 64, none; 7.73 

437192; AW975786; Hs.75355; uWquihrvconjugab'ng enzyme E2N (homoto; UQ,con,Y_phosphatase,SH2; 7.70 

403212; ; ; NM_019595:Homo sapiens intersectln 2 (TT; SH3,e(hand,C2,PH,RhoGEF;TM=M;; 7.70 

441190; H09073; Hs.25046; ESTs; E1-E2^ATPase,Cation.ATPase_C,Cation^TPase - N l Hydrolase,none^ 7.68 
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S M^fe ?S 4E1 2 Q T m J FetaJ Bra ^° NA: 7 ^- 1 ^ HW -^ SP ^^ 7.68 

;?™£*j£ 9 ^ 

447898; AW969638; Hs.!12318; 6.2kd protein; nonB,none; 7.B5 
S ?n5S? AV Hl^!5. Hs * 155530: '"^fero". gamma-inductWe protein 16; PAAD DAPIN,HIN;SS=M; 7.63 
3 401927;;; 017000914*^8394367^^058549.115;^ 7.60 

2SJ2SSS5 4 !S : !i2? 0d07 - 81 Na -CGAP-.GCB1 Homosapiens;RhoGAP 1 SH2,pkin a se,POLO box,none; 7.58 

1 0 JJtX T^iSiAr mosrto1 P^nosrjhate-^osphatase, ty; none,none; 7.55 
1 U 421489; AI922821; Hs.32433; ESTs; none.PI-PLC-X,PI-PLC-Y,C2; 7.53 

SSS??* Hs ' 241551 J chtarWe ch anne>. calcium activated, fern; none;TM=Y;SS=M; 7.53 

IS ^l 4 ? 7 ^ 24370 -' 8b:EST384498 MAGE resequences, MAGL Homo; adenylatekinase f SRP54;TM=M ' 7 50 

430570; AI417881; Hs.292464; ESTs; 7trn_2,Fz,Friz2ted 1 none- 7 50 * ' ^* W 

1 S mA?^^. 80 * "T Cha,l^e, ' "onwNe-gated 1 alpha; ASC;TM=Y;; 7.48 

SSS 2SS?y^£!* V3y 2 0nC09eTO; RhoGEF .PH,CH,SH2.SH3.DAG.PE-bind,none; 7.48 

444252; R21 1 35; Hs.54985; ESTs; none,none; 7.47 

llS^i ^ 77 Sli al ? la te,an S iectasla «3 related; FAT,FATC.PI3.PI4_kin3se;TM=M;; 7.47 

fSl 58: Hs 9329: chromoso ™ 20 open reading frame 1; none;TM=M;; 7.45 
7H ?1?? 6: M224827 i ! 9b:nc32g04.s1 NCLCGAP_Pr2 Homo sapiens ; vwajntegrin A.FG-GAP none- 7 45 
20 437860, AA333063; Hs.279898; Homo sapiens cDNA: FU231 W\ b, done K^^743 

452007;AM26234;Hs.34906;ESTs,Weakry^ 

417141= m^r^ 9 ^!^ 30 ^'* 63 ^ eff ? :tof ^^"tfornimg Cfed-iHi; LRaPAAD_DAPIN.AAA.CARD.NB-ARC;NA;NA; 7.3B ^ 
JJnfiifl' S ^J£^f^JL? W IBCe,tosubblrt,fy 1, group H, m; hormone.rec^f-C4;SS=M; 7.38 
?oW J 1 ^ 0047361 ^-227656; xenotropic end potytropic retrovirus rec; SPX,EXS;TM=Y;; 7.38 

aaSS f'HISSS jnsmembfane 4 superfamBy member 6; lmm8mfar8n84;TM»Y^M: 7.32 
433390; AA586950; Hs.260180; Homo sapiens mRNA; cDNA OKFZp761G18121 f- none^oectrin SH3 PH PH- 7 w 

^UI 754: H > s1 1861; B, y |dd h0fTTK)ne receptor-associated prot none;TM=M;; 7.23 
1221? M322859 ^ Hs.284275; Homo sapiens PAK2 mRNA, complete cds; pkinase,PBD TM=M;- 7 1 9 
40759 ;NM_00fJ910;rt^^ ' ,M 

1 S Sf IH! 581 * Spf0uty t Dros °P Ma ) n °™log 4; SH2 t SH3;TM=M;SS=M; 7.18 

122? AW383256; Hs.24752; spectrin SH3 domain binding protein 1; SH3;TM=M;; 7.18 
403344; ; ; NM_000341:Homo sapiens solute carrier fa; alpha-amylase;TM=Yr 7 15 
427268; X78520; Hs.174139; chloride channel 3; CBS.voIlage CLC;TM=Y~ 7 14 

N3 M?^i?«?° 5971; S0hrte ^ fami, y 2 ( f aaWated~9«u; sugar_fr;TM=Y;SS=M; 7.14 

40 

SSIS? SSfTit 1 ^? 1273 * Homo«aptens cANA: FU21425 fi*. ckma C: SidMe transp,STAS,HMG box;708 
1115? AL03B1 651 Hs - 75187 i translocase of outer mitochondrial membr; MAS20,zf-A20.VPS9-TM=M SS=M: 7 05 
JES^^ 04858 * Hs171723: ^uronal ceDdeattKelatfid protein; TRlisi^M^OS 
4^ : 1 ^o 3 ^ 8 M* 5 **! Pep^e receptor 1; 7trrL2,HRM,CSO;TM=Y;SS=M; 7.03 

_2Ell V \ N ^ 003899,:H °™> sapiens PAWnteractlng ; SH3,PH,RhoGEFJerpene syntfcTM=M;- 7 03 
4381 50; AA037534; Hs.342874; transforming growth factor, beta recepto; zona_penudda none; 6 93 * 
inwJi AA rSi : H ^ 153 IiP^asome (prosome, macropam) subunit.; proteasome;TN4=M;;' 6.93 

"s- 292689 ; ESTs;pWnase,bZIP^nnadillo_seg 1 none; 6.88 
429663; M68874; Hs.211587; phosphoHpase A2, group IVA (cytosoiic : C2.PLA2_BTM=M." 6 85 

S 2S2S5 TBP - as ? dated factor ^ sn*w*«^^ 6 .83 

j£52 ^JllSSL" 8 - 199491 * ^Pto^bted cysteine pr. IC^10,IC£j>2oTmd ; tm s m : . 6 Jo 
^158;;;^ ^ ' ^ ^ 

^?? 1 ^^ bindin9 proteIn 31 0rexf * n .SH2,STAT,STAT_bind.STAT_prot.lon trans,PACPAS,none- 6 78 

UD735B, Hs.21 1601; mlogat-activaled protein kinase kinase ; pkinase;; 6.73 
; ; NM_021048:Homo sapiens melanoma anligen,; MAGE;TI**fc 6.73 

^ 408056; AA312329; Hs.42331; ephrin-A4; Ephrin;TM=M;SS=M; 6.61 

215? 5E5£ fl S ; ^ra" 512800 elongation factor; k>n.trans.lQ;TM=Y;; 6.60 

H8 mJ 6 rio l ? O7 » 6 ? 0: S8plens CDNA ^J 13357 fe - *«» p ^ wnone: 6.60 
40O5Z8; ; ; NM_020975*:Homo sapiens ret proto-oncoge; cadherm,pWnase;TM=Y SS=M: 6 58 
41B562; R60669; Hs.124831; CQ-67 proteh; none.SkplMA,- 657 
70 IS??? AL138129: : 9b:DKFZp547F15?_r1 547 (synonym: hfbrl) ; PK.PK_C.none; 6.55 

7 S £55 iSSK ft 898621 TNFRSF1A ^soci^ via death domain; deaih;TM=M^ 6.46 
/O 441712; AW391927; Hs.7946;KIAA1288 protein; AIP3;TM=M;; &44 

Anu* S^Iol 1 1? «2SS? ^cy 1 ^ 08 ^ A oxidase 1, pantoyl; pkinasejtnul; 6.43 
, Hs - 273333 ; hypoiheacaJ protein FU10986; FGGY_C;TM=M;; 6.43 
^^S? 31 Hs,8173: ^P 0 ^^ Potoh FU10803; none;TM=M;SS=M; 6.40 
8f> f?/ 5 ^ Hs31864 ' ESTs : Ca_channe1_B l SH3,arf,none; 6.40 

XlSf A y V673081 I Hs.54828; ESTs; pWnase,zf-C2H2,KRAB 1 none; 6.33 

SSS Hs125B15 : ESTs . simaar to 138022 hypotheO; npoxygenase.PLAT.none; 6.33 

9 HS ' 96840: KIAA1527 ^ MHC^EF^kinaseTTM=M;S&=M; 6.33 

427801; AW979155; Hs.298275; amino acid transporter 2; Aa_trans;TM=M;SS=M; 6.32 
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407970; AW403814; Hs.41714; BCL2^ssocialed alhanogene; uWquitin,BAG,Tropcmyosin;; 6.30 
438464; AAS69735; Hs.324743: protein phosphatase 4 regulatory subunit nonejone; 5.30 
453977; AA886006; Hs.250427; ESTs; pWnase,P2)ereceptor,E1-E^TPase.Hydrolase; 6.30 
41 2491; W31589; Hs.73957; RAB5A. member RAS oncogene family; ras.arf,PP2C;TM=M;; 6.30 

413235; BE243445; Hs.75248; topoisomerase (DNA) II beta (180kD);DNA ufl yraseB,DNA u topoisolV.HATPase c.DNA gyraseB,DN^topojsoIV.HATPase c;6.29 
404342; ; ; C7002t9r:gi|7299207|gb|AAF54404.t|{AE0: non8.TM=Mr. 6.27 
409274; NM.003930; Hs.52644; SKAP55homologuB; SH3,PH;SS=M; 6.25 

419693; AA133749; Hs.301350; FXYD domain-containing Ion transport reg; ATP1G1_PIM MATB;TM=Y;SS=M; 6.23 
405429; ; ; Target Exon; Y_phosphatase,none; 6.23 

404975; AL042279; ; uncharacterized hypothalamus protein HTO; kringle;TM=Y;SS=M; 6.20 
452929; AW954938; Hs.172816; neuregulin 1; NeureguIin,EGF,ig,Neuregufin,EGF,lg; 6.18 

446883; AW452756; Hs.16364; hypothetical protein FU 10955; DEAD,heiicase.C,rrm,Ndr,Cys knot f TIL,vwa 1 vvrc,v\wd l IQ,RIIa.abhydrolase TGF- 

b<ta,DUF139JPR,DSPc.tspJ,RiTjosomal_S21.rvp;TM=M;;6.18 
433233; AB040927; Hs.301804; KIAA1494 protein; SH3,zl-C3HC4;TM=M;; 6.15 
458791; BE615453; Hs.346509; dedicator of cyto-Wnesis 1; none;TM=Y;; 6.15 
421836; AF109219; Hs,108787; phosphatidyiinositol glycan, class N; none,none; 6.14 
447727; AI421079; ; tumor necrosis factor receptor superfami; none,synaptobrevln; 6.13 
401536; ; ; NM_002530*:Homo sapiens neurotrophic tyn ig,pkmase,LRR,LRRI^T,LRRCT;TM=M;SS=M; 6.11 

444317; AI140566; Hs.143436; ESTs, Weakly similar to PLHU plasmin [R; PAN f kring!e,trypsin,PkPLC-X,C2,SH^PH 1 SH3.Pl-PLC-Y l PAN- 6 10 
427557; NMJJ02659; Hs.179657; plasminogen activator, urokinase recepto; UPARJ.Y6,ET,PLA2Jnh;SS=M; 6.08 
450447; AF212223; Hs.25010; hypothetical protein P15-2; NTF2;TM=M;; 6.08 
450107; AI873287; Hs.257812; ESTs; ICE_p20,DED;TM=M;; 6.05 

418175; AW967054; Hs.206312; ESTs, WeaWy similar to I38022 hypotheti; zf-C2H2,BTBXtetra,Syntaxin l none; 6,05 

408983; NMJXJ0492; Hs.663; cystic ffijrosts transrrmibrane ronductanc; ABC tranABC membrane, PRK,Bac exporL3;TM=Y;- 6 05 

439738; BE246502; Hs.9598; sema domain, immunoglobulin domain (lg) t ; Sema,PSl.integrin B;TM=Y,~ 6.03 

427625; AF00821 6; Hs.28501 3; putative human HLA class II associated p; none,none; 6.03 ~ 

409430; R21945; Hs.346735; splicing factor, argminefcerine-rich 5; DSPcRhodanese,none; 6.03 

446650; AB016625; Hs.15813; sorute carrier family 22 (organic cation; sugar tr;TM=Y;SS=M; 6.03 

4051 02; ; ; C15001220^l4469558Jgb|AAD2131 1.1|(AF; DAGJ>E-bind,PH.RhoGEF,DC1;SS=M; 6.03 

400121;;;EosControt;SH3,PH,RhoGEF l Terpene synth;TM=Mn 6.03 

415327; H22769; ; gb:ym54c02.r1 Soares infant brain 1NIB H; SH3,PDZ,Guanylate kin;SS=M; 6.03 

404148; ; ; NM_002944*:Homo sapiens v-ros avian UR2 ; fn3,pWnase,DUF139;TM=Y;SS=M- 603 

405531; ; ; Target Exon; PDZ,CARD,GuanylateJdn;TM=M;; 6.00 

433363; AA5B4829; Hs.275153; non-metastatic cells 2, protein (NM23B) ; NDK,none; 6.00 

427270; H47921; Hs.174139; chloride channel 3; vo!tageJXC,CBS,none; 5.99 

423774; L39064; Hs.1702; interteukln 9 receptor; none;TM=M;SS=M; 5.98 

4241 24; AA335609; Hs.7589; ESTs, Weakly similar to A46010 X4nked ; pkinase.TBC; 5.98 

41 1040; AF007393; Hs.177574; protein-kinase, interferon-taduciUe dou; HLH;TM=M;; 5.95 

423422; AC005175; Hs.128425; NY-REN-24 antigen; Sutfotransfer.7trrU.none; 5.8B 

453902; BE502341; Hs.3402; ESTs; none,none; 5.88 

409636; AA305729; Hs. 18272; amino add transporter system A1; AaJrans;TM=Y;; 5.86 

436154; AA764950; Hs.119898; ESTs;efliand,DAG.PE-bind,DAO<a t PHD,DAGKc,PSI,none; 5.85 

455358; AW902641; ; gb:(WNN1024-1005(XM81-d08 NN1024 Homo; Sutfatase.Somalomedin B.Phosphodtest.none; 5 83 

414108; AI267592; Hs.75761 ; SFRS protein kinase 1; ank,PH,Oxysterol BP,pkinase;TM=M;; 5.82 

452547; AA335295; Hs.74120; adipose specific ^ LEA;TM=M;; 5.82 

415204; T27434; ; gb:hbc2294 Human pancreatic islet Homo s; Na_Ca_Ex,Cabc-beta,none; 5.80 

435563; AF210317; Hs.95497; solute carrier family 2 (facilitated gtu; sugar tr;TM=Y;; 5.78 

456097; C15702; Hs.28B028; ESTs, Moderately similar to 154374 gene ;dsrm,FKBP; 5.78 

422445; M23114; Hs.1526; ATPase. Ca transporting, cardiac muscle,; E1-E^TPase,CationJVTPase_C,CaltonJVTPase N,Hydrolase;TM=Y;; 5.77 

436246; AW450963; Hs. 119991; ESTs; rone,DNA_g7raseB,DNA_topolsolV,HATPase_c; 5.75 

422953; AA488860; Hs.245043; hypothetical protein FU14297; ABC_tran,PRK;TM=Y;SS=M; 5.75 ' 

425854; AA749190; ; ESTs; RhoGAP,SH2,pkinase,POLO_box,none; 5.74 

424160; T74062; ; gb^c81KJ1.r1 Soares infant brain 1 NIB H; ROKjwne; 5.70 

417389; BE260964; Hs.82045; midkine(neurite growth-promoting factor PTN MK;TM=M;SS=Y; 5.69 

437613; R19892; Hs.10267; MIL1 protein; none/wne; 5.68 

410820; BE391493; Hs.1 6475; Human DNA sequence from done RP5-852M4 ; TBQSS=M; 5.68 
423393; R37772; Hs.21420; p21^cbvated protein kinase 6; pkinase.PBD;TM=M;; 5.66 
426500; NM.014638; Hs.170156; WAA0450 gene product C2,R-PLC-Y;TM=M;; 5.63 
406930; U04691; ; gb:Human olfactory receptor (OR17-219) g; none;TM=Y;SS=M; 5.60 
401044; ; ; Target Exon; notw,ICEj>20,ICElp10,CARD,Peptidase^M1; 5.56 

428479; Y00272; Hs.334562; cell division cycle 2, G1 to S and G2 to; pWnase,ICEj>10,ICE j>20;TM=M;SS=M- 5.55 
421970; AF227156; Hs.1 10103; RNA polymerase I transcription factor RR; 

aajjermeases.pyntfoxaLdeC.brornodomain,^^ 5 53 

426248; T18988; Hs.293668; ESTs; pkinase.none; 5.50 

418426; NMJW3804; Hs.296327; receptor {TNFRSFJ-interacting serine4hn pkinase,dealh;TM=rVfc; 5.43 

417086; AA194446; ; ESTs, WeaWy similar to S55024 nebulin, ; ank,death,ZU5,EGFjQingle,trypsm,NebuiIn,LIM;SS=M; 5 43 

447437; U07225; Hs.339; purinerglc receptor P2Y, <H>rotein coupl; 7tmJ ,SH2;TM=Y;SS=M; 5.40 

412247; AF022375; Hs.73793; vascular endothelial growth factor; PDGF;SS=M; 5.40 

434938; AW500718; Hs.B115; Homo sapiens, clone MGC.16169, mRNA, com; pkfnase,TBC,Rhodanese;TM=M-; 5 38 

419355; AA428520; Hs.90061; progesterone binding protein; heme 1;TM=Y;SS=M; 5.35 

41 1 188; BE161168; ; gfcPM04ff0425-170100402-a10 HT0425 Homo; adenylatekinase.none; 5.35 

422461; NW_003417; Hs.117077; zinc finger protein 264; zK2H2J<RAB ( TFIlS;TM=rvt; 5.28 

426348; BE466586; Hs.17433; hypolhetical protein FU20967; none,none; 5.25 

429170; NKUJ01394; Hs.2359; dual spedncity phosphatase 4; Rhodanese.DSPc.Yjriosphatase.Ribosornal S3 N*TM=M- 5 23 
429592; AB029041; Hs.209646; KIAA1118 protein; Tru 1 x)nin 1 Exo_endoj)hos 1 IQ;TM=M;;5.22 

434821; AA1591 11; Hs.284281; Human putative ribosomal protein S1 mRNA; ERJumen_recept,Rjbo$omal_L1 1 .Ribosomal L11 NTM=YSS=M: 5 21 

434368; AW519020; Hs.73893; dopamine receptor D2; pWnase.SH3.none; 5.15 " ' ' 

405586; ; ; NrvL000299:Homo sapiens ptakophiBn 1 (ec; Armadillo seg;TM=M;; 5.13 

408176; AK001553; Hs.43436; adenylate kinase 3 alpha like; adenyiatekinase.none; 5.12 

407443; AF227138; ; gb:Homo sapiens candidate taste receptor; none;TM=Y;SS=M; 5.1 1 

416817; AA398045; Hs. 104679; ESTs; Furin-like,pkinase,Recep Ldomain.fh3,none; 5.10 

401886; ; ; NMJ)21783:Homo sapiens XEDAR (XEDAR), mR; TNFR_c6;TM=M;SS=M; 5.08 

410314; AW860708; Hs.18851; hypothetical protein FU10875; mybJ)r^inding l PAHBAH,bromc<Jo^ 5.08 

672 



WO 03/042661 



PCT/US02/36810 



401579; AL031447; ; Homo sapiens, clone 1MAGE:4053044, mRNA,; NeuLchan_LBD.Neur_chan_memb,none; 5.05 

445873; AA250970; Hs.251946; poly(A)-binding protein, cytoplasmic 1-1; PABP.rrm l pkinase,14<W; 5.05 

417529; AA203634; ; gb:zx58b09j1 Soaresjelaljvecspteenj pkinase.UBA.KA1 .none; 5.03 

417527; AA203524; ; gb:zx56e10.r1 SoaresJetalJiver_.spleenj SH3;SS=M; 4.98 

407722; BE252241; Hs.38041; pyrtdoxal (pyridoxine, vitamin B6) Idnas; pfkB;TM=M;; 4.96 

431321; AW136372; Hs.1852; add phosphatase, prostate; add j>hospnat,none; 4.93 

404298; ; ; C6001238*:gi|121715(sp|P25697|GTA3„CHlCK; none,GST_C,GST_N 1 pkinase; 4.85 

407603; AW955705; Hs.62604; Homo sapiens, done IMAGE4299322, mRNA,; none;TM=M;; 4.82 

424099; AF071202; Hs.139336; ATP-binding cassette, sub-family C (CFTR; ABC„tranABC„membrane;TM-Y;; 4.73 

422365; TB3882; Hs.97927; ESTs; pkmase,none; 4.64 

424905; NM_002497; Hs. 153704; NIMA (never In mitosis gene a)-related k; pkinase;TM=M;; 4.48 

426925; NMJW1 196; Hs.315689; Homo sapiens cDNA: FU22373 lis. clone H; Esterasa,enolase,Peptidase_S9;TM=M;; 4.45 

439606; W79123; Hs.58561; G protein-coupled receptor 87; 7tm_1;TM=Y;SS=M; 4,40 

400749; ; ; NWL003105*:Homo sapiens sortilln-related; EGF,m3Jol_fecepLa,lol - recepLb.granuIin,BNR;TM=Y;SS=M; 4.38 

425721; AC0021 15; Hs.1 59309; uroplakin 1A; transrnernbrane4;TM=Y;SS=M; 4.33 

444006; BE395085; Hs.10086; type I transmembrane protein Fn14; WI_recepUPKD.MHC l;TM=M;SS=Y; 4.31 

400751; ; ; NM_003105':Homo sapiens sortifin-related; EGF.m3,loT_r^pLa,ldl_recepLb,granulin.BNR;TM=Y;SS=M; 4.18 

408908; BE296227; Hs250822; serine/threonine kinase 15; pklnase;SS=M; 3.90 

4221 52; AA909249; Hs, 1 1 2282; solute carrier famfly 30 (zinc transport; none,none; 3.68 

458760; AI498631; Hs.1 11334; ferritin, tight polypeptide; cyslatin.ferritin.hlstone.HC03 cotransp,SH3,RhoGAP,xan uu*rmease,FCH;SS=M; 3.85 
441218; BE327561; Hs.202345; ESTs; none.WD40.E1-E2_ATPase.Catlon_ATPase_C.Cation J ATPase_N 1 Hydrolase; 178 
419073; AW372170; Hs.1B3918; Homo sapiens cDNA FU12797 fis. done NT; dealh.ZU5;SS=M; 3.76 

451385; AA017656; ; gb2e39h01.M Soares retina N254HR Homo ; AtrophM.endase,AtropWn-1,Y jhospr^ C.TIM; 3.60 

412604; AW978324; Hs.1904; protein kinase C, tola; pklnase,DAG_PE-bjnd,pkhase C,OPR;TM=M;; 3.30 

409582; R27430; Hs.271565; ESTs; none.Neur^chan.LBD.Neur^chan.memb; 3.28 

441155; AW161008; Hs.7719; GABA(A) receptor-assodated protein; MAP1J.C3;SS=M; 3.23 

436740; AW975133; ; gb:EST387239 MAGE resequences. MAGN Homo; none.EPH_lbd.fn3.pkinase.SAM; 3.20 

418319; AW611703; Hs.190173; ESTs, Weakly similar to A46010 X-linked ; none.lRK; 3.20 

409744; AW675258; Hs.56265; Homo sapiens mRNA; cDNA DKFZp586P2321 (f; none;NA;NA; 3.13 

418764; N30531; Hs.42215; protein phosphatase 1. regulatory subuni; none,none; 3.10 

400846; ; ; sorfflin-related receptor. l(DLR class) ; EGF,m3JoljecepLaJdI_recepLb,granulln,BNR;B4=Y;SS=M; 3.09 

422005; BE266556; Hs.1 10702; Homo sapiens mRNA; cDNA DKFZp761E212 (fr; nor>e,Na_H_Exchanger, 3.03 

426440; BE382756; Hs.169902; solute carrier family 2 (fadlitated ghr, sugar tr;TM=Y;SS=M; 3.02 

424187; AA336561; Hs.172B7; ESTs, Weakly similar to S26689 hypolheti; IRKnone; 2.98 

425852; AK001504; Hs.159651; death receptor 6, TNF superfamay member; death,TNFR_c6;TM=Y;SS=M; 2.93 

401279; ; ; C130WJ35r:gi|2494033|splQ64398JKDGO_MES; none.none; 2.88 

406671; AA1 29547; Hs.285754; met prolc-oncogene (hepatocyte growth fa; Sema.pkinase.TlG,PSI,none; 2.83 
447081; Y13896; Hs.17287; potassium rnwardry-rectifytng channel, s; IRK;TM=Y;; 2.80 
453619; H87648; Hs.33922; Homo sapiens, clone MGC:9084. mRNA, comp; pkinase;TM=M;; 275 
441699; AW511126; Hs.127572; ESTs; none.Aa trans; 273 

458781; AI444821; Hs.63085; ESTs, Weakly similar to MPP3_HUMAN MAGUK; SH3,PDZ,GuanylateJdn t L27;TM=M;; 2.73 

446913; AA430650; Hs.1 6529; transmembrane 4 supertamily member (tetr; transrnembrane4;TM=Y;SS=M; 2.70 

453487; R31770; Hs.56562; ESTs; 7tm 1,ncne;268 

421279; AW664878; Hs.106645; ESTs; pklnaseyione; 268 

419720; AA249131; Hs.337778; hypolhefical protein FU11068; none,none; 265 

452345; AA293279; Hs.29173; hypothetical protein FU20515; DSPc;TM=M;; 2.63 

422247; U18244; Hs.1 13602; solute carrier family 1 (high affinity a; SDF;TM=Y;; 262 

425212; AW962253; Hs.171618; ESTs; pktnase.none; 260 

427344; NMJW0869; Hs.2142; 54iydroxytryptamine (serotonin) receptor; Neur_chan_LBD,Neur_chan_memb;TM=Y;SS=M; 2.58 

423629; AW021173; Hs.1B612; Homo sapiens cDNA: RJ21909 fis, done H; voltage ClC,CBS,none; 2.55 

456737; BE247203; Hs.124831; CG-67 protein; abriydrdaseJ2;TM=M;SS=M;253 

421585; U95626; Hs.302O43; chemokine (C-C motif) receptor-tike 2; 7tmJ;TM=Y;SS=M; 253 

424028; AF055084; Hs.153692; Homo sapiens cDNA FU14354 fis, done Y7; none.none; 250 

448324; AI571356; Hs.34174; ESTs, Moderately similar to ALU8.HUMAN A; ICE_p20,CARD.ICE_p10,none; 2.50 

402256; ; ; Target Exon; ptdnase,UBA,none; 2.43 

452256; AK000933; Hs.28661; Homo sapiens cDNA FU10071 lis, done HE; GOI.7trnJ.none; 240 

419169; AW851980; Hs.262346; ESTs, Weakly simBar to S72482 rtypotheti; norte,spectnn,SH3.PH,CH; 240 

420634; S42457; Hs.1 323; cyclic nudeoOde gated channel alpha 1; cNMP_binding.ion_trans;TM-Yr. 235 

419630; W57756; ;gb:zd20g10x1 Soares Jeta!_hearLNbHH1 9W; zf-C3HC4,none; 2.35 

426227; U67058; Hs.154299; Human proteinase activated receptor-2 mR; 7tmJ;TM=Y;SS=M; 235 

400704; ; ; Target Exon; lig_chan,SBP_bac_3ANF^receptDnTM=Y;SS=M; 2.33 

400149; ; ; Eos Control; addj)hosphat;TM=Y;SS=M; 2.30 

459327; AW149706; Hs.7859; gbycf41d02jc1 NCLCGAP_Bm50 Homosapien; PHD.PWWP.SET.pkinase.kj; 230 
452220; BE1 58006; Hs.21 2296; ESTs; lntegrin_A.FG^AP,none; 2->5 
416690; H84078; Hs.108551; ESTs; pktnase.none; 223 
408354; AI382803; Hs.159235; ESTs; none.none; 223 

452203; X57522; ; transporter 1, ATP-binding cassette, sub; ABC_lranABC_rnernt)rane 1 SRP54,Thymidylala kin;TM=Y;SS=M; 221 

405093; ; ; C12001 101* :gi|7522643|pirj|T32733 AMPA g; none.none; 2.20 

412723; AA648459, Hs.335951; hypothetical protein AF301 222; none;TM=M;; 220 

418738; AW388633; Hs.6682: solute carrier family 7, (cafionic amino; none.none; 2.18 

417185; NM_002484; Hs.81459; nucleotide binding protein 1 (E.cofl Min; ParA.fer4 NilH,ArsA_ATPase;TM=M;; 218 

433222; AW514472; Hs.238415; dickkopf (Xenopus laevb) homoJog 4; none,PH04; 218 

413627; BE182082; Hs.246973; ESTs; Armadiito_seg,IBB;TM=^; 2.18 

407415; AF073328; ; gb:Homo sapiens tetracyline transporter-; noncnone; 215 

450592; AI701555; Hs.202562; ESTs; pkinase,none; 215 

428767; AI421972; Hs.98802; ESTs, Moderately similar to T14342 NSD1 ; none.pWnase.ig; 2.15 

429012; AW629596; Hs.194726; BCL2-assodated athanogene 4; Sm,BAG;SS=M; 215 

419122; AI401360; Hs.44410; ESTs; ABC.tran^BCjnembrane^one; 2.10 

446420; AW015693; Hs.135614; ESTs; ion_trans,none; Z05 

420076; AA827860; Hs.293717; ESTs; DUF59.plonase; Z05 

409416; AW388359; Hs.10667; ESTs; transmembrane4;TM=Y;SS=M; 2.03 

428766; AA477989; Hs.98800; ESTs; TPR.7tm 1; 2.03 

427001; NM.006482; Hs. 173135; dual-spedficity ryrosine-(Y)-phosphoryl; pkinase;TM=M;; 203 
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453709; ALt 19133; ; protein kinase C substrate 80K-H; none.histone; 2.03 
423341; AW242394; Hs.108660; ESTs; none,none; 2.00 

456772; AW604297; Hs.12971 1; hepatitis A virus cellular receptor 1; ig;TM=Y;SS=M; 1.88 
427786; BE407863; Hs.256871; ESTs; none,FfrGAP,7tmJ: 1.65 
423508; AW604297; Hs.12971 1; hepatitis A virus cellular receptor 1; ig;TM=Y;SS=M; 1.00 
447993; AW139525; Hs.170362; ESTs; none,none; 1.00 

TABLE 58B 

Pkey: Unique Eos probeset Identifier number 
CAT number. Gene duster number 
Accession: Genbank accession numbers 

Pkey CAT Number Accession 

414883 8371,2 AF274943 BG494894 AI719075 AA908783 AI935150 AI422691 AA910644 AA583167 BM272167 AI828996 AA527373 AW972459 A1831360 AA772418 
AI033892 AA100926 AU 1 54749 A1459432 AI423513 AI094597 AA74081 7 AI991988 AI090262 AI31 2104 BI256707 AA459522 AA416871 AI075239 
AI339996 AA701623 Al 139549 AI336880 AA633648 AI989380 AJ362835 AA399239 A1 146955 BF514270 N92892 AI348243 AI278887 AA459292 
AI494230 BF507531 AI492600 AA962596 AW613002 AA293140 AA235549 BF108854 AA954344 N49682 AI457100 AW589407 AW30075B BE22071 5 
BE220698BE569091 BM009647 BF900351 AJ537692 AI2D3723 A1857576 AA584410AW371667BM172363 

438091 22448J AK054860 AV652198 AV652192 AV652138 AV652127 AV652194 BE935919 AV652017 AV651995 AV651548 AV646063 AV651985 AV6461B4 
AV646179 AW880409 AA345002 BF155189 BE068931 X56197 AL603014 AW953629 BM263546 BE550772 AA701084 AI681352 AA358689 
AW938841 BF438147 W05391 H75313BF326185AV646335AV651589 AV646340AV651992AV646384AV646354AV587497BF155183AV54S370 
AW797876 AI906821 X56196 BE833835 AA628440 BE833808 BF224205 AA709126 BE673807 AI923886 AA947932 AI276125 AI185720 AW510698 
AA987230 BE467708 AW898628 AW898544 AI146984 AW043642 A1288245 A!1 86932 AI6352S2 AI139455 AI298739 AI81 3854 AI024768 BE699445 
BE699444 A1707807 D52654 AI214518 AI004723 AI698085 AW087420 A1565133 AA845571 AW898B22 BF110144 AW513280 AI061 126 BF362770 
A1268939 AI435B18 BF475318 AI024767 BE174213 AA757598 AA51301 9 AA902959 AI860794 AI334784 BF10B411 8M310532AW513771 AI951391 
AI337671 BF095606 BF095601 BF095468 AW890091 BF095753 AW243400 AW898607 AW89861 6 BF362762 A1922204 AW898625 BE699468 
BE174196 AW102923 D52715 BE699456 D52477 D55017 BF955933 BG623563 AV646254 AA463522 BI003244 AI299190 W40186 BE174210 
BF939091 BF434180 AW579001 T55662 H01B11 T52522 BF945037 BF955938 D54679 D53933 R67100 BG925552 BF999056 R83430 229922 T85791 
W03942 H63289 AI091537 BF086583 AA345570 H48870 H80720 T63523 B1039626 BI037700 R00353 BF155184 N98343 N79072 H01812T55581 

433470 6624 J X75684 AL573167 AI445461 AI453743 AI983655 AI564644 AA977180 AI6941 1 1 AI591358 AW071 625 AI67871 2 AI720939 AI927769 BE439796 
AI963432 AA292956 AW1 92593 AI865838 AI596905 AI424384 AI16131 2 AI91 1921 AI597801 BI494959 A1240988 AI492554 AW262737 BE044033 
AW008570 AW629505 B1494958 AA088439 AA706057 BF222820 BF593608 BE501957 AA524526 BE044134 AW572531 AW015724 BE349186 
, AA04321 7 BE219784 AI79981 4 AA1 29575 AI671 727 AI470033 BE646195 AW779725 AA90305O AA147228 AA404570 AI075878 W381 61 AI972739 
AW673152 AA723200 C061 23 BF057147 AAB27686 AA1 57944 AI990245 AA662S17 T32487 AI800106 AI333170 AI8591 60 W45410 A1990827 
AW275048 AA1 82640 AA478328 A1298935 AW085158 AW471421 AW103470 AW300456 AW191997 AI823466 AA962397 AA136658 AI251817 
AW339104 AA724739 AA411 100 AA191349 AA757735 AA037696 A1769516 AW772283 AA010631 AI692846 AI061065 H80983 R79933 AI950693 
AI245632 A1349390 AA148284 AI798502 AA487893 AI621320 AW194272 C06365 AA953883 BE858936 AI91 8523 AI872628 AI927217 AJ453453 
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W60O75 BF941 183 AI738844 BE811458 BE773481 AI262930 AA948565 BE706942 BE156350 T65026 AW242958 AW197954 BE905184 AA722206 
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BC01 01 6S AL550134 AL553096 AL548700 AL550751 AL547978 AL545286 AL540643 AU1 18627 AL601379 BI259821 BG741786 BI868522 AU135866 
BI552770 BI259210 B1256520 BI255569 BG485098 B1258228 BG498501 BM044512 AU133984 AL556586 BE745111 BI222633 AU133917 BG288151 
BI260715 BI550550 BG500773 BI551761 BG7076O1 BI818593 BF691383 BG721129 BG541578 BE906666 BG751098 BI224135 BG400746 BG478055 
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AI963432AA292956AW192593AI885838Ai696905A!424384AI161312AI911921AI597801 BI494959 AI240988AI492554AW262737 BE044033 
AW008570 AW629505 BI494958 AA088439 AA70B057 BF222820 BF593508 BE501957 AA524526 BE044134 AW572531 AW01 5724 BE349186 
AA043217 BE219784 AI799814 AA129575 AI671727 AI470033 BE646195 AW779725 AA903050 AA1 47228 AA404570 AI075878 W381 61 AI972739 
AW673152 AA723200 C08123 BF057147 AA627686 AA157944 AI990245 AA662517 T32487 AI8O0106 A1333170 AI859160 W45410 AI990827 
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BE81 1435 AA191387 AW772000 BE81 1453 BE614379 BF844522 BI044896 AI744233 AW984527 C17504 BF843883 AI248307 BE773483 A1567995 
W60075 BF941 183 AI738844 BEB11458 BE773481 AI262930 AA948565 BE706942 BE156360 T65026 AW242958 AW197954 BE905184 AA722206 
AJ344943 AI348877 A1334860 BE621857 BE156280 AA454099 AA037722 BF843897 AW805183 AA043216 BG482898 AA1B2734 AA877242 
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432407 MH1429.12 BG036675 BF772005 BF771866 BG960386 BG950381 NWL005712 AF110315 BE074534 BE182776 BE158000 BE157999 BE714315 AW818104 
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BM148451 AW500880 AA180228 BE243507 BM144903 AA333656 AW503767 AA305470 AW504819 AA9781 94 AW500776 BE872488 AJ032663 
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AI887708 AA91 6982 AI291 576 AW190427 AI33B089 AI653744 AI306665 AW513541 AW440077 AI370014 AA904269 AW1 88378 AI671644 AW193386 
AI261832 AA775336 BF436811 AI582703 AI278635 BE440186 AA617898 AA648948 BI491837 BF590311 AA448633 F27048 F37022 AW770819 
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F22456 T15901 AA825298 AW007436 BE934303 BG981939 AW373814 BM151638 AW956921 BM1500BO BM153173 BM147451 BF953992 AA916696 
AW444935 M78398 AW581 147 AW608258 AA651910 AA132152 AW806295 T30326 D20054 AA310837 T06543 BM194508 BM193225 BM469348 
AW964920 AA325930 BI833827 AW952193 AA738189 AA321051 BG987199 BF953967 T08890 BE869543 BG742857 BG988685 AA456880 
BG001842BF809452AW8920B3BF944342 T49551 W69981 BF76451 9 T1 5869 AA1 32030 

400158 2166J BC000486 BC001930 U15008 NM.004597 BG326561 AV761269 BF212132 BG113313 B1838038 BG944198 BG255198 BG164334 BM013507 
AV682717 BF028761 BG755489BG030141 BG1 05499 BE4401 03 BF727449 BM454228 BG912181 BM015197BG395995 All 26579 AW248204 
BI857394 BI857319 BG944205 BG323958 BI092930 AV756576 AA280959 BF033078 BE539360 AW247174 BG107838 BE796975 BG170920 AM 48142 
AI092009 AI336349 AV713409 BF685591 BE616029 AV713166 BE909458 BE743868 BM018218 AI340153 BE792567 BE206806 AI159916 AI184271 
BE208585 BI862286 C1 8760 BG219364 AI122677BE207297BF7547S8AA31 4384 BE873951 BG207294 AI148198 A1336189AI141094 AI308985 
BF220098 AI143289 BE856397 AA644001 BE675402 AJ346708 AI052809 AI140082 BF081 542 AI342428 AJ479625 AA278456 AI750163 BE707501 
BG944510 AA314616AA315774 BF360721 BE738404AA814194 AA477195AA932107 F36858 AA363159 BE865458AA354147AW904224 AI055855 
AA380365 F28474 059140 AA341946 AA993339 AA323350 F24344 AA374436 BG942061 AA636015 AA852919 T31486 F36334 BG943190 T30319 
BG943153 BG941836 T32569 T31160 AA311749 BE710086 BE709911 W23826 BG941639 BF769034AA026407AA229555AV756340AV7 14380 

453826 366136.1 AL138129 BG003205 AL138179 BI021773 BE064231 

447727 10123.14 AL520734 BI666852 BF870571 BF945361 BF945354 A17700B6 B1861 1 38 A1421079 AL043200 BG683B1 2 AW946265 

400121 3532.1 NMJXJ3899 D63476 BM456434 AA778936 AA452871 AI052466 AW014138 AA448725 BE673088 AW028198 BI856378 BM150466 BM150674 
BM148451 AW500880 AA1 80228 BE243507 BM144903 AA333656 AW503767 AA305470 AW504819 AA978194 AW500776 BE872488 A1032653 
AA704686 AA652189 AA179463 AL535925 BE275744 BE277708 BE275715 AW504259 M354483 BE244197 BE246232 D17055 AW013876 
AW014877T09464 T08407 M830246 AW897881 BE501192 BE501195 AL044534 AA258853 B1037915 AA448037 BM461769 BI825965 BE763352 
AW167531 Z45588 AV721881 AA527273 AI573219 AA457036 AW439651 AW264418 AA57761 8 AI802954 AA902292 M468752 AI380374 AA722690 
AI867708 AA916982 AI291576 AW190427 A1338089 AI653744 AJ306565 AW513541 AW440077 AI370014 AA904269 AW188378 AJ671644 AW193386 
AI261832 AA775336 BF436811 AI582703 AI278635 BE440186 AA617898 AA648948 BI491837 BF590311 AA448633 F27048 F37022 AW770819 
AA258808 AI369564 AW503675 AA777194 BE501048 BF222087 AA042973 AI868087 AA91 1 460 Z41274 AI919082 T16746 AA447634 AI282427 
F22456 T15901 AA825298 AW007436 BE934303 BG981939 AW373814 BM151638 AW956921 BM150080 BM153173 BM147451 BF953992 AA916696 
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BE464731 R62568 H63520 H77840AL515501 F01971 T71768 N55275AA883505AW606824AA704682N74193 W57593AW753776 H60439 
AI076352 R31485 BE160931 AW130730 BE160869 AW580256 AW902073 BE702158 AW382079 N76884 BF431013 H38156 AV648937 H80573 

455358 1160035.1 AW902569 AW902557 AW902654 AWS02641 AW902650 AW902741 AW902644 

415204 1865508 .1 Z25288 R85077 F00323D82802TZ7434 
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F32370 M653078 BF574897 Z24852 F00172 T30560 AW449825 AI620346 BG986374 BE706521 C02691 AL596834 F31902 F26078 AA670099 
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AI819778AI346733AW771150AW512525AI2499u4AA27980™^^ 
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BEB74601BF8046raAL574458BM145502Al268514AI538823Al475626AA948210 M8B40MAA487^ 

AW381447 BE788505 AI682892 AA830989 AA862356 AA653084 BM009154 AA135727 H05927 H23433 R42244 (OT997>W3re665 ATO66601 
AA678742 AL55S474 AA135770 BE774050 BF914200 H88457 AA627746 BI560216 BI7535B6 

JtS.^f BE89374< BM31 3248 BG913430 H80793 8F813S04 N3631 1 N 39276 H9 »73 BF791919 BE739392 BE144239 
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TABLE 58C 



Pkey; 
Ref: 



Unique number corresponding to an Eos probeset 

Sequence source. The7d1ojlnurnbereinlhis(»lumnareGenbankliienlfo "Dunham I. el at." refers to the publication entitled The DNA 

sequence of human chromosome 22." Dunham I. el at, Nature (1999) 402:489-495 enuueo inemA 

Strand: Indicates DNA strand from v»htch exons were predicted. 
NLposifon: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposilkm 


400943 


9168605 


Plus 


5863-5970,76537784.6^9023.9673-9807 


404942 


7382153 


Plus 


92095-92252 


400752 


7331445 


Minus 


36215-36461 


400496 


9743564 


Plus 


41515-41695 


404568 




Minus 


92893-93116 


403912 


7710730 


Minus 


72000-72290,72431.72700.72929-73199 


402328 


4464283 


Minus 


13758-13922.14558-14752 


404891 


7329392 


Plus 


84974-85125 


405036 


7543748 


Minus 


121957-122129 


400845 


9188605 


Plus 


34428-34612 


403212 


7630897 


Minus 


156037-156210 


401927 


3873185 


Minus 


112000-112137 



Strife 111 Z ^ • ^ > < f np3red 10 ^ Mi These were setected **" 59680 P rotes ets on the Affymelrix/Eos Hu03 

75* percenbte amongst prostate cancers. The 'average" normal adult tissue level was set to the 50* percentile amongst norwnaBgnant tissues In order to remove oTneSSfir 



TABLE 59A: ABOUT 1 170 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 



Pkey: Unique Eos probeset Identifier n 
ExAccn: Exemplar Accession number, Genbank accession number 
UntgenelD: Undone number 
Unigene Title: Unigene gene title 

Rfc Ratio of prostate tumor to normal adult body tissue 



Pkey ExAccn 



428330 
426747 
420923 
416854 
425075 
431103 
434666 
419551 
413859 
420154 



400287 
416602 
428398 
432441 
414569 
417771 



L22524 

AA535210 

AF097021 

H40164 

AA506324 

M57399 

AF151103 

AW582256 

AW992356 

AI093155 

AA503115 



NMJ06159 

AI249368 

AW292425 

AF109298 

AA804698 

AF179274 



Hs.2256 

Hs.171995 

Hs.273321 

Hs.80296 

Hs.1852 

Hs.44 

Hs.112259 

Hs.91011 

Hs.8364 

Hs.95420 

Hs.183752 

Hs.181350 

Hs.79389 

Hs.98558 

Hs.163484 

Hs.118258 

Hs.82547 

Hs.22791 



Unigene Title 


R1 


matrix metallcproteinase 7 (matrilysin. 


108.1 


kalCkrein 3, (prostate specific antigen 


ms 


differentially expressed In hematopoieti 


90.5 


Purkinje cell protein 4 


79.8 


add phosphatase, prostate 


71.6 


pleiotrophln (heparin binding growth fac 


70.6 


T ceil receptor gamma locus 


69.1 


anterior gradient 2 (Xenepus laevis) horn 
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437145 AF007216 Hs.5462 sdute carrier family 4, sodium bfcarbon 49.6 

446057 AI420227 Hs.149358 ESTs, Weakly similar to A460 10 X-fmked 48.0 

431579 AW97108Z Hs.222886 ESTs, Weakly similar to TRHY.HUMAN TRiCH 46.8 

_ 400299 X07730 Hs.171995 kainkrein 3. (proslate specific antigen 45.0 
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432374 W68815 Hs.301885 Homo sapiens cDNAaJI 1346 lis. done PL 44.5 
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431958 X63629 Hs.2877 cadherin 3, type I.P-cadherin (placenta 41.9 
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423582 BE000831 Hs.23837 Homo sapiens cDNA FU 1 1 81 2 (is. clone HE 40.5 

400298 AA032279 Hs.61635 six transmembrane epithelial antigen of 39.5 

439176 AI446444 Hs.190394 ESTs, Weakly similar to B28096 tine-1 pr 39.3 

t . 416585 X54162 Hs.79386 leiomodin 1 (smooth muscle) 39.0 

15 447726 AL137638 Hs.19368 matrifoi2 38.6 

426174 AA547959 Hs.115B38 ESTs 38,1 
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419239 AA468183 Hs.184598 Homo sapiens cDNA FU23241 fis. clone C 34.9 

„ 427665 AF134803 Hs.180141 cofilin 2 (muscle) 34.9 

25 415539 AI733881 Hs.72472 BMP-R1B 34.9 
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401424 NM_00117iHomosapiensarglnase,typell 34.0 
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421552 AF026692 Hs.105700 secreted tnzzleoVelated protein 4 32.9 

432101 AI918950 Hs.123642 EphA3 32.7 

427398 AW390020 Hs.20415 chromosome 21 open reading frame 11 32.4 
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434025 AF1 14264 Hs.216381 Homo sapiens done HH409 unknown mRNA 32.4 
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424012 AW368377 Hs.137569 tumor protein 63kDa with strong homolog 28.5 

55 441633 AW958544 Hs.1 12242 normal mucosa of esophagus specific 1 28.2 

429290 AF203032 Hs.198760 neurofilament, heavy polypeptide (200kD) 27.7 

452340 NM_002202 Hs.505 ISL1 transcription factor, UM/homeodoma 27.7 

421566 NM.000399 Hs.1 395 early growth response 2 (Krox-20 (Drosop 27.6 

409361 NM.005982 Hs.54416 she ocuHs homeobox (Drosophila) homob 27.4 

60 446100 AW967109 Hs.13804 hypotheticai protein dJ462023.2 27.4 

407202 N58172 Hs.109370 ESTs 27.4 

434078 AW880709 Hs.283683 chromosome 8 open reading frame 4 27.4 

442870 N45018 Hs.8769 hypothefical protein OKFZp761 J 171 21 27.3 

403047 NMJJ05656*:Homo sapiens transmembrane pr 27.2 

65 407709 AA456135 Hs.23023 ESTs 27.0 

433444 AW975324 Hs.129816 ESTs 26.8 

415989 A1267700 Hs.317584 ESTs 26.8 

430539 AK001489 Hs.242894 ADP-ribosylaSon factor-like 1 26.5 

_ A 408221 AA912183 Hs.47447 ESTs 26.5 

/O 448519 AW175665 Hs.278695 Homo sapiens prostdn mRNA, complete cds 26.4 

437179 AA393508 Hs.300642 serologteaily defined colon cancer anlig 26.4 

426457 AW894667 Hs.169965 chimerin (chimaerin) 1 26.2 

444484 AK002126 Hs.1 1260 hypothetical protein RJ 11 264 26.2 

400292 AA250737 Hs.72472 BMP-R1B 26.0 
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OA 415992 C05837 Hs.145807 hypothetical protein FU 13593 25.5 

oO 452792 AB037765 Hs.30652 WAA1344 protein 25.3 

407910 AA650274 Hs.41296 fibronectin leucine rich transmembrane p 25.2 

428862 NM_000346 Hs.2316 SRY (sex determining region Y)-box 9 (ca 24.9 

418961 AW967646 Hs.23023 ESTs 24.8 
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AW302885 


Hs.117183 




KBZ331 


Hs. 164599 


4J20Z7 


AW975028 


Hs.1 02754 


41.5004 


AA331881 


Hs.75454 


418818 


AA228899 


Hs.1 01307 


426501 


AW043782 


Hs.293616 


435056 


AW023337 


Hs.5422 


414504 


AW069181 


Hs.1 15175 


443960 


A1093577 


Hs.255416 


434988 


A1418055 


Hs.161160 


435380 


AA679001 


Hs.192221 


410268 


AA316181 


Hs.61635 


437252 


AI433833 


Hs.1 641 59 


446377 


AW014022 


Hs.170953 


425009 


X58288 


Hs.154151 


415672 


N53097 


Hs.1 93579 


450325 


AI935962 


Hs.26289 


400294 


N95796 


Hs.278695 


443674 


AI081330 


Hs.1 45008 


415263 


AA948033 


Hs.130853 


442081 


AA401863 


Hs.22380 


415788 


AW628686 


Hs.78851 


445467 


AI239832 


Hs.15617 


436299 


AK000767 


Hs.5111 


418693 


AI750878 


Hs.B7409 


422163 


AF027208 


Hs.1 12360 


443180 


R15875 


Hs.258576 


432437 


W07088 


Hs.293685 


416786 


AW419196 


Hs.257924 


446091 


AW022192 


Hs.200197 


409341 


AI963376 


Hs.1 2532 


430376 


AW292053 


Hs.12532 


434096 


AW662958 


HsJ5825 


453698 


AA037615 


Hs.42746 


444805 


AB007899 


Hs.12017 


427707 


NMJJ05578 


Hs.180398 


453306 


AW959731 


Hs.323099 


442607 


AA507576 


Hs.288361 


433927 


AI557019 


Hs.1 16467 


443162 


T49951 


Hs.9029 


412490 


AW803564 


Hs.288850 


424580 


AA446539 


Hs.339024 


443912 


R37257 


Hs.184780 


410297 


AA148710 


Hs.79914 


431448 


AL137517 


Hs.334473 


432306 


Y18207 


Hs.303090 


451652 


AA018968 


Hs.133536 


406038 


Y14443 


Hs.88219 


408784 


AW971350 


Hs.63388 


453510 


AI699482 


Hs.42151 


407894 


AJ278313 


Hs.41143 


433908 


AW298141 


Hs.157975 


440529 


AW207640 


Hs.16478 


413249 


AF167160 


Hs.75251 


408430 


S79876 


Hs.44926 


430665 


BE350122 


Hs.1 57367 


447752 


M73700 


Hs.105938 


426044 


AA502490 


Hs.336695 


403362 






427982 


NM_016156 


Hs.181326 


407634 


AW0 16559 


Hs.136414 


448362 


AA641767 


Hs.21015 


433226 


AW503733 


Hs.9414 


427472 


AA522539 


Hs.131250 


453861 


AI026838 


Hs.30120 


458082 


AW978811 


Hs.314451 


409264 


NM_014937 


Hs.52463 


47970O 
Hill)} 


a i/nnmni 
AKUUQ29Z 


Hs.278732 


422270 


AF114494 


Hs.1 14062 


410339 


AJ916499 


Hs.298258 


431992 


NMJX)2742 


Hs.2891 


424432 


AB037821 


Hs.146858 


431933 


AI187057 


Hs.132554 


440749 


W22335 


Hs.7392 


416434 


AW163045 


Hs.79334 


450382 


AA397658 


Hs.60257 


407021 


U52077 




413788 


AW613780 


Hs.13500 


437866 


AA156781 


Hs.74170 



hypothetical protein MGC2747 15.9 

RAB1B, member RAS oncogene famBy 15.9 

NM_004930*:Homo sapiens capping protein 15.8 
Homo sapiens done DT1P1B6 mRNA, CAG rep 15.8 

ESTs 15.7 

ESTs 15.7 

ESTs 15.7 

peraxiredoxin 3 15,7 

Homo sapiens HUT1 1 protein mRNA, partial 1 5.7 

ESTs 15.7 

glycoprotein M6B 15.7 

sterile-alpha motif and leucine zipper c 15.6 

hypotheGcal protein FU21986 15.6 

ESTs 15.6 

ESTs 15.6 

six transmembrane epithelial antigen of 15.6 

ESTs, Weakly similar to ALU1_HUMAN ALU S 15.6 

ESTs 15.5 

protein tyrosine phosphatase, receptor t 15.5 

ESTs 15.5 

ESTs 15.5 

Homo sapiens prosteh mRNA, complete cds 15.4 

ESTs 15.4 

ESTs 15.4 

ESTs 15.3 

KIAA0217 protein 15.3 

ESTs, Weakly similar to ALU4_HUMAN ALU S 1 5.3 

hypothetical protein FU20729 1 5.3 

thrombospondin 1 15.3 

prominin (mouselike 1 1 5.3 

claudin 12 15.2 

ESTs 15.2 

hypothetical protein RJ13782 1 5.2 

ESTs 15.2 

chromosome 1 open reading frame 21 16.2 

chromosome 1 open reading frame 21 15.1 

ptelomorphtc adenoma gene-iike 1 15.1 

ESTs 15.1 

homotog of yeast ubtquiSn-proteln ligas 15.1 

UM dornain-containing preferred transloc 15.1 

ESTs 15.1 

Homo sapiens cONA: FU22696fis, done H 15.1 

small nuclear protein PRAC 15.0 

DKFZP434G032 protein 15.0 

Homo sapiens cDNA: FU22528 fis, done H 15.0 

ESTs, Weakly similar to A46010 X-finked 15.0 

ESTs 15.0 

tumican 15.0 

hypothetical protein DKFZp56401 278 14.9 

protein phosphatase 1, regulatory (inhb 14.9 

ESTs 14.9 

zinc finger protein 200 14.6 

ESTs 14.8 

ESTs 14.B 

phosphoinositide-spedfic phospholipase 14.8 

ESTs 14.8 

Homo sapiens cDNA: FU21718 fis. clone C 14.8 

DEAD/H (Asp^u-Ala-Asp/rts) box binding 14.8 

dipeptidylpeptidase IV (CD26, adenosine 14.7 

ESTs, WeaWy simBar to 178885 serine/th 14.7 

lacto transferrin 14.7 

ESTs 14.7 

NM_001615':Homo sapiens actin, gamma 2, 14.7 

WAA1073 protein 14.7 

UDP-GlcNAcbetaGat beta-1,3-N-acetylgluc 14.7 

hypothetical protein DKF2p564L0864 sima 14.7 

KIAA1488 protein 14.6 

transpose n-derived Buster3 trans posase-l 14.6 
ESTs, Weakly similar to NUOJWMAN NUCLE 14.6 

ESTs, Weakly similar to ALU1_HUMAN ALU S 14.6 

WAA0966 protein 14.6 

hypothetical protein FU20285 1 4.5 

protein tyrosine phosphatase-iike (prolt 1 4.5 

ESTs 14.5 

protein kinase C mu 14.5 

protocadherin 10 14.5 

ESTs 14.5 

hypothetical protein MGC3199 14.5 

nuclear factor, interleukin 3 regulated 14.5 

Homo sapiens cONA FU 13598 fis, done PL 14.5 

gb:Human marinerl transposase gene, comp 14.5 

ESTs 14.5 

metattothionein 1 E (functional) 14.5 
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454078 AA601518 Hs.22209 secreted modular calcium-binding protein 14.4 

411990 AW963624 Hs.31707 ESTs, WeaHysimflar to YEW4 YEAST HYPOT 14.4 

443280 AA299688 Hs.24183 ESTs 14.4 

416836 D54745 Hs.B0247 chotecystokinin 14.4 

5 436860 H12751 Hs.5327 PR01914 protein 14,3 

425174 D87450 Hs.154978 WAA0261 protein 14.3 

442242 AV647908 Hs.90424 Homo sapiens cDNA: FU 23285 fis. done H 14.3 

443790 NM_0O3500 Hs.9795 acyi-Coenzyme A oxidase 2, branched chai 14.3 

418994 AA296520 Hs.89546 selectin E (endothelial adhesion motecui 14.2 

10 419563 AA526235 Hs.193162 Homo sapiens cONA FU1 1983 fis. done HE 14.2 

437718 AI927288 Hs.196779 ESTs 14.2 

412828 All 33396 Hs.74621 prion protein (p27-30) (Creutzfeld-Jakob 14.2 

432712 AB016247 Hs.288031 sterol-CS^esaturase (fungal ERG3, delta 14.2 

433332 A1367347 Hs.44898 Homo sapiens done TCCCTA001 51 mRNAsequ 14.2 

15 451533 NMJJ04657 Hs.26530 serum deprivation response (phosphatidyl 14.2 

424701 NM.005923 Hs.151988 mitogen-acBvated protein kinase kinase 14.1 

446494 AA463276 Hs.288906 WW Domain-Containing Gene 14.1 

456508 AA502764 Hs.123469 ESTs, Weakly similar to AF208855 1 BM-01 14.0 

432251 AW972983 Hs.232165 porycythemia rubra vera 1; cell surface 14.0 

20 426423 NMJJ12446 Hs.169833 singte-stranded-DNA-bindlng protein 14.0 

442281 N34742 Hs.1700S5 Homo sapiens cDNA FU13492 fis, done PL 14.0 

442145 AKJ22650 Hs.8117 erbb2-interacting protein ERBIN 13.9 

418848 AI820961 Hs.193465 ESTs 13.9 

0 _ 447072 D61594 Hs.17279 ryrosylprcteinsulratransferase 1 13.9 

25 439518 W76326 gb:zd60d04.r1 SoaresJetdJwarOlbHH19W 13.9 

443967 AW294013 Hs.200942 ESTs 13.9 

424775 AB014540 Hs.153026 SWAP-70 protein 13.9 

411190 AA306342 Hs.69171 protein kinase C4ikB 2 13.9 

„ 447384 AI377221 Hs.40528 ESTs 13.9 

30 444880 AW118683 Hs.154150 ESTs 13.9 

433409 A1278802 Hs.25661 ESTs 13.9 

423201 NM_000163 Hs.125180 growth hormone receptor 13.9 

413724 AA131466 Hs.23767 hypothetical protein FU 12666 13.9 

454219 X75042 Hs.44313 v-rd avian reficuloendotheiiosis viral 13.8 

35 429165 AW009B86 Hs.1 18258 prostate cancer associated protein 1 13.8 

430598 AK001764 Hs.247112 hypothetical protein FLI10902 13.8 

444172 BE147740 Hs.104558 ESTs. Moderately similar to 138022 hypot 13.8 

416774 AI005169 Hs.28274 Homo sapiens cDNA: FU 22049 fis, clone H 13.8 

410310 J02931 Hs.62192 coagulation factor III (mromboplastin, 13.8 

40 428738 NMJJ00380 Hs.192803 xeroderma pigmentosum, complementation g 13.8 

400296 AA305627 Hs.139336 ATP-binding cassette, subfamily C (CFTR 13.8 

407939 W05608 Hs.312679 ESTs, Weakry similar to A49019 dynein he 13.B 

452281 T93500 Hs.28792 Homo sapiens cDNAFUl 1041 fis. clone PL 13.7 

408622 AA056060 Hs.202577 Homo sapiens cDNA FU12166 fis, clone MA 13.7 

45 428054 AI948688 Hs.266619 ESTs 13,7 

444636 T96667 Hs.17877 ESTs 13.7 

416292 AA179233 Hs.42390 nasopharyngeal carcinoma susceptibility 13.7 

442315 AA173992 Hs.7956 ESTs. Moderately similar to 2N9 INHUMAN Z 13.7 

452260 AA453208 Hs.28726 RAB9, member RAS oncogene family 13.7 

50 428966 AF059214 Hs.194687 cholesterol 25-hydroxylase 13.7 

450316 W84446 Hs.226434 hypothetical protein MGC4643 13.7 

419839 U24577 Hs.93304 phosphoBpaseA2, group VII (platelet-ac 13.7 

443634 H73972 Hs.134460 ESTs 13.7 

449474 AA019344 Hs.2055 ublqui&vactivating enzyme E1 (A1S9T an 13.7 

55 422278 AF072873 Hs.1 14218 frizzled (Drosophila) homotog 6 13.7 

445817 NM.003642 Hs.13340 ffetore acetyttransferase 1 13.7 

434629 AA789081 Hs.4029 gBoma-arnpM sequenced 13.6 

416795 AI497778 Hs.20509 HBV pX associated protenv8 13.6 

„ 410001 AB041036 Hs.57771 kallikreln11 13.6 

60 452242 R50955 Hs.1 59993 gycosyttransferase 13.6 

413231 D87461 Hs.75244 BCL2-like2 13.6 

404641 NM_021965*:Homo sapiens phosphoglucomuta 13.6 

428648 AF052728 Hs.1 88021 potassium voltage-gated channd, subfami 13.6 

„ 414279 AW021691 Hs.101067 GCN5 (general control of amino-acid synt 13.6 

65 411573 AB029000 Hs.70823 WAA1077 protein 135 

417632 R20855 Hs.5422 glycoprotein M6B 13.5 

431467 M71831 Hs.256398 Homo sapiens mRNA; cDNA DKFZp434E0528 (f 13.5 

450313 AI038989 Hs.332633 Bardet-Bledl syndrome 2 13.5 

445472 AB005631 Hs.12784 Homo sapiens mRNA for WAA0293 gene, par 13.5 

70 419264 AA877104 Hs.293672 ESTs, Weakly similar to ALUB HUMAN Ull 13.5 

418663 AK001100 Hs.41690 desmoco!fin3 13.5 

452277 AL049013 Hs.28783 KIAA1 223 protein 13.5 

447896 AJ436124 Hs.294069 Homo sapiens cDNA FU 13384 fis, done PL 13.5 

447082 T85314 Hs.42644 thioredoxin-like 13.5 

/5 451468 AW503398 Hs.293663 ESTs, Moderately similar to 138022 hypot 13.4 

415443 T07353 Hs.7948 ESTs 13.4 

427212 AW293849 Hs.58279 ESTs, Weakly similar to ALU7 HUMAN ALU S 13.4 

442113 BE622187 Hs.99670 ESTs, Weakly similar to 138022 hypotheti 13.3 

or . 433517 AW022133 Hs.189838 ESTs 13.3 

oO 430829 AW451999 Hs.194024 ESTs 13.3 

453111 AB014598 Hs.31720 hephaestin 13.3 

435839 AF249744 Hs.25951 Rho guanine nucleotide exchange factor ( 13.3 

429113 028235 Hs.196384 prostaglandiivendoperoxide synthase 2 (p 13.3 
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422728 


AW937826 


Hs.103262 


427286 


AW732802 


Hs.2132 


437323 


AA371145 


Hs.226627 


421878 


AA299652 


Hs.1 11496 


433037 


Nty_014158 


Hs.279938 


407938 


AA905097 


Hs.85050 


400860 






411031 


W37943 


Ks.34892 


436797 


AA731491 


Hs.336454 


409277 


T05558 


Hs.1 56880 


434036 


AI659131 


Hs.1 97733 


448520 


AB002367 


Hs.21355 


450755 


AA010984 


Hs.1 59464 


450649 


NMJXM29 


Hs.25272 


408495 


W68795 


Hs.237731 


429732 


U20158 


Hs.2468 


428839 


AI767756 


Hs.82302 


416987 


D86957 


Hs.80712 


453006 


A1362575 


Hs.167133 


421750 


AK000768 


Hs.107872 


415752 


BE314524 


Hs.78776 


411529 


AA430348 


Hs.317596 


417318 


AW953937 


Hs.12891 


410763 


AF279145 


Hs.8966 


426034 


AI276989 


Hs.56123 


447966 


AA340605 


Hs.105867 


428218 


AA424266 


Hs.1 23542 


409799 


D11928 


Hs.76845 


448779 


BE042877 


Hs.1 771 35 


448944 


AB014605 


Hs.22599 


417315 


AI080042 


Hs.336901 


429697 


AW296451 


Hs.24605 


432674 


AA641092 


Hs,257339 


445309 


All 57474 


Hs.1 2504 


451099 


R52795 


Hs.25954 


424806 


AA382523 


Hs.105689 


442343 


AA992480 


Hs.129874 


432244 


AI669973 


Hs.200574 


459513 


AI032946 




452512 


AW363486 


Hs.337635 


415079 


R43179 


Hs.22895 


422365 


AF035537 


Hs.115521 


411067 


AI681006 


Hs.71721 


442501 


AA315267 


Hs.23128 


434466 


AB037829 


Hs.3862 


437052 


AA861697 


Hs.120591 


433234 


AB040928 


Hs.65366 


453830 


AA534296 


Hs.20953 


409995 


AW960597 


Hs.30164 


414290 


AI568801 


Hs.71721 


417248 


AA329449 


Hs.247302 


418624 


AI734080 


Hs.104211 


412654 


AI093480 


Hs.29263 


450253 


AL133047 


Hs.24715 


446619 


AU076643 


Hs.313 


427078 


AI676062 


Hs.1 11902 


420838 


AW118210 


Hs.5244 


449784 


AW161319 


Hs.12915 


431325 


AW026751 


Hs.5794 


415276 


U88666 


Hs.78353 


426110 


NM_002913 


Hs.166563 


400301 


X03635 


Hs.1657 


434926 


BE543269 


Hs.50252 


426316 


NM_002430 


Hs.268515 


420345 


AW295230 


Hs.25231 


432205 


AI806583 


Hs.1 25291 


451893 


AW192083 


Hs.290855 


435266 


AK001942 


Hs.4863 


427003 


U19487 


Hs.2090 


404642 






414241 


AA425085 


Hs.4007 




R25685 


Hs.211933 


420871 


AA702972 


Hs.65300 


448072 


AI459305 


Hs.24908 


441269 


AW015206 


Hs.178784 


427761 


AA412205 


Hs.140996 


425322 


U63630 


Hs.155637 


417733 


AL048678 


Hs.82503 


436521 


AW203986 


Hs.213003 


408920 


AL120071 


Hs.48998 


446332 


AK001635 


Hs.14838 


453994 


BE180964 


Hs.165590 


420397 


NM_00701B 


Hs.97437 



ESTs, Weakly similar to ZN91.HUMAN ZINC 13.3 

epidermal growth factor receptor pathway 1 3.3 

lepOn receptor 13.2 

Homo sapiens cDNA FU11643 fis, clone HE 13.2 

HSPC067 protein 13.2 

phospholamban 13.2 

Target Exon 13.2 

KIAA1323 protein 13.2 

hypothetical protein MGC14879 13.2 

ESTs 13.2 

hypothetical protein MGC2849 13.2 

doublecortin and CaM klnase-like 1 13.2 

ESTs 13.1 

E1A binding protein p300 13.1 

ESTs 13.1 

lymphocyte cytosoBc protein 2 (SH2 doma 13.1 

Homo sapiens cDNA FU14814 fis, done NT 13.1 

K1AA0202 protein 13.0 

ESTs 13.0 

hypothetical protein FU20761 13.0 

putative transmembrane protein 1 3.0 

Homo sapiens cDNA FL) 12927 fis. clone NT 13.0 

ESTs 13.0 

hypothetical protein FU21776 12.9 

Homo sapiens cDNA FU 13443 fis, clone PL 12.9 

ESTs, Weakly similar to Homolog of rat Z 12.9 

EphA3 12.9 

phosphoserine phcsphatase-like 12.9 

ESTs 12.8 

atrophin-1 interacting protein 1; acfivi 12.8 

ribosoma! protein S24 12.8 

ESTs 12.8 

ESTs, Weakly similar to 138022 hypotheti 1£8 

likely orthotog of mouse Arkadia 12.8 

interleukin 1 3 receptor, alpha 2 1 2 A 

MSTP031 protein 12.7 

ESTs 12.7 

ESTs 12.7 

gb:ox06g09.s1 SoaresJetalJiver_spleen.. Ml 

ESTs 12.7 

hypothetical protein FU23548 12.7 

REV3 (yeast homotog)-like, catalytic sub 12.7 

ESTs 12.7 

ESTs 12.7 

regulator of nonsense transcripts Z DKF 12.7 

ESTs 12.7 

WAA1495 protein 12.6 

ESTs 12.6 

ESTs 12.6 

ESTs 12.6 

twisted gastrulafion 12.6 

ESTs 12.6 

hypothetical protein FU 1 1 896 1 2.6 
Homo sapiens mRNA; cDNA DKFZp434D0215 (f 1 2.6 

secreted phosphoprotein 1 (osteopontln, 12.5 

ESTs 12.5 

ESTs 12^ 

ESTs 12.5 

ESTs, Weakly similar to 210926QA B cell 12.5 

SFRS protein kinase 2 1 2.5 

replication factor C (activator 1 ) 1 (14 12.5 

estrogen receptor 1 12.5 

mitochondrial ribosomal protein L32 12.5 

meningioma (disrupted b balanced trans! 1 2.5 

ESTs 12.4 

ESTs 12.4 
ESTs • 12.4 

hypothetical protein DKFZp566A1524 12.4 

prostaglandin E receptor 2 (subtype EP2) 1 2.4 
NM-021965*:Homo sapiens pricsptoglucomuta 12.4 

SanxJemmal-associated protein 1 2.4 

coDagen. type XIII, alpha 1 1 2.4 

ESTs 12.4 

ESTs 12.4 

ESTs 1Z3 

ESTs 1£3 

protein kinase, DNA-activated, catalytic 1 2.3 

H.sapiens mRNA for 3*UTR of unknown prot 1 ZZ 

ESTs 12.3 

fibronectin leucine rich transmembrane p 12.3 

hypothetical protein FU10773 12.2 

ribosomal protein S13 12.2 

centrosomal protein 1 12.2 
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447471 


AF039843 


Hs.18676 


sprouty (Drosophila) homolog 2 


12.2 


442562 


BE379584 


Hs.34789 


dolichyl-dtphosphooRgosaccharide-protei 


1Z2 


400880 






NM.00061 r:Homo sapiens CD59 antigen p18 


12.2 


425920 


AL049977 


Hs.162209 


claudin 8 


12.2 


419743 


AW403762 


Hs.5957 


Homo sapiens done 24416 mRNA sequence 


12.2 


414222 


AL135173 


Hs.878 


sorbitol dehydrogenase 


12.1 


427051 


BE178110 


Hs.173374 


Homo sapiens cDNA FU 10500 fis, done NT 


12.1 


452994 


AW962597 


Hs.31305 


KIAA1547 protein 


12.1 


425154 


NMJXJ1851 


Hs.154850 


collagen, type IX, alpha 1 


12.1 


437124 


AA554458 


Hs.197751 


KIAA0666 protein 


12.1 


411450 


H49619 


Hs.127301 


ESTs 


12.1 


421559 


NNL01472O 


Hs.105751 


Ste20-reJated serine/threonine kinase 


12.1 


449625 


NMJJ14253 


Hs.23796 


odz (odd Oz/len-m, Drosophila) homolog 1 


12.1 


419459 


AW291128 


Hs.278422 


DKFZP585G1122 protein 


12.1 


426252 


BE176980 


Hs.28917 


ESTs 


12.1 


414171 


AA360328 


Hs.865 


RAP1A, member of RAS oncogene family 


12.1 


436169 


AA888311 


Hs.17602 


Homo sapiens cDNA FU12381 fis, clone MA 


12.0 


435047 


AA454985 


Hs.54973 


cadherin-like protein VR20 


12.0 


417625 


U59305 


Hs.44708 


Ser-Thr protein kinase related to the my 


12.0 


439820 


AL360204 


Hs.283853 


Homo sapiens mRNA ful length insert cDN 


12.0 


443646 


AI085198 


Hs.164226 


ESTs 


12.0 


434874 


N62448 


Hs.293970 


methylmalonate-semialdehyde dehydrogenas 


12.0 


443837 


AI984625 


Hs.9884 


spindle pole body protein 


1^0 


451640 


AA195601 


Hs.26771 


Human DMA sequence from done 747H23 on 


12.0 


424232 


AB015982 


Hs.143460 


protein kinase C, nu 


11.9 


414555 


N98569 


Hs.76422 


phospholipase A2, group I1A (platelets, 


11.9 


446874 


AW96B304 


Hs.56156 


ESTs 


11.9 


454119 


BE549773 


Hs.40510 


uncoupling protein 4 


11.9 


436746 


AA730045 


Hs.187866 


ESTs 


11.9 


432359 


AA076049 


Hs.274415 


Homo sapiens cDNA FU10229 fis, clone HE 


11.9 


416508 
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BE176990 


Hs.104916 


449893 


T97999 


Hs.18214 


410442 


X73424 


Hs.63788 


425913 


AA365799 


Hs.50785 


425704 


U79293 


Hs. 159264 


427723 


AI355260 


Hs.279789 


441683 


BE564214 


Hs.1 02946 


447335 


BE617695 


Hs 286192 


428259 


M424793 


Hs.24144 


433104 


AL043002 


Hs.1 28246 


420041 


AB005142 


Hs.94592 


432432 


AA541323 


Hs.1 15831 


452335 


AW188944 


Hs.61272 


412673 


AL042957 


Hs 31845 


430335 


D80007 


Hs 239499 


419904 


AA974411 


Hs.1 8672 


442402 


NH.000954 


Hs.8272 


433759 


AA680003 


Hs 109363 


434064 


AL049045 


Hs.1 80758 


401785 






418407 


AL04481B 


Hs.84928 


419647 


AA348947 


Hs.91816 


425907 


AA365752 


Hs.155965 


452017 


AF1 09302 


Hs^7495 


424434 


H87028 


Hs.146861 


400303 


AA242758 


Hs.79136 


414680 


M743331 


Hs.272572 


413992 


W26276 


Hs.136075 


415071 


AK002197 


Hs.284270 


451230 


BE546208 


Hs^6090 


441790 


AW294909 


Hs.132208 


441124 


T97717 


Hs.1 19563 


438160 


AA779332 


Hs.122671 


433264 


D857B2 


Hs.3229 


434851 


M806164 


Hs.1 16502 


420608 


BE548277 


Hs.103104 


426535 


AU077012 


Hs^88582 


411667 


BE160198 




454058 


AI273419 


Hs.135146 


435614 


R09718 


Hs.20403 


446595 


T57448 


Hs.15467 


435677 


AA694142 


Hs.293726 


447894 


AW204253 


Hs.21912 


452682 


AA456193 


Hs.9071 


418372 


AA311833 


Hs.84318 


447231 


AK001293 


Hs.330208 


416206 


AW206248 


Hs.111092 



ESTs 8.6 
endothelin receptor type B 8.8 
hypothetical protein FU23056 8.8 
adenylyl cydase-asscciated protein 2 B.8 
ESTs. Weakly similar to granule cell mar 8.8 

necfin 3; DKFZP566B0846 protein 8.8 

Human done 23589 mRNA sequence 8.8 

ESTs, Weakly similar to ALU A_HU MAN HI! 8.8 

ESTs 8.8 

ESTs 8.8 

A kinase (PRKA) anchor protein (gravin) 8.8 

transcription factor AP-2 gamma {activat 8.8 

protein kinase C iota 8.8 

ESTs 8.8 
gb:xc28c12.x1 NCI_CGAP_Co18 Homo sapiens 8.8 

COA14 8.8 

hypolheb'cal protein RJ20039 8.8 

ESTs, Weakly similar to 138022 hypolheti 8.8 

ESTs 8.8 

ESTs, Moderately similar to ALU4_HUMAN A 8.8 

ESTs, Weakly similar to neuronal thread 8.8 

homeo box B13 8.8 

phosphatidyfinosito! gjycan. class H 8.8 

ESTs 8.8 

DKFZP566F084 protein 8.8 

aconitase 1, soluble 8.8 

neurocaltin delta 8.8 

Homo sapiens, clone IMAGE:3606519, mRNA, 8.8 

hypothetical protein PP1044 8.7 

Homo sapiens, Similar to zinc finger pro 8.7 

putative ribonudease III 8.7 

cryptochrome 1 {photofyase-fike} 8.7 

ESTs 8.7 

uronyl 2-suH6tran5ferase 8.7 

P1BF1 gene product 8.7 

gb:df27e02.y1 Morton Fey Cochlea Homo 8.7 

hypothetical protein FU21 940 8.7 

ESTs, Weakly similar to B34087 hypotheti 8.7 

propionyl Coenzyme A carboxylase, beta p 8.7 

SEC22, vesicle Panicking protein (S. c 8.7 

Human clone 23948 mRNA sequence 8.7 

hlstonedeacetylase3 8.7 

ESTs 8.7 

hypothetical protein FU20940 8.7 

ESTs a7 

ESTs, Moderately similar to unnamed pro* 8.7 

klotho 8.7 

ESTs 8.7 

ESTs 8.7 

ESTs 8.7 

KIAA0185 protein 87 

ESTs 8.6 

prostaglandin D2 synthase (21kD, brain) a6 

Homo sapiens cDNA: FU23603 hs, done L 8.6 

hypothetical protein PRO0082 a6 

NM>002275*:Homo sapiens keratin 15 (KRT1 a6 

nuclear transcription factor Y, beta 8.6 

hypothetical protein 8 6 

ESTs a6 

prostata cancer associated protein 7 a6 

hypothetical protein FU20580 a6 

UV-1 protein, estrogen regulated 8.6 

hemogtobin,alpha2 8.6 

RNA.U2 small nuclear 8.6 

Homo sapiens cDNA FU11335 fis, clone PL 8.6 

hypothetical prolan RJ 20272 8.6 

ESTs a6 

ests ae 

ests ae 

cysteine dtoxygenase, type I 8.6 

ESTs a6 

ESTs a.6 

ESTs, Weakly similar to ubiquitous TPR m a6 
gb:QV14ff0413410200-059-h03 HT0413 Homo 8.5 

hypothetical protein FU13984 8.5 

ESTs 8.5 

hypothetical protein FU20725 8.5 

ESTs, Weakly similar to TSGA RAT TESTIS 8.5 

ESTs 8.5 

progesterone membrane binding protein 8.5 

replication protein A1 (70kD) 8.5 

crystailin, zeta (quinone reductase)-^ 8.5 

hypothetical protein FU22332 8.5 

689 
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AAoJ/UHO 


Hs.220585 


ESTs 


0.3 


41 1ft 


DcOOOOUr 


nS./B9/l 


A Linaea IDQtCAX avKnr nmlm'n 1 

A Kinase (rrw\j ancnof prolan 1 


ft R 
0.0 


40U01 J 


A 17*30 GO C 


ns^03o7o 


ESTs 


0.0 






Lin 4 AO1 11 

MS.1331J3 


CCTi> lAJnnLki nlmtln* In Al 1 1? Lll IllAM Al 1 1 C 

to i s, wfiawy similar lo ALUf _Human alu o 


0.0 


4Dbo99 


AA056614 


Hs.1 06200 


ESTs, Moderately similar to ZN91_HUMAN Z 


8.5 


440840 


AW629666 


Hs.283713 


ESTs, Weakly similar to S64054 hypoM 


8.5 


407891 


a AilOCCW 

AA4obbAJ 


Hs.41 135 


endomucirv2 


8.5 


411019 


AW99o097 


Hs.48617 


Homo sapiens cDNA FU 12540 fis, clone NT 


8.5 


432620 


AA777749 


Hs.5978 


UM domain only 7 


8.5 


424511 


BE300512 


Hs.1 93557 


ESTs. Moderately similar to ALU7_HUMAN A 


8.5 


408170 


AW204516 


Hs.31835 


ESTs 


8.5 


452670 


AF068227 


Hs.30213 


ceroid-lipofuscinosis, neuronal 5 


8.5 


450516 


AA902656 


Hs.21943 


NIF3 <Ngg1 interacting factor 3, S.pombe 


8.5 


417560 


U73338 


H3.82283 


5-methylletrahydrofolalQ-hornocysteine me 


8.5 


430506 


BE266026 


Hs.31476 


Homo sapiens cDNA FU13872 fis, clone TH 


8.4 


436953 


AW959074 


Hs.23648 


Homo sapiens cDNA FU13097 fis, clone NT 


8.4 


418120 


AA213437 


Hs.1 92249 


ESTs 


8.4 


419436 


AA991639 


Hs.242413 


hypotheBcal protein DKFZp434K1421 


6.4 


432600 


AI821085 




gb:ns95a12.y5 NCLCGAP_Pr3 Homo sapiens 


8.4 


44B474 


AI792014 


Hs.1 3809 


hypotheBcal protein FU10648 


8.4 


434384 


M631910 


Hs.1 62849 


ESTs 


6.4 


452234 


AW084176 


Hs.223296 


ESTs, Weakly similar to 138022 hypotheti 


8.4 


411562 


AL050201 


Hs.70769 


hypothetical protein DKFZp586E1923 


8.4 


421622 


AB037748 


Hs.1 06204 


K1AA1 327 protein 


8.4 


431160 


AW971174 


Hs.324330 


ESTs 


8.4 


449567 


AI990790 


Hs.1 88614 


ESTs 


B.4 


411088 


BE247593 


Hs.145053 


ESTs 


a4 


452186 


AA1 20761 


Hs.28307 


WW domain binding protein 4 (formin bind 


a3 


437872 


AK002015 


Hs.5887 


RNA binding motif protein 7 


8.3 


429393 


AA383024 


Hs.201603 


Homo sapiens mRNA; cDNA DKFZp434D0917 (f 


8.3 


425692 


D90041 


Hs.1 55956 


N-acetyttransferase 1 (arytamine N-acety 


8.3 


438440 


AA807228 


Hs^25161 


ESTs 


8.3 


431962 


AL049385 


Hs.272251 


Homo sapiens mRNA; cDNA DKFZp586M1418 (f 


8.3 


422295 


AF051151 


Hs.11 4408 


toWike receptor 5 


8.3 


440146 


A l A tf\ 4 A O*"* 4 

AW014231 


Hs.90790 


Homo sapiens cDNA: FU 22930 fis, clone K 


8.3 


425242 


D13635 


Hs.1 55287 


KIAA0010gene product 


8.3 


432769 


AA620814 


Hs.1 44959 


ESTs 


8.3 


433615 


AA732982 


Hs.269607 


ESTs, Weakly similar to ALU1_HUMAN ALU S 


8.3 


427229 


A1799751 


Hs.5635 


ESTs 


8.3 


446947 


AF146747 


Hs.232165 


polycythemia rubra vera 1; cell surface 


8.3 


403149 






NMJ)01450:Homo sapiens four and a half L 


8.3 


435579 


A1 127483 


Hs.1 20451 


ESTs, Weakly similar to unnamed protein 


8.3 


421991 


NM_01491B 


Hs.1 10488 


WAA0990 protein 


8.3 


436476 


AA326108 


Hs.33B29 


bHLH protein DEC2 


8.3 


434980 


AW770553 


Hs.14553 


sterol O-acyl transferase (acyl-Coenzyme 


a3 


407385 


AA610150 


Hs.272072 


ESTs, Weakly similar to 138022 hypotheti 


8.3 


453121 


AI968264 


Hs.232286 


ESTs 


8.3 


420630 


AL133101 


Hs.99508 


Homo sapiens mRNA; cDNA DKFZp434O0921 (f 


a3 


426101 


AL049987 


Hs.166361 


Homo sapiens mRNA; cDNA DKFZp564F1 12 {fir 


8.2 


419517 


AF052107 


Hs.90797 


Homo sapiens clone 23620 mRNA sequence 


8.2 


425707 


AF1 15402 


Hs.1 1713 


E74-like factor 5 (ets domain transcript 


8.2 


440080 


AW051597 


Hs.143707 


ESTs 


a2 


422049 


W25760 


Hs.77631 


glycine cleavage system protein H (amino 


8.2 


430154 


AW5B3058 


Hs.234726 


serine (or cysteine) proteinase tnhftoto 


a2 


432695 


D63480 


Hs.278634 


WAA0146 protein 


8.2 


407300 


AA1 02616 




gb:zn43e07.5l Stratagene HeLa celt s3 93 


8.2 


408964 


AF201468 


Hs.49349 


beta-site APP-deaving enzyme 


8.2 


416051 


AW1 92535 


Hs.1 9479 


ESTs 


8.2 


412125 


Y17114 


Hs.73393 


eyes absent (Drosophila) homolog 4 


8.2 


441523 


AW514263 


Hs.301771 


ESTs, Weakly similar to ALUF_HUMAN III! 


8.2 


417958 


AA767382 


Hs.193417 


ESTs 


8.2 


452040 


AW97394? 




co is, i vodwy similar to loou^z nypouiQii 


ft 9 


430468 


NMJW4673 


Hs.241519 


angiopoietln-fike 1 


B.2 


407802 


D84145 


Hs.39913 


novel RGD-corrtaining protein 


a2 


420556 


AA278300 


Hs.124292 


Homo sapiens cDNA FU231 23 lis, clone L 


8.2 


414138 


AA135884 


Hs.3772 


ESTs 


8.2 


438209 


AL1 20659 


Hs.6111 


aryVhydrocarbon receptor nuclear transl 


8.2 


408267 


AW380525 


Hs.32675 


tubuBn-specific chaperone e 


8.2 


429692 


N48422 


Hs.9977 


ESTs, Weakly similar to B34087 hypotheti 


8.2 


408108 


A15B0492 


Hs.42743 


hypotheBcal protein 


a2 


408418 


AW963897 


Hs.44743 


KIAA1435 protein 


8.2 


430334 


AIB24719 


Hs.328700 


ESTs 


8.2 


422083 


NM_001141 


Hs.1 11256 


aracWdonate lipoxygenase, second typ 


8.2 



TABLE 598 



Pkey: Unique Eos probeset identifier number 

CAT number. Gene cluster number 

Accession: Genbank accession numbers 



Pkey CAT Number Accessions 

409385 112523 J AA071267T65940 T64515AA071334 



WO 03/042661 



PC17US02/36810 



409752 


115301_1 


AW963990 AA078196 AW749482 AA077468 BE151571 AA376917 


411479 


1247077_1 


AW848047 AW848202 AW848631 AW848142 AW848702 AW848121 AW848632 AW848140 AW848571 AW848009 AW848067 AW848069 AW848905 






AW848214 


41 1667 


1253334 J 


BE 1601 98 AW935898 T1 1 520 AW935930 AW856Q73 AW861 034 


416913 


163001_1 


AW934714 BE161007 BE1 62500 AW749902 AW749864 BE1 62498 BE161 005 AA1 90449 AW513465 BE161005 BE162499 


418666 


179788J 


T65754 AA229857 AA229658 


418876 


179960J 


AA74081 6 AA654854 AA229923 


419536 


185688J 


AA603305 AA244095 AA244183 


419544 


185760_2 


AI909154 AA526337 AA244193 At9091 53 


4lOoU0 


232161_1 


AAQQ14C7 AA1141CC 

AAJJli 3b AAJ311 0/ AAWI155 


426413 


266650.1 


AA377823 AW954494 AI022688 


429163 


300543 1 


AA884766AW974271 AA592975 AA447312 


430846 


324621 1 


AW021726 AA487752 AA488085 


431121 


328275,1 


AW971157 AA492575 AA492520 


432169 


342819 1 


AA527941 A1810608 AI620190 AA635265 


432600 


350959 1 


AI821085 AW973464 AA554802 AI821831 AA657438 AA640756 AA650339 


434415 


385931 1 


BE177494 AW276909 AA632849 


434579 


3B916J 


T55958 757205 AF147346 


439518 


47334.1 


W76326AF086341 W72300 


443161 


561305.1 


AI038316A1344631 A1261653 


447974 


745643.1 


R76886AI453674 R77049 



TABLE 59C 



Pkey: Unique number corresponding to an Eos pro beset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers, Dunham I. et aL* refers to the publication entitled The DNA sequence of 

human chromosome 22." Dunham I. et al., Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 

Nt. position: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


400860 


9757499 


Minus 


151B30-152104.152649-152744 


400880 


9931121 


Plus 


29235-29336.36363-36580 


401197 


9719705 


Plus 


176341-176452 


401424 


8176894 


Plus 


24223-24428 


401519 


6649315 


Plus 


157315-157950 


401558 


7139678 


Pius 


1035KM04090 


401747 


9789672 


Minus 


118596-118816,119119-1192H119609-119761,120^^ 








131932,132451-132575,133580-134011 


401785 


7249190 


Minus 


165776-165996,166189-166314,166408-166569.167112-167268.167387-167469.168634-168942 


402076 


8117410 


Plus 


128316-128627 


402812 


6010110 


Plus 


25026-25091,25844-25920 


402855 


9662953 


Minus 


59763-59909 


403047 


3540153 


Minus 


59793-59968 


403137 


9211494 


Minus 


92349-92572,92958-93084.93579-93712.93949-94072,94591-94748.95214-95337 


403149 


9799833 


Plus 


25034-25185 


403362 


8571772 


Plus 


64099-64260 


404210 


5006246 


Plus 


169926-170121 


404571 


7249169 


Minus 


112450-112648 


404641 


9796810 


Minus 


32247-32362 


404642 


9796810 


Pius 


102999-103145 


405523 


9454643 


Plus 


114550-114688,117265-117407.119490-119599.123237-123395.131140-131217 



Table 60A fists about 1 166 genes up-regulated in prostate cancer compared to normal adult tissues. These were selected from 59680 probesets on the Affymetrix/Eos Hu03 
GeneChlp array such that the ratio of "average' prostate cancer to "average" normal adult tissues was greater than or equal to 3.0. The "average* prostate cancer level was set to the 
75 th percentile amongst prostate cancers. The "average* normal adult tissue level was set to the 85 th percentile amongst non-malignant tissues. In order to remove gene-specific 
background levels of non-specific hybridization, the 10* percentile value amongst the non-malignant tissues was subtracted from both the numerator and the denominator before the 
ratio was evaluated. 

TABLE 60A: ABOUT 1166 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 

Pkey: Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number. Genbank accession number 
UnigenelD: Unigene number 
Unigene Title: Unigene gene title 



R1: 


Ratio of pro 


state tumor to rw 


xmat adult body tissue 




Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


426747 


AA535210 


Hs.171995 


kaJBkrein 3, (prostate specific antigen 


56.6 


419526 


AI821895 


Hs. 193481 


ESTs 


56.2 


420154 


A1093155 


Hs.95420 


JM27 protein 


44.0 


432441 


AW292425 


Hs.163484 


ESTs 


41.9 


414569 


AF109298 


Hs.11825B 


prostate cancer associated protein 1 


39.9 


431616 


AA508552 


Hs.195839 


ESTs, Weakry similar to I38022 hypolheti 


37.9 


400299 


X07730 


Hs.171995 


kaOikrein 3, (prostate specific antigen 


38.0 


446057 


AI420227 


Hs. 149358 


ESTs. Weakry similar to A46010 X-linked 


32.9 


425075 


AA506324 


Hs.1852 


acid phosphatase, prostate 


31.1 


400298 


AA032279 


Hs.61635 


six transmembrane epithelial antigen of 


30.0 


439176 


A1446444 


Hs.190394 


ESTs. Weakry simBar to B28096 line-1 pr 


29.8 
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10 
15 
20 
25 
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65 
70 
75 
80 





kMQOCC 






AtATQ7inon 

AW9nU82 


Hs. 2228 86 




Aiy 1 0^00 


Li t nor jn 

Hs. 123642 




Kjo43o 


Hs. 182575 


/canoe 


AWZ94631 


Hs.11325 


400287 


S39329 


Hs. 181350 


409262 


AKQQ0S31 


Hs.52256 


428819 


AL1 35623 


Hs. 1939 14 


401424 






453370 


A 1 JlAP'Vl 

AI470523 


Hs. 139336 


400292 


AA250737 


Hs.72472 


407202 


N58172 


Hs. 109370 


415989 


AI267700 




407709 


AA456135 


Hs.23023 


40716B 


R45175 


Hs.117183 


433444 


AW975324 


Hs. 12981 6 


409731 


AA1 25985 


Hs.56145 


428336 


AA503115 


Hs.1 83752 


410929 


H47233 


Hs.30643 


424099 


AF071202 


Hs.139336 


418961 


AW967646 


Hs.23023 


452792 


AB037765 


Hs.30652 


403047 






433466 


AA508353 


Hs.105314 


418396 


AI765B05 


Hs.26691 


433647 


AA603357 


Hs.222294 


432240 


AI694767 


Hs. 129179 


430487 


D87742 


Hs.241552 


440260 


AI972867 


Hs.7130 


429170 


N^L001394 


Ks.2359 


429220 


AW207206 




416370 


N90470 


Hs. 203697 


418819 


AA228776 


Hs. 191 721 


421513 


X00949 


Hs.105314 


429918 


AW873986 


Hs.1 19383 


420092 


AA814043 


Hs.68045 


432473 


AI202703 


Hs.1 52414 


450693 


AW450461 


Hs.203965 


431548 


AI834273 


Hs.9711 


432674 


AA641092 


Hs.257339 


4301 B7 


AI799909 


Hs.158989 


441690 


R81733 


Hs.33106 


408621 


AI970672 


Hs.46638 


448999 


AF179274 


Hs.22791 


450642 


R39773 


Hs.7130 


430376 


AW292053 


Hs.12532 


432966 


AA650114 


Hs.325198 


410330 


AW023630 


Hs.1 59425 


434666 


AF151103 


Hs.1 12259 


400297 


AI127076 


Hs.306201 


423073 


BE252922 


Hs.123119 


431474 


AL133990 


Hs.190642 


418829 


AA516531 


Hs.55999 


453861 


AI02683B 


Hs.30120 


434217 


AW014795 


Hs.23349 


418432 


M14156 


Hs.85112 


428398 


AI249368 


Hs.98558 


421059 


Al 654133 


Hs.30212 


447313 


U92981 


Hs.1 8081 


443960 


AI093577 


Hs.255416 


448290 


AK002107 


Hs.20843 


436032 


AA150797 


Hs.1 09276 


432527 


AW975028 


Hs.1 02754 


434792 


AA649253 


Hs.1 32458 


420424 


AB033036 


Hs.97594 


440529 


AW207640 


Hs.1647B 


424846 


AU077324 


Hs.1832 


448519 


AW1 75655 


Hs.278695 


416339 


AA639902 


Hs.104215 


432600 


Al 821085 




413597 


AW302885 


Hs.117183 




MW3D/ luy 


Hs.13804 


431448 


AL137517 


Hs.306201 


424701 


NM.005923 


Hs.151988 


432435 


BE218886 


Hs.282070 


429290 


AF203032 


Hs.198760 


410467 


AF102546 


Hs.63931 


439444 


AI277652 


Hs.54578 


450382 


AA397658 


Hs.60257 


452340 


NM.002202 


Hs.505 


417332 


AW972717 


Hs.288462 


407021 


U52077 




419563 


AA526235 


Hs.193162 



Wale hydrolase {prostale-spectfic memb 28.9 

ESTs, WeaWy similar to TRHYJ1UMAN TRICH 27.9 

EphA3 26.3 

sorute earner family 15 (H??? transport 26.2 

ESTs 25.7 

katlikrein 2, prostatic 25.5 

hypothetical protein FU20624 24.6 

KIAA0575 gene product 24.5 

NM.001172:Homo sapiens arginase, type II 24.5 

ATP-Wnding cassette, sub-family C (CFTR 22.4 

BMP-R1B 2ZZ 

ESTs 22.3 

ESTs 20.2 

ESTS 20.0 

ESTs 19.6 

ESTs 19.4 

thymosin, beta, identified in neuroblas t 19. 1 

microseminoprotein, beta- 18.7 

ESTs 18.0 

ATP-binding cassette, sub-family C (CFTR 17.9 

ESTs 17.7 

KJAA1344 protein 17.5 

N^005656*:Homo sapiens transmembrane pr 17.3 

relaxin 1 (H1) 17.3 

ESTs 17.1 

ESTs 16.9 

HomosapienscDNAFU13581 fis,ctonePL 16.7 

WAA0268 protein 16.5 

copine IV 16.0 

dual specificity phosphatase 4 15.7 

ESTs 15.7 

ESTs, Weakly similar to 138022 hypotheB 15.3 

ESTs 14.8 

relaxin 1 (HI) 14.8 

ESTs 14.5 

ESTs 14.5 

ESTs 14.4 

ESTs 14.4 

novel protein 14.4 

ESTs, Weakly simitar to I3B022 hypotheti 14.3 

ESTs 14.3 

ESTs 14.3 

chromosome 1 1 open reading frame 8 14.2 

transmembrane protein with EGF-like and 13.7 

copine fV 13.5 

chromosome 1 open reading frame 21 13.4 

ESTs 13.4 

ESTs 13.4 

T cell receptor gamma locus 13.1 

hypothetical protein DKFZp56401278 13.0 

MAD (mothers against decapentaptegfc, Dr 12.8 

ESTs 12.6 

NK homeobox (OrosophDa), family 3, A 12.5 

ESTs, WeaWy similar to NUCUttJMAN NUCLE 1Z5 

ESTs 12.3 

InsuSrOke growth factor 1 (somatomedi 12.3 

ESTs 12.2 

thyroid receptor interacting protein 15 12.2 

Homo sapiens done OT1P1B6 mRNA, CAG rep 12.2 

hypothefical protein FU21986 12.1 

Homo sapiens cDNA FU11245 fis, clone PL 1Z1 

latexin protein 12.0 

ESTs 12.0 

ESTs 12.0 

WAA1210 protein 11.9 

Homo sapiens cDNA: FU2171 8 fis, clone C 1 1 .9 

neuropeptide Y 11.9 

Homo sapiens prostein mRNA. complete cds 1 1 .9 

ESTs, Moderately similar to SPCN.HUMAN S 11.8 

gb:ns95a1Zy5 Na_CGAP^Pr3 Homo sapiens 11.8 

ESTs 11.8 

hypothetical protein (U462023.2 1 1 .7 

hypothetical protein DKF2p55401278 11.6 

mitogen-activated protein kinase kinase 1 1 .6 

ESTs 11.5 

neurofilament heavy polypeptide (200k D) 1 1 .5 

dachshund (DrosophDa) homotog 1 1 .5 

ESTs. Weakly similar to 138022 hypotheti 1 1 .5 

Homo sapiens cDNA FU13598 fis, done PL 11.5 

ISL1 transcription factor, LIM/homeodoma 11.1 

hypothetical protein FU21 51 1 1 1 .0 

gb:Human mariner 1 transposase gene, comp 1 1 .0 

Homo sapiens cDNA FU11983 fis, clone HE 10.8 
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432729 AK000292 Hs.130732 hypothetical protein FU202B5 10.6 

400301 X03635 Hs.1657 estrogen receptor 1 10.5 

419536 AA603305 gb:npt2d11.s1 Na_CGAP_Pr3 Homo sapiens 10.5 

445472 AB006631 Hs.1 2784 Homo sapiens mRNA far KIAA0293 gene, par 10.5 

5 415539 AI7338B1 Hs.72472 BMP-R1B 10.4 

41 9264 AA877104 Ks.293672 ESTs, Weakly similar to ALUB HUMAN 10.4 

424432 AB037B21 Hs.146B58 protocadherin 10 10.3 

439518 W76326 gb:zd60d04.r1 Soares fetal heart_NbHH19W 10.3 

_ 434036 AI659131 Hs.197733 hypothetical protein MGC2849 10.3 

10 415263 AA948033 Hs.130853 ESTs 10.2 

431217 NMJJ13427 Hs.250830 Rho GTPase activating protein 6 10.2 

444805 AB007B99 Hs.12017 homolog of yeast ubiquitin-protein tlgas 10.1 

437252 AI433833 Hs.164159 ESTs, Weakly similar to ALU1_HUMAN ALU S 10.1 

444190 A1878918 Hs.10526 cysteine and gtycine-rich protein 2 10.0 

15 418293 AI224483 Hs.16063 hypothetical protein FU 21 877 10.0 

432244 AI669973 Hs.200574 ESTs 10.0 

451640 AA195601 Hs.26771 Human DNA sequence from clone 747H23 on 9.9 

450164 AI239923 Hs.63931 ESTs 9.8 

447072 D61594 Hs.17279 tyrosylprotein sulfotransferase 1 9.8 

20 415079 R43179 Hs.22895 hypothetical protein FU 23548 9.7 

409799 D11928 Hs.76845 phosphoserine phosphatase-like 9.6 

433234 AB040928 Hs.65366 KIAA1 495 protein 9.5 

400296 AA305627 Hs.139336 ATP-binding cassette, sub-family C (CFTR 9.5 

422728 AW937826 Hs.103262 ESTs. Weakly similar to ZN91.HUMAN ZINC 9.5 

15 425154 NM_001B51 Hs.1 54850 cotlagen, type IX alpha 1 9.4 

433927 A1557019 Hs.116467 small nuclear protein PRAC 9.4 

444670 H58373 Hs.332938 hypothetical protein MGC5370 9.4 

449625 NM_014253 odz (odd Oz/ten-m. Drosophlla) homolog 1 9.4 

„ 450325 AI935962 Hs.26289 ESTs 9.4 

30 427761 AA412205 Hs.140996 ESTs 9.4 

453930 AA419466 Hs.36727 hypothetical protein FU 10903 9.4 

416795 AI497778 Hs.20509 HBV pX associated protein-8 9.3 

422805 AA436989 Hs.121017 H2A histone family, member A 9.3 

418848 AI820961 Hs.193465 ESTs 9.2 

35 408430 S79876 Hs.44926 dipeotidylpepUdase IV (CD26, adenosine 9.2 

415788 AW628686 Hs.78851 KIAA0217 protein 9.2 

404641 NM_021965*:Homo sapiens phosphogtucomuia 9.1 

432437 W07088 Hs.293685 ESTs 9.1 

Arx 436396 AK83487 Hs.152213 wingless-type MMTV integration site fami 9.1 

40 436962 AW377314 Hs.5364 DKFZP564I052 protein 9.1 

410765 AI694972 Hs.66180 nucteosome assembly protein 1-Oke 2 9.0 

428342 AI739168 Homo sapiens cDNA FU13458 lis, done PL 9.0 

452281 T93500 Hs.28792 Homo sapiens cDNA FU11041 fis, clone PL 9.0 

433043 W57554 Hs.1 25019 lymphoid nuclear protein (LAF-4) mRNA 8.8 

45 442082 R41823 Hs.7413 ESTs 8.8 

436671 AW137159 Hs.146151 ESTs 8.7 

415788 AW419196 Hs.257924 hypothetical protein FU13782 8.7 

440774 A1420611 Hs.153934 ESTs 8.7 

er . 420120 AL049610 Hs.95243 transcription elongation factor A (S\\y 8.7 

50 427138 N77624 Hs.173717 phosphatide acid phosphatase type 2B 8.7 

430722 AW968543 Hs.203270 ESTs. Weakly similar to ALU1 HUMAN ALUS 8.6 

422487 AJ010901 Hs.1 98267 mucin 4, tracheobronchial 8.6 

443646 AI085198 Hs.164226 ESTs 8.6 

414565 AA502972 Hs.183390 hypothetical protein FU 13590 8.5 

55 428728 NMJH6625 Hs.191381 hypothetical protein 8.5 

434926 BE543269 Hs.50252 mitochondrial ribosomal protein L32 8.5 

437162 AW005505 Hs.5464 thyroid hormone receptor coaclivating pr 8.5 

437866 AA156781 metallothtoneinlE (functional) as 

453006 AI362575 Hs.303171 ESTs 8.4 

60 418723 AA504428 Hs.10487 Homosapiens,donelN4AGE:3954132,mRNA > 8.3 

421040 AA715026 Hs.135280 ESTs 6.3 

414212 AA136569 Hs.1 0848 KIAA0187 gene product 8.3 

417916 NM.006416 Hs.82921 solute carrier family 35 (CMP-siattc aci 12 

440749 W22335 Hs.7392 hypothetical protein MGC3199 8.2 

65 412715 NMJ)00947 Hs.74519 primase, polypeptide 2A (58kD) 8.2 

428829 R14050 Hs.194051 Homo sapiens mRNA; cDNA DKFZp566B213 (fr 8.2 

447156 AW274731 Hs.157920 ESTs 8.1 

428330 L22524 Hs.2256 matrix metafloprotehase 7 (matrilysin, 8.1 

„ 417412 X16896 Hs.82112 interleukin 1 receptor, type I 8.0 

70 424692 AA429834 Hs.151791 KIAA0092 gene product 8.0 

435981 H74319 Hs.188620 ESTs 7.9 

442081 AA401863 Hs.22380 ESTs 7.9 

434988 AI418055 Hs.161160 ESTs 7.9 

407910 AA650274 Hs.41296 fibroneciin leucine rich transmembrane p 7.8 

75 420345 AW295230 Hs.25231 ESTs 7.8 

412324 AW978439 Hs.69504 ESTs 7.8 

420757 X78592 Hs.99915 androgen receptor (dihydrotestosteroner 7.8 

408374 AW025430 Hs.155591 forkhead box F1 7.8 

on 435604 AA625279 Hs.26892 uncharacterized bone marrow protein BM04 7.8 

oO 453160 AI263307 Hs.239884 H2B histone family, member L 7.8 

424051 AL1 10203 Hs.138411 Homo sapiens mRNA; cDNA DKFZp586J1 922 (f 7.7 

416182 NM_004354 Hs.79069 cydinG2 7.7 

452110 T47667 Hs.28005 Homo sapiens cDNA FU1 1309 fis, done PL 7.6 
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6.9 




415910 


U20350 
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Hs.162859 


ESTs 
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444931 
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genera) transcription factor MA 
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421823 
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Hs.28625 


ESTs 


6.8 


45 


4269B1 


AL044675 


Hs.173081 
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Hs.154970 


transcription factor CP2 
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AW848047 




gb:IL3-CT0214-291299452-A12 CT0214 Homo 
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Hs.237323 


N^etylglucosarnine-phosphate mutase 
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439492 
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Hs.103159 


ESTs 
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ESTs 
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hypothetical protein FU22242 
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6.7 
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Hs.126594 


ESTs 
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Hs.191737 


ESTs 


6.7 


55 


415293 


R49462 
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ESTs 
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ESTs 
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potassium intermediatefcmafi conductance 
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ESTs 
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protein kinase C, mu 


6.6 
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Hs.120591 


ESTs 
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Hs.135055 


ESTs 
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D54745 
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cholecystokinin 


6.6 
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Hs.157601 


ESTs 


6.5 


428927 


AA441837 


Hs.90250 


ESTs 


6.5 
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gb:nh30c04.s1 NCLCGAP„Pr3 Homo sapiens 


6.5 
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Hs.177135 


ESTs 


6.4 
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AK001764 


Hs.247112 


hypothefcal protein FU10902 


6.4 
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Hs.71119 


Putative prostate cancer tumor suppresso 


6.4 
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ESTs 
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ESTs 
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ESTs 
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hypothetical protein 
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6.3 
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6.3 



694 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



412953 


Z45794 


Hs.238809 


441247 


AW1 18681 


Hs.128051 


453390 


AA862496 


Hs.28482 


41B450 


R84397 


Hs.193651 


407829 


AA045084 


Hs.29725 


425704 


U79293 


Hs.159264 


433610 


AA806822 


Hs.112547 


448552 


AW973653 


Hs.20104 


412977 


AA125910 


Hs.191461 


441217 


AI922183 


Hs.213246 


443912 


.R37257 


Hs.184780 


429281 


AA830856 


Ms.29808 


435021 


AA922192 


Hs.54709 


425465 


L18964 


Hs.1904 


418821 


AA436002 


Hs.183161 


424511 


BE300512 


Hs.193557 


448106 


AI800470 


Hs.171941 


408418 


AW963897 


Hs.44743 


450728 


AW162923 


Hs.25363 


427078 


AI676062 


Hs.1 11902 


426931 


NM_003416 


Hs.2076 


449907 


AA004825 


Ks.103281 


458509 


AA654650 


Hs.282906 


437323 


AA371145 


Hs.194397 


407902 


All 17474 


Hs.41181 


429302 


AU076674 


Hs.198899 


412673 


AL042957 


Hs.31845 


410150 


AW382942 


Hs.260024 


421863 


AI952677 


Hs.108972 


446947 


AF146747 


Hs.232165 


408968 


A1652235 


Hs.49376 


409047 


AW961434 


Hs.31539 


418601 


AA279490 


Hs.86368 


425710 


AF030880 


Hs.159275 


439820 


AL360204 


Hs.283853 


414905 


H40873 


Hs.175971 


450295 


AI766732 


Ks.210628 


412505 


AA974491 


Hs.21734 


428730 


AA625947 


Hs.25750 


445413 


AA151342 


Hs.12677 


451424 


A1862026 


Hs.302810 


425628 


NMJJ04476 


Hs.1915 


435677 


AA694142 


Hs.293726 


431359 


AW993522 


Hs.292934 


404632 






423748 


AI149048 


Hs.30211 


449118 


R67477 


HSJ23103 


405523 






448807 


AI571940 


Hs.7549 


404642 






452598 


AI831594 




427212 


AW293849 


Hs.58279 


435047 


AA454985 


Hs.54973 


408622 


AA05606O 


Hs.202577 


419038 


AW134924 


Hs.190325 


416913 


AW934714 




432432 


AA541323 


Hs.115831 


435937 


AA830893 


Hs.119769 


414528 


AA148950 


Hs.188836 


432712 


AB016247 


HS.28B031 


412783 


BE276738 


HsJ4578 


408826 


AF216077 


Hs.48376 


419083 


AM79560 


Hs.98613 


420184 


AA188408 


Hs.95665 


428493 


AK001745 


Hs.1 84628 


443250 


AI041530 


Hs.132107 


443324 


R44013 


Hs.164225 


448164 


R61680 


Hs.26904 


448172 


N75276 


Hs.135904 


433332 


AI367347 


Hs.44898 


453455 


AA063553 


Hs.221931 


452242 


R50956 


Hs.159993 


410141 


R07775 


Hs.287657 


418019 


R68911 


Hs.176275 


450813 


A1739625 


Hs.203376 


419239 


AA468183 


Hs.184598 


411096 


U80034 


Hs.68583 


451684 


AF216751 


Hs.26813 


427674 


NMJW3528 


Hs.2178 


407275 


AI364186 




417958 


AA767382 


Hs.193417 


418407 


AL044818 


Hs.84928 


435176 


AA744875 


Hs.189413 



ESTs 6.3 

Homo sapiens thymic slromal lymphopcneti 6.3 

ESTs 6.3 

ESTs, Weakly similar to alternatively sp 6.3 

hypothetical protein FU13197 6.3 

Human clone 23948 mRNA sequence 6.3 

ESTs 6,3 

hypothetical protein FL100052 6.3 

ESTs 6.3 

ESTs 6.3 

ESTs 6.3 

Homo sapiens cDNA: FU21122 fis, done C 6.2 

ESTs 6.2 

protein kinase C, Iota 6.2 

ESTs 6.2 

ESTs. Moderately similar to ALU7_HUMAN A 6.2 

ESTs 6.2 

KIAA1435 protein 6.2 

presenilin 2 (Alzheimer disease 4) 6.2 

ESTs 6.2 

zinc finger protein 7 (KOX 4, clone HF.1 6.2 

ESTs 6.1 

ESTs 6.1 

leptin receptor 6.1 

Homo sapiens mRNA; cDNA DKFZp727C1 91 (fr 6.1 

eukaryotic translation Initiation factor 6.1 

ESTs 6.0 

ESTs 6.0 

Homo sapiens mRNA; cDNA DKFZp434P228 (fr 6.0 

polycythemia rubra vera 1 ; cell surface 6.0 

hypothetical protein FU20644 6.0 

ESTs 6.0 

calmegin 6.0 

solute carrier family, member 4 6.0 

Homo sapiens mRNA full length insert cDN 6.0 

ESTs 6.0 

ESTs 6.0 

ESTs 6.0 

ESTs 6.0 

CGI-147 protein 6.0 

Novel human gene mapping to chomosome 20 5.9 

folate hydrolase (prostate-specific memb 5.9 

ESTs, Weakly similar to TSGA RAT TESTIS 5.9 

ESTs 5.9 

NM_022490:Homo sapiens hypothetical prot 5.9 

hypothetical protein FU22313 5.9 

Betl (S. cerevistae) homolog 5.9 

C8001409*:gi|7441226lpirI|S31212 collage 5.9 

ESTs 5.8 

NM_021 965*:Homo sapiens phosphoglucormita 5.8 

ESTs, WeaWy similar to ALU7JWMAN ALU S 5.8 

ESTs, Weakly similar to ALU7J1UMAN ALU S 5.8 

cad fieri rvlike protein VR20 5.8 

Homo sapiens cDNA FU12166 fis, done MA 5.8 

ESTs 5.8 

gb:RC1-DT00O1-03129&O11-a11 DT0001 Homo 5.7 

ESTs 5.7 

ESTs 5.7 

ESTs 5.7 

sterol-CWesaturase (fungal ERG3, delta 57 

DEAD/H(Asp-Gtu-Ala-Asp/Hts)boxpolypep 5.7 

Homo sapiens clone HB-2 mRNA sequence 5.7 

Homo sapiens cDNA FU12292 fis. clone MA 5.7 

hypothetical protein 5.7 

hypothetical protein RJ 10883 5.7 

ESTs 5.7 

ESTs 57 

ESTs, Moderately similar to Z195.HUMAN Z 5.7 

ESTs 5.7 

Homo sapiens clone TCCCTA00151 mRNA sequ 5.6 

ESTs, WeaWy simHar to JC1087 RNA heHc 5.6 

gycosyltransferase 5.6 

HomosapienscDNA:RJ21291 fe,doneC 5.6 

ESTs 5.6 

ESTs 5.6 

Homo sapiens cDNA: FU23241 fis, clone C 5.6 

mitochondrial intermediate peptidase 5.6 

COA14 5.6 

H2B his tone family, member Q 5.6 

gb:qw34h07.x1 NCLCGAPJJ14 Homo sapiens 5.6 

ESTs 5.6 

nuclear transcription factor Y, beta 5.6 

ESTs 5.5 

695 



WO 03/042661 



PCT/US02/36810 





428465 


AWQ70Q7R 


Hs.2 93553 




431316 




nS.145UJ7 






aaa/ooa 
AAMytwU 


ns.348148 


5 


411QQ0 




t|_ Hi TAT 

Hs.31707 


•H0ODO 


A A7CQCC0 

AAfboooJ 


Hs.1 931 45 






AWvKUToZ 


Hs.798B1 






Y 00971 


Hs.2910 




416239 


AL038450 


Hs.48948 


10 


421470 


R27496 


Hs.1378 


408177 


Al 241 733 


Hs.43871 




424084 


a in innr 

A1940675 


Hs.20914 




414171 


AA360328 


Hs.865 




448072 


AI459306 


Hs^4908 


1 C 
1 D 


420397 


NM_007018 


Hs.97437 


429250 


H56585 


Hs. 198308 




453070 


AK001465 


Hs.31575 




429165 


AW009886 


Hs.11B258 




418866 


T65754 




ZU 


428364 


AA426565 


Hs.311103 


431467 


N71831 


Hs.256398 




436679 


AI127483 


Hs.1 20451 




447188 


H65423 


Hs.17631 




457211 


AW972565 


Hs.32399 


Z J 


412677 


AW029608 


Hs.1 7384 


430412 


AW341754 


Hs.1 89305 




423250 


BE061916 


Hs.1 25849 




421433 


A IOO/t4 Art 

AI829192 


Hs.22380 




435572 


AW975339 


Hs.239828 


^O 


458571 


AV653731 


Hs.282829 


441054 
431725 


AA9 13591 
X65724 


Hs.1 26480 
Hs.2839 




433409 


AI27B802 


Hs.25661 




441102 


AA973905 






453387 


A IAA/1T J 4 

AI990741 


Hs.252809 


421928 


AF013758 


Hs.1 09643 




433923 


AI823453 


Hs.1 46625 




426503 


A A OAAi rrt 

AA380153 






447574 


AF1 62666 


Hs.18895 


40 


421896 


N62293 


Hs.45107 


410870 


U81599 


Hs.66731 




420729 


AW964897 


Hs.290825 




425066 


M82882 


Hs.1 54365 




429467 


NM_004477 


Hs.203772 




447816 


NM_007233 


Hs,274329 


446553 


AB021179 


Hs.1 5299 




453308 


AW959731 


Hs.323099 




452576 


AB023177 


Hs.29900 




421437 


AW821252 


Hs.1 04336 


sn 


422295 


AF051151 


Hs.1 14408 


453942 


AW190920 


Hs.19928 




400424 


AJ276316 


Hs.287374 




430387 


AW372884 


Hs.240770 




452588 


AA889120 


Hs.1 10637 


<C 
J 3 


448944 


AB 01 4605 


Hs.22599 


413991 


H44725 


Hs.176090 




444454 


BE018316 


Hs.1 1183 




446795 


AI797713 


Hs.1 56471 




407300 


AA102616 


Hs.1 20769 


60 


432340 


AA534222 




446469 


BE094848 


Hs.15113 




453293 


A A *VfYrt*Vm 

AA382267 


Hs.1 0653 




408920 


AL1 20071 


Hs.48998 




409643 


AW450866 


Hs.257359 


\jj 


427723 


A1355260 


Hs.279789 


438157 


AW13701 1 


Hs.49576 




420344 


BE463721 


Hs.97101 




432251 


A t A jniAAfi rt 

AW972983 


Hs.232165 




418051 


AW192535 


Hs.1 9479 


70 


419926 


AW900992 


Hs.93796 


425843 


BE313280 


Hs.1 59627 




440594 


AW445167 


Hs.1 26036 






Awncocca 
AWUOOOOO 






429769 


NWL004917 


Hs.218366 


75 


428898 


AB033070 


Hs.194408 


415339 


NM_015156 


Hs.78398 




450671 


AI356967 


Hs.43086 




444484 


AK002126 


Hs.1 1260 




433023 


AW864793 


Hs.87409 


80 


433862 


D86960 


Hs.3610 


451244 


AW008798 


Hs.343877 




418624 


AF73408Q 


Hs.104211 




430291 


AV660345 


Hs.238126 




432261 


R42216 


Hs.1 2342 



ESTs 


5.5 


ESTs 


5.5 


gb:ns44f05.s1 NQ_CGAP_AM Homo sapiens 


5.5 


ESTs, Weakly similar to YEW4_YEAST HYPOT 


5.5 


metallothiortein 1E {functional) 


5.5 


Homo sapiens cDNA: FLJ23006 fis, done L 


5.5 


phosphoribosyl pyrophosphate synthetase 


5.5 


ESTs 


5.4 


annexin A3 


5.4 


ESTs 


5.4 


hypothetical protein FU23056 


5.4 


RAP1A, member of RAS oncogene family 


5.4 


ESTs 


5.4 


centrosomal protein 1 


5.4 


tryptophan rich basic protein 


5.4 


SEC63, endoplasmic reticulum transtocon 


5.4 


prostate cancer associated protein 1 


5.4 


gb:yc11c07.s1 Stralagene lung {937210) H 


5.4 


ESTs, Moderately similar to ALU1.HUMAN A 


5.4 


Homo sapiens mRNA; cDNA OKFZp434E0528 (f 


5.4 


ESTs, Weakly similar to unnamed protein 


5.4 


hypothetical protein OKFZp434E2135 


5.4 


ESTs, Weakly similar to S51797 vasodflat 


5.3 


ESTs 


5.3 


ESTs 


5.3 


chromosome 8 open reading frame 2 


5.3 


ESTs 


5.3 


ESTs, Weakly similar to GAG^HUMAN RETRO 


5.3 


ESTs, Moderately simitar to PC4259 ferri 


5.3 


ESTs 


5.3 


Nome disease (pseudoglioma) 


5.3 


ESTs 


5.3 


Intermediate filament protein syncoiRn 


5.3 


ESTs 


5.3 


potyadenylate binding proleuvinteractin 


5.3 


ESTs 


5.3 


gb:EST93093 Skin tumor 1 Homo sapiens cD 


5.2 


tousled-like kinase 1 


5.2 


ESTs 


5.2 


homeo box B13 


5.2 


ESTs 


5.2 


E74-like factor 1 (ets domain transcript 


5.2 


FSHD region gene 1 


5.2 


TP53 target gene 1 


5.2 


HMBA-lnducible 


5.2 


ESTs 


5.2 


KIAA0960 protein 


5.2 


hypothetical protein 


5.2 


toll-like receptor 5 


5.2 


hypothetical protein SP329 


5.2 


zinc finger protein 304 


5.2 


nuclear cap binding protein subunlt 2, 2 


5.2 


homeo box A10 


5.2 


atrophM Interacting protein 1; activi 


5.1 


ESTs 


5.1 


sorting nexin 2 


5.1 


ESTs 


5.1 


gb:zn43e07.s1 Stralagene HeLa cell s3 93 


5.1 


gb:nj21d02s1 NCLCGAP.AA1 Homo sapiens 


5.1 


riomogenhsate 1,2-dkixygenase {homogenti 


5.1 


ESTs 


5.1 


fibronectin leucine rich transmembrane p 


5.1 


ESTs 


5.1 


histone deacetylase 3 


5.1 


ESTs 


5.1 


putative G protein-coupled receptor 


5.1 


polycythemia rubra vera 1; cell surface 


5.1 


ESTs 


5.1 


OKF2P58602223 protein 


5.1 


death associated protein 3 


5.1 


ESTs 


5.1 


ESTs 


5.1 


kalDkrein 4 (prostase, enamel matrix, p 


5.1 


WAA1244 protein 


5.1 


WAA0071 protein 


5.1 


ESTs, Weakly slmflar to A46010 X-linked 


5.1 


hypothetical protein FU 11264 


5.0 


throm bos port din 1 


5.0 


WAA0205 gene product 


5.0 


hypothetical protein FU20039 


5.0 


ESTs 


5.0 


CGl-49 protein 


5.0 


Homo sapiens done 24538 mRNA sequence 


5.0 



696 



WO 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



429922 


Z97630 


Hs.226117 


H1 histone famBy, member 0 


5.0 


420218 


AW958037 


Hs.286 


ribosomal protein L4 


5.0 


425242 


013635 


Hs.155267 


KlAA0010gene product 


5.0 


427176 


AW3B1569 


Hs.40334 


ESTs 


5.0 


431585 


BE242B03 


Hs.262823 


hypothetical protein FU 10326 


5.0 


439699 


AF086534 


Hs.187561 


ESTs, Moderately similar to ALU1.HUMAN A 


5.0 


412350 


AJ659306 


Hs.73826 


protein tyrosine phosphatase, non-recept 


5.0 


450244 


AA007534 


Hs.125062 


ESTs 


5.0 


439731 


AI953135 


Hs.45140 


hypothetical protein FU14084 


5.0 


434237 


AF119908 


Hs.235516 


hypothetical protein PR02955 


5.0 


418700 


A1963608 


Hs.86970 


ESTs, Moderately similar to AtU5_HUMAN A 


5.0 


445666 


H20B99 


Ms.13399 


Homo sapiens clone 25032 mRNA sequence 


4.9 


408331 


NMJ307240 


Hs.44229 


dual specificity phosphatase 12 


4.9 


417407 


AA923278 


Hs.290905 


ESTs, Weakly simitar to protease [H.sapi 


4.9 


431325 


AW026751 


Hs.5794 


ESTs, Weakly similar to 2109260A B cell 


4.9 


444151 


AW972917 


Hs.128749 


alpha-melhylacyi-CoA racemase 


4.9 


401451 






NMJ)04496*:Homo sapiens hepatocyte nude 


4.9 


416434 


AW163045 


Hs.79334 


nuclear factor, interteuldn 3 regulated 


4.9 


419839 


U24577 


Hs.93304 


phospholipase A2, group VII (platetet-ac 


4.9 


442281 


N34742 


Hs.170065 


Homo sapiens cDNA FU13492 lis, clone PL 


4.9 


420608 


BE548277 


Hs.103104 


ESTs 


4.9 


420911 


U77413 


Hs.100293 


0-Gnked N-acetytgJucosamine (GlcNAc) tr 


4.9 


424332 


AA338919 


Hs.101615 


ESTs 


4.9 


430523 


AW451385 


Hs.161954 


ESTs 


4.9 


449300 


A1656959 


Hs.346514 


ESTs 


4.9 


426657 


NMJ)15865 


Hs.171731 


solute carrier family 14 (urea transport 


4.9 


422299 


AK000181 


Hs.114556 


hypothetical protein RJ20174 


4.9 


438321 


AA576635 


Hs.6153 


CGW8 protein 


4.9 


452744 


A1267652 


Hs.246107 


Homo sapiens mRNA; cDNA DKFZp434E0B2 (fr 


4.9 


418818 


AA228899 


Hs.101307 


Homo sapiens HUT1 1 protein mRNA, partial 


4.8 


425174 


D87450 


Hs.154978 


KIAA0261 protein 


4.8 


430458 


AA479300 


Hs.225706 


ESTs. Weakly similar to I38022 hypotheti 


4.8 


455497 


AA112573 


Hs.278695 


Homo sapiens prosteln mRNA, complete cds 


4.8 


416208 


AW291168 


Hs.41295 


ESTs, WeaWy similar to MUC2_HUMAN MUCIN 


4.8 


449539 


W80363 


Hs.58446 


ESTs 


4.8 


450654 


AJ245587 


Hs.25275 


Kruppei-type zinc finger protein 


4.8 


434228 


Z42047 


Hs.283978 


Homo sapiens PR02751 mRNA, complete cds 


4.8 


407385 


AA610150 


Hs.272072 


ESTs, Weakly similar to 138022 hypotheti 


4.8 


420210 


AI557257 


Hs.44811 


ESTs 


4.8 


425905 


AB032959 


Hs.318584 


novel C3HC4 type Zinc finger (ring finge 


4.8 


428647 


AA830050 


Hs.124344 


ESTs 


4.8 


434015 


AA844518 


Hs.300876 


hypothetical protein FU13386 


4.8 


441879 


AI521936 


Hs.107149 


novel protein similar to archaeal, yeast 


4.B 


408990 


AL022395 


Hs.49526 


f-box and leucine-nch repeal protein 4 


4.8 


416030 


H15261 


Hs.21948 


ESTs 


4.8 


420948 


AB016898 


Hs.100469 


myetdaVfymphoW or mixed-lineage teukem 


4.8 


423749 


U09848 


Hs.132390 


zinc finger protein 36 (KOX 18) 


4.8 


410268 


AA316181 


Hs.61635 


six transmembrane epithelial antigen of 


4.7 


452323 


W44356 


Hs.292812 


ESTs, Weakly similar to T33468 hypotheti 


4.7 


443684 


AI681307 


Hs£5098 


ESTs 


4.7 


415621 


AI648502 


Hs.55468 


ESTs 


4.7 


420851 


AA281062 


Hs.29493 


hypothetical protein FU20142 


4.7 


424433 


K04607 


Hs.9218 


ESTs 


4.7 


436703 


AW880614 


Hs.146381 


RNA binding motif protein, X chromosome 


4.7 


451606 


NM_003729 


Hs.27076 


RNA 3f-teiminal phosphate cyclase 


4.7 


433293 


AF007835 


Hs.32417 


hypothetical protein MGC4309 


4.7 


434973 


AW449285 


Hs.313636 


EST 


4.7 


433560 


AI925195 


Hs.130891 


hypothetical protein MGC4400 


4.7 


431587 


NM.016179 


Hs.262960 


transient receptor potential channel 4 


4.7 


452260 


AA453208 




RAB9, member RAS oncogene family 


4.7 


412846 


AW961245 


Hs.55896 


Homo sapiens PAC done RP5-978E18 from 7 


4.7 


418836 


AI655499 


Hs.161712 


ESTs 


4.7 


401558 






ENSP00000220478':SECRETOGRAN1N ill. 


4.7 


441647 


AA534210 


Hs.285280 


Homo sapiens cONA: FU22096 fis. clone H 


4.7 


443881 


R64512 


Hs.237146 


hypothetical protein FU 12752 


4.7 


417169 


R13550 


Hs.246773 


ESTs 


4.7 


423349 


AF010258 


Hs.127428 


homeoboxA9 


4.7 


458611 


AI268407 


Hs.211458 


DC-specific transmembrane protein 


4.7 


444951 


AI783767 


Hs.148635 


ESTs, Moderately similar to ALUB.HU MAN I 


4.6 


416774 


A1005169 


Hs^8274 


Homo sapiens cDNA: FU 22049 fis, clone H 


4.6 


419465 


AW500239 


HS.21187 


Homo sapiens cDNA: FU23068 fis, clone L 


4.6 


423242 


AL039402 


Hs.125783 


OEME-6 protein 


4.6 


452627 


AI122843 


Hs.184319 


ESTs, Weakly similar to KIAA1 006 protein 


4.6 


419005 


T86358 


Hs.193931 


ESTs, WeaWy similar to I54374 gene NF2 


4.6 


403046 






N^005656*:Homo sapiens transmembrane pr 


4.6 


416602 


NMJJ06159 


Hs.793B9 


nel (chicken)-iike 2 


4.6 


407426 


AF1 29533 




gb:Homo sapiens F-box protein FW3b (FBL 


4.6 


426011 


AW996096 


Hs.58924 


ESTs, Weakly similar to JC5594 jerky gen 


4.6 


442138 


AA445973 


Hs.13303 


Homo sapiens cDNA: FU21784 Ms, clone H 


4.6 


446015 


T30968 


Hs.13531 


hypothetical protein FU10971 


4.6 


452994 


AW962597 


Hs.31305 


K1AA1547 protein 


4.6 


446091 


AW022192 


Hs.200197 


ESTs 


4.6 


432908 


AI861896 


Hs.304505 


ESTs 


4.6 



697 



WO 03/042661 



PCT7US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



430226 


BE245562 


Hs.2551 


adrenergic, beta- 2-, receptor, surface 


4.6 


431673 


AW971302 


Hs.293233 


ESTs 


4.6 


4461B3 


AA354991 


Hs.14222 


Homo sapiens mRNA; cDNA DKFZp761P019 (fr 


4.6 


452355 


N54926 


Hs.29202 


G protein-coupled receptor 34 


4.6 


432093 


H26383 




gb:yl52c03.r1 Soares breast 3NbHBst Homo 


4.6 


448402 


BE244226 


Hs.21094 


RAB18, member RAS oncogene family 


4.6 


409019 


AW385412 


Hs.9615 


myosin regulatory light chain 2, smooth 


4.6 


413812 


AW188687 


Hs.44748 


ESTs 


4.6 


414343 


AL036166 


Hs.323378 


coated vesicle membrane protein 


4.6 


434423 


NM_006769 


Hs.3844 


LIM domain only 4 


4.5 


407355 


AA846203 


Hs.193974 


ESTs. Weakly similar to ALU INHUMAN ALU S 


4.5 


421724 


AB037832 


Hs.107287 


KIAA1411 protein 


4.5 


412125 


Y17114 


Hs.73393 


eyes absent (Drosophila) homolog 4 


4.5 


437330 


AL353944 


Hs.50115 


Homo sapiens mRNA; cDNA DKF2p761 J1 1 12 (f 


4.5 


446720 


AI439136 


Hs.1 40546 


ESTs 


4.5 


448664 


AI879317 


Hs.334691 


splicing factor 3a, subunit 1, 120kD 


4.5 


415083 


AI632683 


Hs.27179 


Homo sapiens cDNA FU 12933 fis. done NT 


4.5 


423412 


AF109300 




prostate cancer associated protein 5 


4.5 


433507 


AI817336 


Hs.191791 


ESTs 


4.5 


428966 


AF059214 


Hs.194687 


cholesterol 25-hydroxytase 


4.5 


423782 


A1472209 


Hs.323117 


ESTs 


4.5 


456362 


AW973003 


Hs.179909 


hypothetical protein FU 22995 


4.5 


415451 


H19415 


Hs.268720 


ESTs, Moderately similar ta ALU1.HUMAN A 


4.5 


419745 


AF042001 


Hs.93O05 


slug {chicken homolog), zinc finger prot 


4.5 


428715 


AW293716 


Hs.53126 


ESTs 


4.5 


429857 


AF089897 


Hs.294030 


to poiso me rase- related function protein 4 


4.5 


459561 


AI547306 




ESTs 


4.5 


416155 


AI807264 


Hs.205442 


ESTs, Weakly similar to T34036 hypothec 


4.5 


414272 


A1651603 


Hs.46988 


ESTs 


4.5 


424690 


BE53835S 


Hs.151777 


eukaryotic translation initiation factor 


4.5 


417350 


U50928 


Hs.82001 


polycystic kidney disease 2 (autosomal d 


4.5 


450094 


A1174947 


Hs.295789 


Homo sapiens mRNA; cDNA DKFZp564D1 154 (f 


4.5 


459324 


AW080953 




gb:xc28c12j<1 Na_CGAP_Co18 Homo sapiens 


4.5 


429784 


M89796 


Hs.30 


membrane-spanning 4-domains, subfamily A 


4.5 


401519 






C15000476*:gi|12737279IrerlXP_012163.1| 


4.5 


417576 


AA339449 


Hs.82285 


phosphonTwsylglycinamide formyl transfer 


4.5 


427484 


N32859 


Hs.37288 


nuclear receptor subfamily 1 , group D, m 


4.5 


417061 


AI675944 


Hs.188691 


Homo sapiens cONA FU 12033 fis, done HE 


4.4 


418858 


AW961605 


Hs.21145 


hypothetical protein RG083M05.2 


4.4 


433517 


AW022133 


Hs.189838 


ESTs 


4.4 


429559 


AI985345 


Hs^6425 


ESTs 


4.4 


452338 


AW608920 


Hs.29159 


zinc finger protein 75 (D8C6) 


4.4 


409190 


AU076536 


Hs.50984 


sarcoma amplified sequence 


4.4 


444922 


AI921750 


Hs.144871 


Homo sapiens cDMA FU 13752 fis, done PL 


4.4 


416547 


N62914 


Hs.268946 


ESTs. Weakly similar to PC42S9 ferritin 


4.4 


430320 


BE245290 


Hs.239218 


uncharacterized hypothalamus protein HCD 


4.4 


436953 


AW959074 


Hs.23648 


Homo sapiens cDNA FU 1 3097 fis, done NT 


4.4 


438497 


AA808725 


Hs.291712 


ESTs. Weakly simitar to 138022 hypothec 


4.4 


434384 


AA631910 


Hs. 162849 


ESTs 


4.4 


444564 


A1167877 


Hs.143716 


ESTs 


4.4 


447500 


A1381900 


Hs.1 59212 


ESTs 


4.4 


425259 


AL049280 


Hs.1 55397 


Homo sapiens mRNA; cDMA DKFZp564K1 43 (fr 


4.4 


408380 


AF123050 


Hs.44532 


diubiquitjn 


4.4 


448766 


AI473827 


Hs.31793 


ESTs 


4.4 


417421 


AL13B201 


Hs.82120 


nuclear receptor subfamily 4, group A, m 


4.4 


432810 


AA863400 




ESTs 


4.4 


437812 


AI582291 


Hs.16846 


ESTs, Weakly similar to 04HUD1 debrisoqu 


4.4 


447247 


AW369351 


Hs.287955 


Homo sapiens cDNA FU 13090 fis. clone NT 


4.4 


434022 


R18374 


Hs.1 17956 


ESTs 


4.4 


422365 


AF035537 


Hs.1 15521 


REV3 (yeast homotogHike, catarytic sub 


4.4 


417728 


AW138437 


Hs.24790 


KIAA1573 protein 


4.4 


420407 


AA814732 


Hs.145010 


Opoporysaccaride-spedfic response 5-fi 


4.4 


425810 


AI923627 


Hs.31903 


ESTs 


4.4 


432882 


NM.013257 


Hs.279696 


serum/gliicocorficoid regulated kinase-B 


4.3 


448550 


AL1 61983 


Hs.21415 


Homo sapiens mRNA; cONA DKFZp761 K2024 (f 


4.3 


410227 


AB009284 


Hs.61152 


exostoses {muilipleHike 2 


4.3 


417845 


AL1 17461 


Hs.82719 


Homo sapiens mRNA; cDNA OKFZp586Fl822 (f 


4.3 


452335 


AW188944 


Hs.61272 


ESTs 


4.3 


429716 


R25685 


Hs.211933 


collagen, type XIH, alpha 1 


4.3 


450316 


W84446 


Hs.226434 


hypothetical protein MGC4643 


4.3 


408527 


AL135018 


Hs.33074 


Homo sapiens, done IMAGE:360651 9, mRNA, 


4.3 


419852 


AW503756 


Hs.286184 


hypothetical protein dJ551D2.5 


4.3 


424534 


087682 


Hs.150275 


WAA0241 protein 


4.3 


424850 


AA151057 


Hs.153498 


chromosome 18 open reading frame 1 


4.3 


435023 


A1692552 




gbwd73f12jc1 NCI_CGAP_Lu24 Homo sapiens 


4.3 


442914 


AW188551 


Hs.99519 


hypothetical protein FU 14007 


4.3 


452679 


Z42387 


Hs.83883 


transmembrane, prostate androgen induced 


4.3 


421163 


AA375974 


Hs.32450 


ESTs, Weakly similar to T23762 hypotheti 


4.3 


420405 


AA743396 


Hs.189023 


ESTs 


4.3 


450330 


AW50Q775 


Hs.24817 


hypothetical protein RJ20136 


4.3 


423998 


H29138 


.Hs.157113 


coenzyme Q, 7 (rat yeast) homolog 


4.3 


439764 


T26535 


Hs.22744 


hypo theticaf protein MGC13105 


4.3 


446351 


AW444551 


Hs.35380 


x 001 protein 


4.3 
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431583 AUM2613 Hs.262476 S^idenosylmelhionine decarboxylase 1 4.3 

414312 AA155694 Hs.191060 ESTs 43 

438379 N23018 Hs.171391 C-terminal binding protein 2 4.3 

411928 AA888624 Hs.197289 rab3 GTPase-acWng protela noivcala 4.3 

414680 M743331 hemoglobin, alpha 2 4.3 

423104 AJ005273 Hs.123647 antigenic determinant of recA protein (m 4.3 

440840 AW629666 ESTs, Weatdy similar to S64054 hypolhetl 4.3 

449802 AW901804 Hs.23984 hypothetical protein FU201 47 4.3 

434874 N6244B Hs.293970 methylmatonate-semialdehydedehydrogenas 4.2 

431429 AF072813 reticuton3 4 2 

413492 D87470 Hs.75400 KIAA0280 protein 4 2 

419929 U9026B Hs.93810 cerebral cavernous malformations 1 4.2 

435846 AA700870 Hs.14304 ESTs 4 2 

441523 AW514263 Hs.301771 ESTs, Weakly similar to ALUF HUMAN!!!! 4.2 

450546 AA010200 Hs.175551 ESTs ~ 42 

414222 AL135173 Hs.878 sorbitol dehydrogenase 4 2 

416445 AL043004 Hs.79337 KIAA0 135 protein 4 2 

409151 AA306105 Hs.50785 SEC22, vesicle trafficking protein (S. c 4.2 

412707 AW206373 Hs.16443 Homo sapiens cDNA; FU21721 fe, clone C 4.2 

442991 BE281238 Hs.8885 hypothetical protein FU20424 4 2 

447439 AA313565 Hs.145020 ESTs, Weakly similar to KIAA1 205 protein 4.2 

449685 AW296669 Hs.66095 ESTs 42 

407204 R41933 Hs.140237 ESTs, Weakfy similar to ALU1 HUMAN ALU S A2 

450377 AB033091 Hs.74313 KIAA1 265 protein 4 2 

419647 AA348947 Hs.91816 hypothetical protein 4.2 

442049 AA310393 Hs.190044 ESTs 42 

430669 AW969657 Hs.291029 ESTs 4*2 

424181 AL039482 Hs.142517 Homo sapiens mRNA; cDNA DKFZp434P0810 (f AA 

443634 H73972 Hs.134460 ESTs 41 

426216 N77630 Hs.13895 Homo sapiens cDNA FU 1 1 654 (is, done HE AA 

422634 NM_016010 Hs.1 18821 CGI-62 protein 41 

445895 D29954 Hs.13421 KIAA0056 protein 4*1 

447669 AL049985 Hs.19180 Homo sapiens mRNA; cDNA DKF2p564E1 22 (fr 41 

407198 H91679 gb:yv04a07.s1 Soares fetal liver spleen 41 

447752 M73700 Hs.105938 lactotransfenin 41 

4 °2855 NMJ»1839»:Homo sapiens calponin 3, add 4.1 

443151 AI03B316 gb:ox48c08j(1 Soares_tolaLfetus Nb2HF8 4.1 

415827 H17462 Hs.23079 ESTs " 41 

408161 AW952912 Hs.300383 hypothetical protein MGC3032 41 

418355 AW014345 Hs.161690 ESTs 4.1 

429525 N92540 Hs.205353 ectonucleoside triphosphate diphosphohyd 41 

435401 R44477 Hs.10056 hypothetical protein FU 14621 41 

446657 AI335191 Hs.260702 ESTs, Weakly similar to 2109260A B cod 41 

421141 AW117261 Hs.125914 ESTs 41 

430335 D80007 Hs.239499 KIAA01 85 protein i\ 

435020 AW505076 Hs.301855 DiGeorge syndrome critical region gene 8 4.1 

445309 AL157474 Hs.12504 Gkery orfholog of mouse Arkadia 4.1 

443547 AW271273 Hs.23767 hypothetical protein FU 12666 41 

410763 AF279145 Hs.8966 hypotheQcaJ protein FU21 776 41 

410592 R94088 Hs.43559 ESTs 4*1 

423698 AA329796 Hs.109B DKFZp434J 18 13 protein 41 

428634 AA811845 Hs.106290 Keteh motif containing protein A.A 

430253 AKD01514 Hs.236B44 hypothetical protein FU 10652 41 

425211 M18667 Hs.1867 progastrtcsln (pepsinogen Q 40 

443273 AI042063 Hs.132156 ESTs 40 

428055 AA420564 Hs.1O1760 ESTs 40 

425707 AF1 15402 Hs.11713 E74-fike factor 5 (ets domain transcript *0 

451294 AI457338 Hs.29894 ESTs 40 

430519 AF129534 Hs.49210 F-box only protein 4 4*0 

441766 R53790 Hs.23294 hypothetical protein FU 14393 A.0 

431117 AF003522 Hs.250500 delta (DrosophibHike 1 40 

446354 AW449650 Hs.346335 ESTs 40 

45146B AW503398 Hs.293663 ESTs, Moderately similar to 138022 hypot 40 

409706 BE158773 Hs.213207 ESTs 40 

447082 T85314 . thioredoxMke 40 

418594 AI732083 Hs.187619 ESTs 40 

426501 AW043782 Hs.293616 ESTs 40 

436797 AA731491 Hs.334477 hypothetical protein MGC1 4879 4.0 

416288 H51299 gb:yp07c06.s1 Soares breast 3NbHBst Homo 4.0 

419865 NMJJO7020 Hs.93502 UI-snRNP binding protein homolog (70kD) 4.0 

425920 AL049977 Hs.162209 daudinB 40 

416658 U03272 Hs.79432 fibrillin 2 {congenital contractural ara 40 

452367 U71207 Hs.29279 eyes absent (Orosophila) homolog 2 4.0 

433209 AB040907 Hs.278436 KIAA1474 protein 4.0 

428801 AW277121 Hs.254881 ESTs 40 

419629 AB020695 Hs.91662 KIAA0888 protein 40 

451061 AW291487 Hs.213659 ESTs, Weakly simflar to KIAA1357 protein 3.9 

420544 AA677577 Hs.98732 Homo sapiens Chromosome 16 BAC done QT 3.9 

^°° 695 C1 100251 4*:gi|1 1 2801 51 |pir||E82756 beta- 19 

417173 U61397 Hs.81424 ubiqtdfJivlike 1 (sentrin) 19 

419985 H66373 Hs.5856 ESTs. Highty simitarto bA393J1S.3 IRsa 19 

429340 N35938 Hs.199429 Homo sapiens mRNA; cONA DKFZp434M2216 (f 19 

433759 AA680003 Hs.109363 Homo sapiens cONA FU23603 fts, done L 19 
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428862 


NM_000346 


Hs.2316 


SRY (sex determining region Y)-box 9 (ca 


3.9 


413450 


Z99716 


Hs.75372 


N-acerylgaiadosarninidase, alpha- 


3.9 


427615 


BE410107 


Hs.1 79817 


CG1-82 protein 


3.9 


450649 


NM.001429 


Hs.25272 


E1 A binding protein p300 


3.9 


445798 


NM.012421 


Hs.13321 


rearranged L-myc fusion sequence 


3.9 


416198 


H27332 


Hs.99598 


hypothetical protein MGC5338 


3.9 


431147 


AI767751 


Hs.20300 


ESTs 


3.9 


439192 


AW970536 


Hs.105413 


ESTs 


3.9 


446157 


BE270828 


Hs.131740 


Homo sapiens cONA: FU22562 fis, done H 


3.9 


451900 


AB023199 


Hs.27207 


KIAA0982 protein 


3.9 


420802 


U22376 


Hs.1334 


v-myb avian myeloblastosis viral oncogen 


3.9 


426083 


AW962712 


Hs.126712 


ESTs, Weakly similar to AF1 91 020 1 E2165 


3.9 


442320 


AI287817 


Hs.1 29636 


ESTs 


3.9 


447541 


AK000288 


Hs.18800 


hypothetical protein FU20281 


3.9 


444636 


T96667 


Hs.1 7877 


ESTs 


3.9 


432103 


T15803 


Hs.272458 


protein phosphatase 3 (formerly 2B), cat 


3.9 


412576 


AA44771B 


Hs.107057 


ESTs 


3.9 


423952 


AW877787 


Hs.1 36102 


K1AA0853 protein 


3.9 


437916 


BE566249 


Hs.20999 


hypothetical protein FU23142 


3.9 


442242 


AV647908 


Hs.90424 


Homo sapiens cDNA: FU23285 fis, done H 


3.9 


447280 


BE617907 


Hs.97635 


ESTs 


3.9 


421750 


AK000768 


Hs.107872 


hypothetical protein FU20761 


3.8 


450580 


N40087 




ESTs 


3.8 


432359 


AA076049 


Hs.274415 


Homo sapiens cDNA FU10229 fis, clone HE 


3.8 


429323 


NMJM1649 


Hs.2391 


apical protein, Xenopus laevis-like 


3.8 


407332 


AI801565 


Hs.200113 


Homo sapiens cDNA FU1 1 379 fis. done HE 


3.8 


426413 


AA377823 




gb:EST90805 Synovial sarcoma Homo sapien 


3.8 


412652 


AI801777 


Hs.260024 


ESTs 


3.8 


426226 


AA769045 




gb:oa80h07.s1 NCI_CGAP_GC81 Homo sapiens 


3.8 


437816 


AI823445 


Hs.280699 


ESTs 


3.8 


444534 


AW271626 


Hs.42294 


ESTs 


3.8 


459241 


AA032276 


Ks.99010 


ESTs, Moderately similar to T14342 NSD1 


3.8 


408242 


AA251594 


Hs.43913 


RBF1 gene product 


3.8 


443484 


AI091458 


Hs.134559 


ESTs 


3.8 


422083 


NM.001141 


Hs.1 11256 


arachidonate lipoxygenase, second typ 


3.8 


428043 


T92248 


Hs.2240 


uteroglobin 


3.8 


407192 


AA609200 




gb:af12e0ls1 SoaresJestis_NHT Homo sap 


3.8 


421590 


AF004715 


Hs.105940 


jerky (mouse) homolog-iike 


3.8 


453020 


AL162039 


Hs.31422 


Homo sapiens mRNA; cDNA DKFZp434M229 (fr 


3.8 


437372 


AA323968 


Hs.283631 


hypothetical protein OKFZp547G183 


3.8 


432278 


AL137506 


Hs.274256 


hypothetical protein FU 23563 


3.8 


407917 


U63139 


Hs.41587 


RAD50 (S. cerevislae) homotog 


3.8 


408547 


AA574291 


Hs.57837 


ESTs 


3.8 


427635 


BE39798B 


Hs.179982 


tumor protein p53-binding protein 


3.8 


430968 


AW972830 




gb:EST384925 MAGE resequences, MAGL Homo 


3.8 


452234 


AW084176 


Hs.223296 


ESTs, Weakly similar to 138022 hypotheti 


3.8 


453698 


AA037615 


Hs.42746 


ESTs 


3.8 


408875 


NMJM5434 


Hs.48604 


DKFZP434B168 protein 


3.8 


431197 


AL038596 


Hs.250745 


polymerase (RNA) III (DMA directed) (62k 


3.8 


434072 


H70854 


Hs.283059 


Homo sapiens PRO1082 mRNA, complete cds 


3.8 


438138 


R98299 


Hs. 177502 


ESTs 


3.8 


447S06 


AL050062 


Hs.1 9999 


DKFZP566K023 protein 


3.B 


415992 


C05B37 


Hs.145807 


hypothetical protein FU 13593 


3.7 


435655 


AW105663 


Hs.6947 


HSPC069 protein 


3.7 


430607 


AW973521 


Hs.247324 


mitochondrial ribosomal protein S14 


3.7 


439398 


AA284267 


Hs.221504 


ESTs 


3.7 


448515 


H68441 


Hs.13528 


hypothetical protein FU 14054 


3.7 


445242 


BE156478 


Hs.21108 


ESTs, Weakly similar to ALU1_HUMAN ALU S 


3.7 


418576 


AW968159 


Hs.289104 


Epithelial calcium channel 2, CaT-like A 


3.7 


436024 


A1800041 


Hs.190555 


ESTs 


3.7 


407783 


AW996872 


Hs.172028 


a disintegrin and metafloproteinase doma 


3.7 


436207 


AA334774 


Hs.12845 


hypothetical protein MGC13159 
ESTs 


3.7 


442861 


AA243837 


Hs.57787 


3.7 


448207 


A1475490 


Hs.170577 


ESTs 


3.7 


450628 


AW382884 


Hs.204715 


ESTs 


3.7 


432606 


NM_002104 


Hs.3066 


granzyme K (serine protease, granzyme 3; 


3.7 


436613 


C05569 


Hs.243122 


hypothetical protein FU 13057 similar to 


3.7 


443031 


AW134696 


Hs.49418 


ESTs 


3.7 


447608 


AW205042 


Hs.18955 


Homo sapiens cDNA FU20667 fis. clone KA 


3.7 


408312 


AF263613 


Hs.44198 


intracellular membrane-associated caWu 


3.7 


412777 


AI335773 


Hs.270123 


ESTs 


3.7 


424602 


AK002055 


Hs.151046 


hypothetical protein FU11193 


3.7 


424882 


AI379461 


Hs.153636 


far upstream element (FUSE) binding prot 


3.7 


425898 


AA365649 


Hs.269478 


ESTs. Weakly similar to PC4259 ferritin 


3.7 


443323 


BE550621 


Hs.9222 


estrogen receptor binding site assoriate 


3.7 


452129 


AW291379 


Hs.212827 


ESTs 


3.7 


453927 


AA082465 


Hs.125031 


crioTme/ethanolanTinephosphotransf erase 


3.7 


432336 


NWL002759 


Hs.274382 


protein kinase, Iriterferon-indudble dou 


3.7 


425988 


BE045B97 


Hs.274454 


ESTs, Weakly similar to 138022 hypotheti 


3.7 


443123 


AA094538 


Hs.272808 


putative transcription regulation nudea 


3.7 


445467 


AJ239832 


Hs.1 5617 


ESTs, Weakly simflar to ALU4_HUMAN ALU S 


3.7 


423855 


AA331761 


Hs.254859 


ESTs 


3.7 


403790 






NM001334 # :Homo sapiens cathepsin O (CTS 


3.7 
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434470 


AA634818 


Hs.298138 


ESTs 


3.7 


452032 


BE244005 


Hs.27610 


relinoic acid- and interferon-Inducible 


3.7 


420026 


AI831190 


Hs.1 66676 


ESTs 


3.7 


421838 


AW881089 


Hs. 108806 


Homo sapiens mRNA; cDNA DKFZp566M0947 (f 


3.7 


449916 


T60525 


Hs.299221 


pyruvate dehydrogenase kinase, isoenzyme 


3.7 


452270 


AW975014 


Hs.26 


ferrochelatase (pfotoporphyria) 


3.7 


445941 


A1267371 


Hs.172636 


ESTs 


3.6 


416882 


A1633044 




tryptophanyi IRNA synlhetase 2 (mitochon 


3.6 


412533 


AA679863 


Hs.69606 


ESTs 


3.6 


431740 


N75450 


Hs.183412 


ESTs, Moderately similar to AF1 16721 67 


3.6 


442710 


AI015631 


Hs.23210 


ESTs 


3.6 


448212 


A1475858 




gb:tc87d07.x1 NCLCGAP_CLL1 Homo sapiens 


3.6 


413431 


AW246428 


Hs.75355 


utoquilin-conjugating enzyme E2N (homolo 


3.6 


45303B 


AW292415 


Hs.20509 


HBV pX associated prolein-8 


3.6 


427661 


AA410292 


Hs.104761 


ESTs 


3.6 


420923 


AF097021 


Hs.273321 


differentially expressed tn hematopoietl 


36 


414844 


AA296874 


Hs.77494 


deoxyguanosine kinase 


3.6 


441866 


BE464341 


Hs.21201 


neciin 3; DKFZP566B0846 protein 


3.6 


406815 


AA833930 


Hs.288036 


IRNA Isopentenylpyrophosphate transferas 


3.6 


423482 


BE280172 


Hs.129228 


galactokinase 2 


3.6 


424677 


U09414 


Hs.151689 


zinc finger protein 137 (done pHZ-30) 


3.6 


430160 


AW968210 


Hs.2939^7 


ESTs, Weakly simnar to ALUCJWMAN llll 


3.6 


433672 


BE281165 


Hs.288038 


US-associated serme-arginine protein 1 


3.6 


433887 


AW204232 


Hs.279522 


ESTs 


3.6 


452670 


AF068227 


Hs.30213 


ceroid-lipofuscinosis, neuronal 5 


3.6 


411890 


H92738 


Hs.75811 


N-acylsphmgosine amidohydrolase (acid c 


3.6 


432728 


NMJJ06979 


Hs.278721 


HLA class il region expressed gene KE4 


3.6 


431724 


AA514535 


Hs.283704 


ESTs 


3.6 


435703 


AW630133 


Hs.83313 


GK003 protein 


36 


445674 


BE410347 


Hs.13063 


transcription factor CA150 


3.6 


414178 


AW957372 


Hs.46791 


ESTs, WeaWy similar to I38022 hypotheU 


3.6 


416111 


AA033813 


Hs.79018 


chromatin assembly factor 1, subunit A ( 


16 


432840 


AKO01403 


Hs.279521 


hypothetical protein FU20530 


3.6 


439726 


AW449893 


Hs.293707 


ESTs, Weakly similar to 138598 zinc fing 


3.6 


445704 


AI493742 


Hs.167700 


ESTs, Moderately similar to 138022 hypot 


3.6 


449115 


AW959952 


Hs.37528 


ESTs, Weakly similar to AF090944 1 PRO06 


3.6 


439379 


AA835002 


Hs.1 25611 


ESTs 


3.6 


414646 


AA353776 


Hs.901 


CD48 antigen (B-cell membrane protein) 


3.6 


434579 


T55958 




gb:yb35f05.r1 Stratagene fetal spleen (9 


16 


451367 


AA923729 


Hs.26322 


cefl cycle related kinase 


3.6 


420285 


AA258124 


Hs.293878 


ESTs, Moderately similar to ZN91 .HUMAN Z 


3.6 


431263 


AW129203 


Hs.322915 


ESTs 


3.6 


431952 


Z70695 


Hs.272240 


Homo sapiens cDNA FU 1 1086 fe, clone PL 


3.6 


439092 


AA830149 




gb:oc44f08.s1 NCI_CGAP_GC81 Homo sapiens 


3.6 


411562 


AL050201 


Hs.70769 


hypothetical protein DKFZp586E1923 


3.5 


417771 


AA804698 


Hs.82547 


retinae acid receptor respond er (tazaro 


3.5 


419440 


AB020689 


Hs.90419 


KIAA0882 protein 


3.5 


417333 


AL157545 


Hs.173179 


bromodomam and PHD finger containing, 3 


3.5 


419241 


AA523939 


Hs.165258 


ESTs 


3.5 


410762 


AF226053 


Hs.66170 


HSKM-B protein 


3.5 


413384 


NM.000401 


Hs.75334 


exostoses (multiple) 2 


3.5 


424081 


NrVL006413 


Hs.1 39120 


ribonuclease P (30kD) 


3.5 


428004 


AA449563 


Hs.151393 


glutamate-cysteins figase, catalytic sub 


35 


420390 


AA330047 


Hs.191187 


ESTs 


3.5 


416662 


T25853 


Hs.7538 


ESTs 


3.5 


433280 


AA581404 


Hs.289037 


Homo sapiens cDNA FU14135 fis, done MA 


3.5 


433285 


AW975944 


Hs.237396 


ESTs 


15 


421991 


NM.01491B 


Hs.1 10488 


KIAA0990 protein 


3.5 


413950 


AA249096 


Hs.32793 


ESTs 


3.5 


431318 


AA502700 


Hs.293147 


ESTs, Moderately similar to A46010 X-lin 


3.5 


400289 


X07820 


Hs.2258 


matrix metaUoprctBinase 10 (strometysin 


3.5 


411149 


N68715 


Hs.269128 


ESTs 


3.5 


417601 


NM.014735 


Hs.82292 


KIAAQ215 gene product 


3.5 


418334 


AA319233 


Hs.5521 


ESTs 


3.5 


422583 


AA410506 


Hs.27973 


KIAAQ874 protein 


15 


425717 


X07282 


Hs.171495 


relinoic acid receptor, beta 


3.5 


425856 


AA364908 


Hs.98927 


hypothetical protein FU13993 


3.5 


434569 


A1311295 


Hs.344478 


K1AA0195 gene product 


3.5 


419436 


AA991639 


Hs.242413 


hypothetical protein DKFZp434K1421 


3.5 


437296 


AA350994 


Hs.20281 


WAA1700 


3.5 


432697 


AW975050 


Hs.293892 


ESTs, Weakly similar to ALU4_HUMAN ALU S 


3.5 


439605 


AF086431 


Hs.22380 


ESTs 


3.5 


442145 


AI022650 


Hs.8117 


erbb2-<nteracting protein ERBIN 


15 


432589 


AL135725 


Hs.131708 


ESTs 


15 


425910 


AA830797 


Hs.184760 


CCAAT-box-bindlng transcription factor 


15 


412095 


AI624707 


Hs.5921 


Homo sapiens cDNA: FU21592 Rs, clone C 


15 


421129 


BE439899 


Hs.89271 


ESTs 


3.5 


429433 


AA452899 


Hs.213586 


ESTs, Weakly similar to KIAA1353 protein 


15 


434839 


AI743069 


Hs.134736 


ESTs 


15 


435166 


AI391470 


Hs.158618 


ESTs 


3.5 


448966 


AW372914 


Hs.86149 


phosphoinositol 3-phosphate-binding prot 


3.5 


449318 


AW236021 


Hs.78531 


Homo sapiens, Simnar to RIKEN cDNA 5730 


15 


453311 


AW104911 


Hs.126707 


hypothetical protein FU11457 


3.5 
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456497 


AW967956 


Hs.123648 


ESTs, Weakly similar to AF108460 1 ubinu 


15 


413786 


AW613780 


Hs.13500 


ESTs 


3.5 


430935 


AW072916 




zinc finger prolein 131 (done pHZ-10) 


3.5 


439904 


AW892676 




gb:CM3-NN0004-280300-13U12 NN0004 Homo 


3.5 


449909 


AA004681 


Hs.59432 


ESTs 


3.5 


445817 


NM.003642 


Hs.13340 


histone acetyltransferase 1 


3.5 


419594 


AA013051 


Hs.91417 


topoisomerase (DNA) II binding protein 


3.5 


417251 


AW015242 


Hs.99488 


ESTs. Weakly similar lo YK54JYEAST HYPOT 


3.5 


423545 


AP000692 


Hs.129781 


chromosome 21 open reading frame 5 


3.5 


438527 


AI969251 


Hs.115325 


RAB7, member RAS oncogene family-like 1 


3.5 


453916 


AW974874 


Hs.75212 


ornithine decarboxylase 1 


3.5 


430200 


BE613337 


Hs.234896 


geminin 


3.4 


437187 


AL080208 


Hs.306325 


Homo sapiens mRNA; cDNA DKFZp586C1523 (f 


3.4 


423645 


AI215632 


Hs.147487 


ESTs 


3.4 


432370 


AA308334 


Hs.274424 


N-acetylneuraminic acid phosphate synlha 


14 


434966 


AA657494 




gb:nt66f04.s1 NCLCGAP_Pr3 Homo sapiens 


3.4 


404571 






NMJ)15902*:Homo sapiens progestin induce 


3.4 


418727 


AA227609 


Hs.94834 


ESTs 


3.4 


436374 


AA400709 


Hs.96716 


ESTs, Weakly similar to T1 721 0 hypotheti 


3.4 


452721 


AJ269529 


Hs.301871 


solute carrier family 37 (glycerol-3-pho 


3.4 


427472 


AA522539 


Hs.131250 


trans poson-de rived Buster3 transposase-l 


3.4 


418245 


M088767 


Hs.83883 


transmembrane, prostate androgen induced 


3.4 


402031 






ENSPO0000251056*:Plasma membrane calcium 


3.4 


407137 


T97307 




gb:ye53h05.s1 Scares fetal liver spleen 


3.4 


449603 


AI655662 


Hs.197698 


ESTs 


3.4 


425692 


D90041 


Hs.155956 


N -acetyl transferase 1 (arylamine N-acety 


3.4 


436805 


AA731533 


Hs.270751 


ESTs 


3.4 


437367 


AA749316 


Hs.271879 


ESTs, Moderately similar to ALU1.HUMAN A 


3.4 


407908 


8E379758 


Hs.1 10853 


uncharacterized hematopoietic slem/proge 


3.4 


430144 


AI732722 


Hs.187694 


ERGL protein; ERGiC-53-like protein 


34 


416292 


AA179233 


Hs.42390 


nasopharyngeal carcinoma susceptibility 


3.4 


423800 


AA331156 




gb:EST35034 Embryo, 6 week, subtracted ( 


3.4 


439375 


AA689526 


Hs.344249 


steroid dehydrogenase homolog 


3.4 


429084 


AJ001443 


Hs.195614 


splicing factor 3b, subunit 3, 130kD 


3.4 


432886 


BE15902B 


Hs.279704 


chromatin accessibility complex 1 


14 


408267 


AW380525 


Hs.343564 


tubuftn-spedftc chaperon e e 


14 


408832 


AW085690 


Hs.63428 


ESTs, Weakly similar to Z195 HUMAN ZINC 


14 


422564 


A1148006 


Hs.222120 


ESTs 


14 


424842 


AA034127 


Hs.153487 


signal transducing adaptor molecule (SH3 


3.4 


429984 


AL050102 


Hs.227209 


hypothetical protein FU21 617 


14 


435256 


AF193766 


Hs.13872 


cytokine-like protein C17 


14 


436137 


AI056769 


Hs.133512 


ESTs 


14 


440348 


AW015802 


Hs.47023 


ESTs 


3.4 


442910 


A1365130 


Hs.11307 


ESTs, Weakly simflar to T19326 hypotheti 


14 


443242 


BE243910 


Hs.9082 


nudeoporin p54 


14 


445469 


AW298370 


Hs.153714 


complement-c 1q tumor necrosis factor-rel 


14 


449517 


AW500106 


Hs.23643 


serine/threonine protein Kinase MASK 


14 


425354 


U62027 


Hs.155935 


complement component 3a receptor 1 


3.4 


433037 


NMJJ14158 


Hs^79938 


HSPC067 protein 


14 


423044 


AA320829 


Hs.97266 


protocadherin 18 


14 


434128 


W93170 


Hs^84164 


protein x 0004 


3.4 


449845 


AW971183 


Hs.9683 


DnaJ (Ksp40) homolog, subfamily C membe 


14 


423590 


AW952412 


Hs.65874 


ESTs, Weakly similar to A40348 Ebv/Sex- 


3.4 


440370 


AA884000 


Hs.8173 


hypothetical protein RJ10803 


14 


438825 


BE327427 


Hs.79953 


ESTs 


14 


446874 


AW968304 


Hs.56156 


ESTs 


14 


408101 


AW968504 


Hs.123073 


COC2-related protein kinase 7 


14 


419131 


AA406293 


Hs.41167 


ESTs 


3.4 


423178 


AI033140 


Hs.124983 


Homo sapiens mRNA; cDNA DKFZp564C142 (fr 


14 


433764 


AW753676 


Hs^9982 


ESTs 


14 


440658 


H29142 


Hs.143032 


ESTs, Weakly similar to neuronal thread 


3.4 


411558 


AA102670 


HsJ0725 


gamma-aminobutyric acid (GABA) A recepto 


3.3 


452815 


AA418841 




gbzw01e11.s1 Soares_NhHMPu_S1 Homo sapi 


3.3 


421234 


AA907153 


Hs.190060 


ESTs 


13 


424075 


A1807320 


Hs.227630 


REVsOencing transcription factor 


13 


412045 


AA099802 


Hs.83883 


transmembrane, prostate androgen induced 


13 


420041 


ABOQ5142 


Hs.94592 


kiolho 


13 


426174 


AA547959 


Hs.115838 


ESTs 


3.3 


427083 


NWL006363 


Hs.173497 


Sec23 (S. cerevisiae) homolog B 


3.3 


441021 


AW578716 


Hs.7644 


H1 histone family, member 2 


13 


436664 


AW197887 


Hs.253353 


ESTs 


3.3 


441124 


T97717 


Hs. 119563 


ESTs 


13 


444169 


AV648170 


Hs. 58756 


ESTs 


3.3 


421476 


AW953805 


Hs.21887 


ESTs 


13 


422165 


AL041199 


Hs.1481 


histidine decarboxylase 


3.3 


455100 


BE160198 




gb:QV1-rfT()413-0102WH)59-h03 HT0413 Homo 


3.3 


450747 


AI064B21 


Hs.318535 


ESTs. Highly similar to 1818357A EWS gen 


3.3 


401197 






ENSP00000229263-:HSPC213. 


3.3 


433404 


T32982 


Hs.102720 


ESTs 


3.3 


422546 


AB007969 


Hs.301478 


KIAA0500 protein 


3.3 


443884 


N20617 


Hs.194397 


ieptin receptor 


3.3 


414341 


D80004 


Hs.75909 


KIAA01 82 protein 


3.3 


425292 


NMJM5824 


Hs.155545 


37 kDa leucme-rich repeat (LRR) protein 


3.3 
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414407 
420324 
423453 
444170 
445474 
450582 
451246 
434194 
444324 
427581 
429258 
400880 
445525 
451968 
411190 
410660 
420493 
423740 
428523 
428743 
432363 
435102 
438147 
445808 
453058 
453286 
453802 
422017 
411373 
435114 
443674 
427528 
433800 
420969 
421654 
409542 
410119 
417379 
423201 
442787 
407930 
423427 
424903 
426775 
432378 
438875 
452959 
453124 
417560 
433002 
430929 
437444 
446297 
407870 
429377 
426030 
420583 
425264 
442562 
418871 
421029 
452997 
435035 
408412 
421684 
421887 
432409 
434378 
409401 
420195 
410264 
410296 
413838 
414342 
414709 
425475 
437814 
449897 
452295 
437517 
432950 
452498 
427299 



AA147026 

AF163474 

AW450737 

AW613879 

AI240014 

AI339732 

AW189232 

AF119847 

AI301330 

NM_014788 

AA448765 

BE149B66 

H56196 

AA306342 

AI061118 

AI635113 

Y07701 

AW974540 

AL080050 

AA534489 

AW899053 

AW250553 

AV655234 

AW612293 

M034319 

AL134757 

NM_003877 

BE326276 

AA775483 

AKJ81330 

AU077143 

AI034361 

A1636310 

AW163267 

AA503020 

F07841 

AA196390 

NM_000163 

W93048 

AA045847 

AL137612 

T26477 

AA384564 

AI493046 

AA827640 

AI933416 

Al 139058 

U73338 

AF048730 

AA489166 

H46008 

AI346930 

AB032990 

AA813192 

BE243933 

H77859 

AA353953 

BE379584 

NMJ301608 

AW057782 

N64777 

BE568487 

AW193033 

BE281591 

AW161450 

AA806538 

AA631739 

AI201895 

N44348 

AK001853 

AW630675 

AV661185 

AA742181 

AA704703 

W56339 

AI088192 

AW819642 

BE379936 

AI927675 

AW150945 

AK000101 

AA830210 



Hs.76704 


ESTs 


3.3 


Hs.96744 


prostate androg en-regulated transcript 1 


3.3 


Hs.128791 


CGI-09 protein 


3.3 


Hs.102408 


ESTs 


3.3 


Hs.259558 


ESTs 


3.3 




G*rich RNA sequence binding factor 1 


3.3 


Hs.39140 


cutaneous T-ceD lymphoma tumor antigen 


3.3 


Hs.283940 


Homo sapiens PRO1550 mRNA, partial cds 


3.3 


Hs.143838 


ESTs 


3.3 


Hs.1 79703 


KlAA0129gene product 


3.3 




gbzx10e09.r1 SoaresJotal_fetus_Nb2HF8_ 


3.3 




NM_00061 1*:Homo sapiens CD59 antigen p18 


3.3 


Hs.14831 


Homo sapiens. Simitar to zinc finger pro 


3.3 


Hs.26409 


Homo sapiens mRNA; cONA DKFZp547K204 (fr 


3.3 


Hs.69171 


protein kinase C-like 2 


3.3 


Hs.65328 


Fanconl anemia, complementation group F 


3.3 


Hs.270366 


ESTs, Weakly similar to 176885 serine/lh 


3.3 


Hs.293007 


aminopeptidase puromycin sensitive 


3.3 


Hs.98626 


ESTs 


3.3 


Hs.301549 


Homo sapiens mRNA; cONA DKFZp564H172 (fr 


3.3 




gb.-nf76g11.s1 NCI_CGAP_Co3 Homo sapiens 


3.3 


Hs.76917 


F-box only protein 8 


3.3 




H-2K binding factor-2 


3.3 




ESTs, Moderately similar to PC4259 ferri 


3.3 


Hs.288684 


Homo sapiens cDNA FU11750 fis. clone HE 


3.3 


Hs.29041 


Homo sapiens cDNA FU14177 fis, done NT 


3.3 




gb:OKFZp547G1090_r1 547 (synonym: hfbM) 


3.3 


Hs.1 10776 


STAT Induced STAT inhibitor-2 


3.3 


Ks.8861 


ESTs 


3.3 


Hs.288936 


mitochondrial ribcsomal protein L9 


3.3 


Hs.145008 


ESTs 


3.3 


Hs.179565 


minichromosome maintenance deficient (S. 


3.3 


Hs.135150 


lung type-l cell membrane-associated gly 


3.3 


Hs.28310 


ESTs 


3.3 


Hs.1 06469 


suppressor of varl (S.cerevisiae) 3-Iike 


3.3 


Hjl36563 


hypothetical protein FU22418 


13 


Hs.13926 


ESTs 


3.3 




gb2p99b10ts1 Stratagene muscle 937209 H 


3.3 


Ms.125160 


growth hormone receptor 


3.3 


Hs.250723 


hypothetical protein MGC2747 


3.3 


Hs.188361 


Homo sapiens cDNA FU12807 fis, clone NT 


13 


Hs.2B5848 


KIAA1454 protein 


3.3 


Hs.22883 


ESTs, Weakly similar to I38022 hypotheO 


3.3 




ESTs 


3.3 


Hs.146133 


ESTs 


3.3 


Hs.189059 


ESTs 


3.3 


Hs.189674 


ESTs 


3.3 


Hs.1 25790 


teucine-rich repeat-containing 2 


3.3 


Hs.82283 


&^thyttetrahydrofoiate>homocysteine me 


3.2 


Hs.279906 


cycTm T1 


3.2 


Hs.156933 


ESTs 


3.2 


Hs.31518 


ESTs 


3.2 


Hs.149728 


ESTs 


3.2 


Hs.40719 


hypothetical protein WAA1 164 


3.2 


Hs.200596 


WAA0547 gene product 


3.2 


Hs.108642 


zinc finger protein 22 (KOX 15) 


3.2 


Hs.65450 


reficubn 4 


3.2 


Hs.20369 


ESTs, WeaWy similar to gonadotropin ind 


3.2 


Hs.1209 


dcrfichyWiphos[toDgosacchame-protei 


3.2 


acyl-Coenzyme A dehydrogenase, long chai 


3.2 


Hs.293053 


ESTs 


3.2 


Hs.44656 


ESTs 


3.2 


Hs.47668 


x 006 protein 


3.2 


Hs.124436 


ESTs 


3.2 


Hs.106768 


hypoUmOcaJ protein FU1051 1 


3.2 


Hs.109201 


CGi-88 protein 


3.2 


Hs.130732 


KIAA1575 protein 


3.2 


Hs.335440 


EST 


3.2 


Hs.181309 


proteasome (prosome, macropain) subunit 


3.2 


Hs.26243 


Homo sapiens cDNA FU11 177 Ms, clone PL 


3.2 


Hs.61508 


Homo sapiens cONA FU10991 fis, done PL 


3.2 


Hs.271946 


ESTs 


3.2 


Hs.75574 


mitochondrial ribosomal protein L19 


3.2 


Hs.75912 


WAA0257 protein 


3.2 


Hs.77031 


Sp2 transcripSon factor 


3.2 


Hs.107057 


ESTs 


3.2 


Hs.135474 


ESTs, Weakfy similar to DDX9_HUMAN ATP-D 


3.2 


Hs.24135 


transmembrane protein vezatin; hypotheti 


3.2 


Hs.28866 


programmed cell death 10 


12 


Hs.244482 


Homo sapiens, done IMAGE:361 1719, mRNA, 


3.2 


Hs.144758 


ESTs 


3.2 


Hs.29700 


hypothetical protein FU20094 


3.2 


Hs.214263 


ESTs, Moderately similar to ALU 1_HUMAN A 


12 
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421545 


AA974127 


Hs.1 29777 


457489 


AI693815 


Hs.127179 


415691 


AW963979 


Hs.24723 


433852 


AI378329 


Hs.126629 


439735 


AI635386 


Hs.142846 


428279 


AA425310 


Hs.155766 


427715 


BE245274 


Hs.180428 


408699 


AA055614 


Hs.106200 


415715 


F30364 


Hs.302204 


425172 


AA371307 


Hs. 125056 


434825 


N87549 


Hs.125287 


436246 


AW450963 


Hs.1 19991 


436401 


AIQ87958 


Hs.29088 


408784 


AW971350 


Hs.63386 


432125 


AW972667 




426716 


NIYL006379 


Hs.171921 


405558 






434747 


AA837085 


Hs.220585 


414591 


AI888490 


Hs.55902 


426991 


AK001536 




426171 


A1128606 


Hs.6557 


402802 






412530 


AA766268 


Hs.266273 


433050 


AI093930 


Hs.1 63440 


439221 


AA737106 


Hs.32250 


440351 


AFO30933 


Hs.7179 


445218 


T79971 


Hs.12432 


448568 


AA149121 


Hs.71947 


420131 


F08286 


Hs.95262 


429299 


AI620463 


Hs.347408 


407913 


BE393767 


Hs.41569 


415009 


C75253 


Hs.220950 


406627 


T64904 


Hs.163780 


438666 


AW014493 


Hs.126727 


419875 


AA853410 


Hs.93557 


456660 


AA909249 


Hs.112282 


418701 


AA814948 


Hs.95343 


425071 


NMJ13989 


Hs.154424 


440300 


N39760 


Hs.8859 


444100 


AA383343 


Hs.22116 


431416 


AA532718 


Hs.178604 


422662 


BE274778 


Hs.119007 


449543 


AF070632 


Hs.23729 


437083 


AW082597 


Hs.244862 


430294 


A1538226 


Hs.32976 


417380 


T06809 


Hs.332086 


419965 


H16382 


Hs70258 


430039 


BE253012 


Hs.153400 


430188 


AL049242 


Hs.234794 


446146 


AI287539 


Hs.148078 


426647 


AA243464 


Hs.294101 


416555 


AI417215 


Hs.87159 


453496 


M442103 


Hs.33084 


423947 


AW451954 


Hs.135941 


451893 


AW192083 


Hs.290855 


447726 


AL137638 


Hs.19368 


415068 


Z19448 


Hs.131887 


453439 


AI572436 


Hs.32976 


443331 


AI052026 


Hs.149995 


410340 


AW182833 


Hs.112188 


414372 


AA143654 




427421 


AA402414 


Hs.3059 


429399 


AA452244 


Hs.16727 


430092 


AI821399 


Hs.16514 


433577 


AW007O8O 


Hs.284192 


433730 


AK002135 


Hs.3542 


436894 


K80696 


Hs.233313 


437756 


AA767537 


Hs.197096 


438979 


AW976218 


Hs.32565 


441791 


AW372449 


Hs.61271 


457718 


F18572 


Hs.22978 


452017 


AF1093O2 


Hs.27495 


419030 


T79957 


Ks.188466 


438308 


AI343469 


Hs.127685 


433571 


AA765256 


Hs.135191 


421685 


AF189723 


Hs.106778 


428878 


AA4368B4 


Hs.48926 


432205 


AI805583 


Hs.125291 


440099 


AL08OO58 


Hs.6909 


428259 


AA424793 


Hs.24144 


434614 


AI249502 


Hs.29669 


420380 


AA640891 


Hs.102406 


433323 


AAB05132 


Hs.159142 



ESTs 3.2 

cryptic gene 3.2 

ESTs 3.2 

ESTs 3.2 

hypothetical protein 3.2 

ESTs, Weakty similar to A47582 B-ceU gr 3.2 

KIAA1181 protein 3.2 

ESTs, Moderately similar to ZN91.HUMAN Z 3.2 

ESTs 3.2 

ESTs 3.2 

zinc finger protein ZNF140-fike protein 3.2 

ESTs 3.2 

ESTs 3.2 

ESTs 3.2 

Homo sapiens cDNA FU12300 fis, clone MA 3.2 

sema domain, immunoglobuiin domain (Ig), 3,2 

Target Exon 3.2 

ESTs 3.2 

ESTs, Weakly similar to ALU8.HUMAN ALU S 3.2 

Homo sapiens cDNA FU 10674 lis, clone NT 3.2 

zinc finger protein 161 3.2 

NM_001397:Homo sapiens endothelin conver 3.2 

hypothetical protein FU13346 3.2 

Homo sapiens cDNA: FU21000 fis, done C 3.2 

ESTs, Moderately similar to 178885 serin 3.2 

RAD1(S.pombe)homolog 3.2 

Homo sapiens clone 24407 mRMA sequence 3.2 

ESTs 3.2 

nuclear factor related to kappa B bindin 3.1 

hypothetical protein MGC13102 3.1 

phosphatide add phosphatase type 2A 3. 1 

ESTs 3.1 

ESTs 3.1 

ESTs 3.1 

proenkephafln 3.1 

solute carrier family 30 (zinc transport 3.1 

ESTs, Weakly similar to ALUCJWMAN 111! 3.1 

defodinase, iodothyronine, type II 3.1 

Homo sapiens, Similar to R1KEN cONA 5830 3.1 

COC1 4 (cell division cycle 14, S.cerevi 3.1 

ESTs 11 

RAB4, member RAS oncogene famBy 11 

Homo sapiens clone 24405 mRNA sequence 3.1 

ESTs 3.1 

guanine nucleotide binding protein 4 3. 1 

ESTs 3.1 

ESTs 3.1 

ESTs, Weakly similar to ALU1.HUMAN ALU S 11 

Homo sapiens mRNA; cONA DKFZp5648083 {fr 3.1 

ESTs 3.1 

pre-B-cefl leukemia transcription factor 3. 1 

hypothetical protein FU12577 3. 1 

solute carrier family 2 (facilitated giu 3. 1 

WAA1048 protein 3.1 

ESTs 3.1 

matri!m2 3.1 

ESTs, Weakly similar to T24396 hypotheU 3.1 

guanine nudeotid o binding protein 4 3. 1 

ESTs 3.1 

hypothetical protein FU13149 3.1 

gbzc65a02.r1 Stratagene pancreas (93720 3.1 

coatomer protein complex, subunit beta 3.1 

ESTs 3.1 

ESTs 11 

ESTs 3.1 

hypothetical protein FU1 1273 11 

ESTs 11 

ESTs 3.1 

ESTs 3.1 

hypothetical protein FU21 159 11 

ESTs, Weakly similar to ALU4_HUMAN ALU S 11 

prostate cancer associated protein 7 3.1 

ESTs 3.1 

WAA1627 protein 11 

ESTs, Weakty simBar to unnamed protein 3. 1 

ATPase, Ca transporting, type 2C, member 3. 1 

ESTs 3.1 

ESTs 3.1 

DKFZP564G202 protein 11 

ESTs 3.1 

ESTs 3.1 

ESTs 3.1 
ESTs 3.1 
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VVZDJ04 


Hs.28891 


hypothetical protein FU11360; artemis p 


3.1 




412088 


AI689496 


Hs.1 08932 


ESTs 


3.1 




4.34 Jol 


AF 129755 


Hs.88474 


ESTs 


3.1 


J 


400564 


AI879252 




NMJ)02425;Homo sapiens matrix melaflcpro 


3.1 


436354 


Hs5151 


RAN binding protein 7 


3.1 




AAQA7A 


AAU19344 


Hs.2055 


ubiquitin-aclivating enzyme E1 (A1S9T an 


3.1 




410595 


AW629223 


Hs.64794 


zinc finger protein 183 {RING finger, C3 


3.1 




415245 


N59650 


Hs.27252 


ESTs 


3.1 


1 C\ 


418647 


AA226198 




gb:nc26a07.s1 NC1_CGAP_Pr1 Homo sapiens 


3.1 


434808 


AF155108 


Hs.256150 


Homo sapiens, Similar to RIKEN cDNA 2810 


3.1 




453716 


AA037675 


Hs.1 52675 


ESTs 


3.1 




432952 


AA8 13887 


Hs.188173 


Homo sapiens cDNA FU12187 fis, clone MA 


3.0 




408705 


AA312135 


Hs.46967 


HSPC034 protein 


3.0 




430280 


AA361258 


Hs.237868 


intBrieukin 7 receptor 


10 


445919 


T53519 


Hs.334692 


hypothetical protein MGC14141 


3.0 




441790 


AW294909 


Hs.132208 


ESTs 


3.0 




414085 


AA114016 


Hs.75746 


aldehyde dehydrogenase 1 famfly, member 


3.0 




452619 


AW298597 


Hs.61884 


Homo sapiens, clone IMAGE:4298026, mRNA, 


3.0 


on 


422788 


AL1 17352 


Hs.77196 


Human DNA sequence from done RP5-876B10 


3.0 


439703 


AF086538 


Hs,1 96245 


ESTs 


3.0 




444489 


AI151010 


Hs.157774 


ESTs 


3.0 




453878 


AW964440 


Hs.1 9025 


DC32 


3.0 




440193 


AW902312 


Hs.7037 


Homo sapiens clone 24923 mRNA sequence 


10 


ZD 


433680 


AI805366 


Hs.1 99945 


ESTs 


3.0 


426363 


M58524 


Hs.2025 


transforming growth factor, beta 3 


3.0 




447595 


AW379130 


Hs.18953 


phosphodiesterase 9A 


3.0 




426044 


AA502490 


Hs.170290 


ESTs 


3.0 




431962 


AL049385 


Hs.272251 


Homo sapiens mRNA; cDNA DKF2p586Ml418 (f 


3.0 


jyj 


445084 


H38914 


Hs.250848 


hypothetical protein FU 14761 


10 


452737 


AK001680 


Hs.30488 


DKFZP434F091 protein 


10 




458229 


A1929602 


Hs.1 77 


phosphatidyfinositol grycan. dass H 


10 




435712 


AA694607 


Hs.176956 


ESTs 


3.0 




407378 


AA299264 


Hs.57776 


ESTs, Moderately similar to 138022 hypot 


10 


1<\ 

jj 


414993 


AWB19403 


Hs.77724 


Kl AA0586 gene product 


3.0 


419459 


AW291128 


Hs.278422 


DKF2P586G1 122 protein 


3.0 




421988 


AW450481 


Hs.1 61 333 


ESTs 


3.0 




432833 


N51075 


Hs.1 10028 


ESTs 


3.0 




445210 


H09323 


Hs.27133 


ESTs 


10 


AO 


447620 


AW290951 


Hs.224965 


ESTs 


3.0 


449375 


R07114 


Hs.271224 


ESTs 


10 




428695 
443967 


AI355647 


Hs.189939 


purinergic receptor (family A group 5) 


3.0 




AW294013 


Hs.200942 


ESTs 


10 




441224 


AU076964 


Hs.7753 


catumenin 


10 


/I ^ 


448822 


BE1 49845 


Hs.289038 


hypothetical protein MGC4126 


3.0 


435688 


H72286 


Hs.1 28387 


ESTs 


3.0 




441889 


AI090455 


Hs.268371 


hypothetical protein RJ20274 


10 




411704 


A1499220 


Hs.71573 


hypothetical protein FU10074 


10 




415954 


AA171850 


Hs.42251 


ESTs 


10 


CA 
J\) 


419544 
420077 


AIS09154 
AW512260 


Hs.87767 


gb:QV-BT20(M)10499-007 BT200 Homo sapien 
ESTs 


10 
3.0 




443475 


AI066470 


Hs.1 32809 


ESTs 


3.0 




447231 


AK001293 


Hs.330208 


crystalBn, zeta (qu'none reductaseJ-Ek 


10 




438436 


AAB07168 


Hs.271552 


ESTs 


3.0 


3D 


427871 


AW992405 


Hs.59622 


Homo sapiens, done IMAGE:3507281, mRNA, 


3.0 


443280 


AA299688 


Hs.24183 


ESTs 


3.0 




448264 


AI478933 


Hs.1 88260 


ESTs 


10 




428673 


AW601325 


Hs.337757 


Homo sapiens mRNA; cDNA DKFZp566M063 (fr 


10 




453843 


0252 15 


Hs.35804 


hect domain and RID 3 


10 


ou 


400303 


AA242758 


Hs.79136 


UV-1 protein, estrogen regulated 


10 


445943 


AVV898533 


Hs.1 81574 


ESTs 


10 




432286 


AW327432 


Hs.255843 


ESTs 


10 




431707 


R21326 


Hs.267905 


hypothetical protein FU10422 


3.0 




432675 


AI791855 


Hs.105884 


ESTs 


3.0 


65 


443162 


T49951 


Hs.9029 


DKFZP434G032 protein 


3.0 


448073 


W1Q7RQ 


rtS.OJDOOO 


Homo sapiens, clone ! MAGE :41 79462, mRNA 


3.0 




419713 


AW968058 


Hs.92381 


nudix {nucleoside diphosphate linked moi 


10 




447966 


AA340605 


Hs.105887 


ESTs, Weakly similar to Homotog of rat 2 


3.0 




423583 


AL122055 


Hs.1 29836 


KIAA1028 protein 


3.0 


70 


418304 


AA215702 




gb:zr97g10.r1 Na.CGAP.GCB1 Homo sapiens 


3.0 


417206 


AA291183 


Hs.81648 


hypothetical protein FU11021 similar to 


3.0 




410011 


AB020641 


Hs.57856 


PRAIRE protein kinase 1 


3.0 




411850 


AK002033 


Hs.72782 


hypotheticat protein FU11 171 


3.0 




438986 


AF085888 


Hs.269307 


ESTs 


3.0 


75 


445921 


AW015211 


Hs.146181 


ESTs 


3.0 


447124 


AW976438 


Hs.17428 


RBPt-like protein 


3.0 




452953 


AI932884 


Hs.271741 


ESTs, WeaWy similar to A46010 X-5nked 


3.0 



80 

TABLE 60B 



Ptey: Unique Eos probeset Identifier number 



705 



WO 03/042661 



PCT/US02/36810 



CAT 



Gene duster n 
Genbank accession numbers 



Pkey 

411479 

411667 
414372 
414680 

415989 
416288 



416913 
417379 
41B304 
418647 
418866 
419536 
419544 
423412 
423800 
426226 
426413 
426503 
426775 

426991 
428342 

429163 
429220 
429258 
430935 
430968 
431429 



432093 
432125 
432189 
432340 
432363 
432600 
432810 

434579 
434966 
435023 
437866 



438147 
439092 
439518 
439904 
440B40 

441102 
442562 



443161 
445808 
447082 
448212 
449625 



450582 
452260 



452815 
453802 
455100 



CAT Number Accessions 



1247077J 

1253334 1 
143909.1 
147525.1 

156454J 

1585983.1 

162718.1 

163001.1 
167238.1 
173658.2 
177521.1 
179788 1 
185688.1 
185760.2 
228001.1 
232161J 
262918J 
266650.1 
268283.1 
271683.1 

27415.1 
290035.2 

300543.1 
301384.1 
301917.1 
325772.1 
326269.1 
33313.1 



341283 1 
341776.1 
342819.1 
345248.1 
345469 1 
350959.1 
354375.1 

38916.1 
396504 1 
398093 1 
44433.2 



45074.1 

468554.1 

47334.1 

479942.1 

50357.2 

509604.1 
54500.2 



561305.1 

65133.1 

707248.1 

755099.1 

8113.1 

83929.1 



83933.1 
9074.1 



92338.2 



93255.1 

9B1589.1 

1253334.1 



AW848047 AW848202 AW848631 AW848142 AW848702 AW848121 AW848632 AW848140 AW848571 AWB48009 AW848067 AW848069 
AW848905AW848214 

BE160198 AW935898 T1 1520 AW935930 AW856073 AW851034 
AA143654 AW753140 AA213770 AW970865 AA569075 AA492132 

AA743331 AA837388AW664540 AA775711 AA1 50955 BE465475 AA968994 AA886905 A! 141054 AW194991 AA252147 AA3 19500 All 84288 
AA708749 AA644620 AA652769 AA242975 AA151074 T19890 

AI26770O AI720344 AA191424 AI023543 AI469633 AA172056 AW958465 AA172236 AW953397 AA355086 
H51299 H44619 H46391 R86024 H51892T72744 

AI633044 AW016212 AW241143 AA769058 R43272 AW06B958 AA210918 AA293774 AI748815 A1763294 AI3331 14 AI277384 AI088297 AI468477 

AI824624 AW189606 AI631751 Z40749 A1964673 AI671316 AA189024 AW235412 BE178426 R24677 R40635 M05100 R40597 

AW934714 BE161007 BE162500 AW749902 AW749864 BE162498 BE161005 AA190449 AW513465 BE161006 BE162499 

AA196390 AA507837 AA196468 

AA21 5702 AA368006 AA215703 BE066555 BE008B76 

AA226198 AA226513 AA383773 

T65754AA229857AA229658 

AA603305AA244095AA244183 

AI909154 AA526337 AA244193 AI909153 

AF109300A1299378AI202654 

AA331 156 AA331 157 AA331 1 55 

AA769045 AA372590 AW963633 

AA377823 AW954494 AI022688 

AA3801 53 AA380233 AW963529 

AA384564 AW966475 H02121 N41297 063213 AA886888 AI92241 4 AW044240 AW1 96808 AI076736 AA599294 AI954433 AW1 17617 AI640323 
H98134 

AK0O1 536 AA191092 AW510354 AI554256 AL353968 AA134266 

AI7391 68 AA426249 AI199636 AW505198 AW977291 AA824583 AA883419 AA724079 AI015524 AI377728 AW293682 AI9281 40 AA731 438 
A10924O4 A1085630 AA731340 
AA884766 AW974271 AA592975 AA447312 
AW2O7206 AW341473 AA448195 AI951341 
AA448765 C04967 C03045 AA658293 

AW072916 AI1 8491 3 AA489195 AW466994 AW469044 N59350 A1819642 AI280239 AI220572 AA789302 AJ47361 1 AW841 126 D60937 
AW972830 AA527647 AA489820 AA570362 

AF072813 AF119297 AA362885 AF059524 NM.006054 AA157365 AW163623 AA056148 AA227062AA418057 AA227076 AA078753 AA233594 

D58629 AA232373 AA233577 T35956 BE618035 AA354497 AA359082 T32010 M134519 BE299901 BE268096 BE396826 AA324268 AL120308 

AA1 87561 AA311680 

H28383 AW972670 H28359 AA525B08 

AW972667 AA526539 AI057032 AW1 67842 

AA527941 AI810608 AJ620190 AA635265 

AA534222AA632632 T81234 

AA534489 AW970240 AW970323 

AI821085 AW973464 AA554802 AI821831 AA657438 AA640756 AA650339 

AA863400 AI991439 AW016017 AW01 4704 AI36751 2 H17550 AA744752 R461B7 AW471 324 AI126670 AA626033 AI276287 A1094253 AI285003 

AJ147163 A191 1443 AW512612 AA972102 AA999975 AI684428 AI335035 D63102 A1524234 AI539156 AA565542 

T55958T57205AF147346 

AA657494AI582663A1581639 

A1692552 A1393343 AI8Q0510 A137771 1 F24263 AA661876 

AA156781 AW293839 U52054 AA024963 M778446 BE073977 AW444904 AW602574 BE164040 BE164012 BE163972 BE163974 BE163992 

AA837481 AW468444 BE185091 AW468002AA687333AA811830 AA581806 AI866686AI572124AA043777 M040926 D20160 AJ536733 

AAB12489AW874142AI47188 

AW250553 L07876 236843 R30693 AI190097 AW965317 

AA830149 AW978407 M85983 AW503637 

W76326AF086341 W72300 

AWB92676AA853877D44747 

AW629666 AW959831 AW205739 BE620243 AA412367 AW300025 AWO51920 AI288591 AW2361 14 AI302852 A1038548 AA534496 AI797207 
AA921877 

AA973905 AI299B88 AA917019 H63235 T90771 

BE379584 R3421 1 BE544768 AW973709 AI653056 A1653173 A1266043 A1656750 H741 80 A1492830 AI376090 AI472184 D59940 AW170056 

A1082443 AW021 142 All 67921 AI348577 AI278577 AW1 308B6 AA761 517 AJ698203 AA1 15535 AI264790 R34328 D59939 AW205074 AA554902 

D62102AI0007 

AI038316 AJ344631 AJ261653 

AV655234 AW966332 AA340239 

T85314 A1360684 T85528 T91254 

A1475B58AW969013 

NMJ14253 AF100772 BE0B8769 AL022718 BE161779 AWB63569 BE161 640 AL039060 BE1 68542 AW296554 AA323193 AA235370 AW779760 
N48674 AI375997 R45432 D59344 AI203107 F07491 R35360 R25094 AI91 3631 AI498402 T61382 AI01 6320 N45526 T61 415 AA331486 
N40087 H12925 AA460779 AA096372 BE160847 AWB16890 AW816893 AW816577 AW816891 AW816882 AW816868 AW816B89 AW816940 
AW816892 AW816941 AW816578 AA0291 83 T83320 K86850 AA010295 BE1 60823 Z25353 AA1 50883 AW887764 AW023806 AW022095 
AA164518 AA730973 W00417 W65303 

AI339732 AA010300 AW515041 AA768334 N29860 AA425874 AA425118 AA865829 AW936878 

AA453208 NM.0O4251 U44103 A1671547 N57463 AW007521 AI479232 T82809 R67109 AW796099 AI833027 A1765395 AI763029 AI758228 
BE326331 AI934576 AI922378 AW276431 AI71 8466 N36566 AA904753 BE464245 A1338752 AI659875 AW272338 AI423136 AI089270 AI160904 
AA664354 BE1 

AI831594 AW970667 AW027959 AM 29800 Al 927949 A1650270 AI625105 AW514661 AI708393 AL138076 BE180510 AI926721 AI399955 AA749139 
AI862160 AW87401 1 AI242763 AA262795 AA039864 H73499 AI093249 BE245661 AI81 6B34 N25206 AA828301 AI084565 AI30281 6 AA026905 
AA77255 

AA41B841 A1452657 AI768B76 AA028973 BE 179873 C00215 AA416930 
AL134757AW079131 

BE160198 AW935898 T11520 AW935930 AW856073 AW861034 

706 



WO 03/042661 PCT/US02/36810 



457728 393853 J AW97481 1 AA651634 AA650072 



TABLE 60C 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. Dunham I. el al." refers to the publication entitled The DNA sequence of 

human chromosome 22." Dunham I. et al. Nature (1 999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 

NLposilion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposilion 


400664 


B1 18496 


Plus 


13558-13721,13942-14090,14554-14679 


400695 


7249150 


Plus 


160456-160567,164757-164873 


400880 


9931121 


Plus 


29235.29335,38363-36580 


401197 


9719705 


Plus 


176341-176452 


401424 


8176894 


Plus 


24223-24428 


401451 


6634068 


Minus 


119926-121272 


401519 


6649315 


Plus 


157315-157950 


401558 


7139678 


Pius 


103510-104090 


402031 


7656761 


Plus 


33080-33263,33939-34094,36103-36507 


402802 


3287156 


Minus 


53242-53432 


402855 


9662953 


Minus 


59763-59909 


403046 


3540153 


Minus 


55707-55859,56369-56511 


403047 


3540153 


Minus 


59793-59968 


403790 


8084957 


Minus 


87826-87947.89835-90002 


404571 


7249169 


Minus 


112450-112648 


404632 


9796668 


Plus 


45096-45229 


404641 


9796810 


Minus 


32247-32362 


404642 


9796810 


Rus 


102999-103145 


405523 


9454643 


Plus 


114550-114688,117265-117407,119490-119599,123237-123395,131140-131217 


405558 


1621110 


Plus 


4502-4644,5983-6083 



Table 61A lists about 440 genes up-regulated in prostate cancer compared to normal prostate and normal adult tissues. These were selected from 59680 probesets on the 
Affymetrix/Eos Hu03 GeneChip array such that the ratio of "average" prostate cancer to "average" norma) prostate tissue was greater than or equal to 2.0 and the ratio lo normal adult 
tissues was greater than or equal to Z0. The "average" prostate cancer level was set to the 75 s * percentile amongst prostate cancers. The "average* norma) prostate tissue level was 
set to the 95 th percentile amongst prostate tissues. The "average" normal adult tissue level was set to the 85* percentile amongst non-malignant tissues. In order to remove gene- 
specific background levels of non-specific hybridization, the 1 0* percentile value amongst the non-malignant tissues was subtracted from both the numerator and the denominator 
before the ratio was evaluated. 

TABLE 61A: ABOUT 440 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL PROSTATE AND NORMAL AOUIT TISSUES 



Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of prostate tumor to norma) adult body tissue 

R2: Ratio of prostate tumor to normal prostate tissue 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


R2 


444151 


AW972917 


Hs.128749 


aJpha-melhytacyt-CcA racemase 


42.2 


422 


421566 


NM_000399 


Hs.1395 


early growth response 2 (Krox-20 (Drosop 


3.2 


26.5 


420729 


AW964897 


Hs.290825 


ESTs 


3.7 


15.8 


401197 






ENSP00000229263*:HSPC213. 


3.0 


12.6 


450096 


AI682088 


Hs.79375 


holocarboxytase synthetase (blo0n-[prop 


12.4 


12.4 


449156 


AF103907 


Hs.171353 


prostate cancer antigen 3, non-coding DD 


12.3 


12.3 


443271 


BE568568 


Hs.195704 


ESTs 


11.6 


11.6 


434078 


AW880709 


Hs.283683 


chromosome 8 open reading name 4 


Z1 


11.2 


431117 


AF003522 


Hs.250500 


delta (DrosophaaHBce 1 


9.4 


9.4 


417315 


AI080042 


Hs.180450 


ribosoma! protein S24 


Z3 


9.0 


416182 


NM_004354 


Hs.79069 


cycfinG2 


8.4 


&4 


421913 


A1934365 


Hs.1 09439 


osteogtydn (osteoinductive factor, mime 


2.2 


a4 


434217 


AW014795 


Hs^3349 


ESTs 


8.3 


8.3 


425782 


U66468 


Hs.159525 


cell growth regulatory with EF-hand doma 


8.3 


8.3 


442501 


AA315267 


Hs.23128 


ESTs 


2.0 


a3 


429984 


AL050102 


Hs.227209 


hypothetical protein FU21617 


8.1 


8.1 


449048 


Z45051 


Hs.22920 


similar to S68401 (cattle) glucose Indue 


3.1 


8.0 


417407 


AA923278 


Hs.290905 


ESTs, Weakly similar to protease [H.sapi 


34.0 


7.9 


420120 


AL049610 


Hs.95243 


transcription elongation factor A (Sil>- 


7.5 


7.5 


419078 


M93119 


Hs.89584 


tnsutinoma-associated 1 


7.4 


7.4 


425905 


AB032959 


Hs.318584 


novel C3HC4 type Zinc finger (ring finge 


9.4 


7.3 


425018 


BE245277 


Hs.154196 


E4F transcription factor 1 


7.2 


7.2 


452221 


C21322 


Hs.288057 


hypothetical protein FU22242 


7.0 


7.0 


421552 


AF026692 


Hs.105700 


secreted fnzzted-related protein 4 


4.0 


6.6 


409799 


D11928 


Hs.76845 


phosphoserine phosphatase-fike 


6.3 


6.3 


411373 


BE326276 


Hs.8861 


ESTs 


3.2 


6.3 


423445 


NM.014324 


Hs.128749 


alpha-methylacyt-CoA racemase 


6.7 


6.2 


422583 


AA410506 


Hs.27973 


KIAA0874 protein 


2.3 


6.2 


438209 


AL120659 


Hs.6111 


aryt-hydrocarbon receptor nuclear trans) 


6.1 


6.1 


437147 


AL049964 


Hs.8358 


hypothetical protein FU20366 


2.6 


6.0 
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432415 


T16971 


Hs.289014 


ESTs, WeaWy similar to A43932 mucin 2 p 


6.0 


6.0 


446896 


T15767 


Hs.22452 


Homo sapiens mRNA for KIAA1737 protein, 


6.2 


6.0 


449118 


R67477 


Hs.23103 


Bet1 (S. cerevisiae) homolog 


5.9 


5.9 


427472 


AA522539 


Hs.131250 


transposon-derived Buster3 transposase-l 


3.3 


5.9 


431548 


AI834273 


Hs.9711 


novel protein 


15.7 


5.8 


417153 


X57010 


Hs.81343 


collagen, type 11, alpha 1 (primary oste 


4.2 


5.8 


410889 


X91662 


Hs.66744 


twist (Drosophila) homolog (aaocephalos 


3.5 


5.8 


429597 


NM.003816 


HsJ2442 


a disintegrin and melaDoproteinase doma 


7.9 


5.8 


422538 


NM.006441 


Hs.118131 


5, 10-mathenyltetrahydrofolatB synthetase 


5.7 


5.7 


414812 


X72755 


Hs.77367 


monokine Induced by gamma interferon 


2.5 


5.6 


448552 


AW973653 


Hs.20104 


hypothetical protein FU0O052 


5.6 


5.6 


416111 


AA033813 


Hs.79018 


chromatin assembly factor 1, subunil A ( 


5.5 


5.5 


414516 


A1307802 


Hs.135560 


ESTs, WeaWy similar to T43458 hypotheti 


2.7 


5.5 


414343 


AL036166 


Hs.323378 


coated vesicle membrane protein 


5.4 


5.4 


451684 


AF216751 


Hs.26813 


C0A14 


3.9 


5.4 


421470 


R27496 


Hs.1378 


annexin A3 


5.3 


5.3 


426350 


NM.003245 


Hs.2022 


transglutaminase 3 (E polypeptide, prote 


5.3 


5.3 


436476 


AA326108 


Hs.33829 


bHLH protein DEC2 


2.8 


5.3 


437571 


M760894 


Hs.153023 


ESTs 


5.2 


5.2 


447072 


D61594 


Hs.17279 


tyrcsyl protein sutfotransferase 1 


5.2 


5.2 


444917 


R68651 


Hs.144997 


ESTs 


5.1 


5.1 


417318 


AW953937 


Hs.240845 


ESTs 


4.6 


5.1 


434170 


AA626509 


Hs.122329 


ESTs 


5.1 


5.0 


432897 


AF155099 


Hs.279780 


NY-REN-18 antigen 


3.3 


5.0 


433560 


AI925195 


Hs.130891 


hypothetical protein MGC4400 


4.8 


5.0 


421823 


N40850 


Hs.28625 


ESTs 


5.0 


5.0 


451244 


AW008798 


Hs.343877 


hypothetical protein FU20039 


4.9 


4.9 


453370 


AJ470523 


Hs.139336 


ATP-binding cassette, sub-famity C (CFTR 


29.8 


4.9 


425242 


D13635 


Hs.155287 


KIAA0010gene product 


22 


4.8 


439024 


R96696 


Hs.35598 


ESTs 


5.4 


4.8 


407235 


D20569 


Hs.1 69407 


SAC2 (suppressor of actin mutations 2, y 


4.8 


4.8 


4218B3 


AI952677 


Hs.1 08972 


Homo sapiens mRNA; cDNA DKF2£434P228 (fr 


4.7 


4.7 


437916 


BE566249 


Hs.20999 


hypothetical protein FU23142 


3.6 


4.7 


451952 


AL120173 


Hs.301663 


ESTs 


4.7 


4.7 


431676 


AI685464 




gb:tt88f04 jcI NCI_CGAP_Pr28 Homo sapiens 


9.1 


4.7 


452242 


R50956 


Hs.159993 


gycosyl transferase 


4.7 


4.7 


401519 






C15000476*:gi|12737279lref|XPJ12163.1| 


4.6 


4.6 


414342 


AA742181 


Hs.75912 


KIAA0257 protein 


3.4 


4.6 


426197 


AA004410 


Hs.100009 


acyt-Coenzyme A oxidase 1, patmHoyl 


3.3 


4.6 


429467 


NM_004477 


Hs.203772 


FSHD region gene 1 


2.1 


4.6 


408380 


AF123050 


Hs.44532 


dhifaifjulfin 


4.2 


4.6 


425907 


AA365752 


Hs.155955 


ESTs 


12 


4.6 


427078 


AI676062 


Hs.111902 


ESTs 


4.8 


4.5 


419465 


AW500239 


Hs^1187 


Homo sapiens cDNA: FU23068 fis, clone L 


17 


4.5 


429250 


H56585 


Ks.198308 


tryptophan rich basic protein 


4.5 


4.5 


431585 


BE242603 


Hs.262823 


hypothetical protein FU10326 


2.5 


4.5 


443250 


AI041530 


Hs.132107 


ESTs 


8.1 


4.4 


423545 


AP000692 


Hs.129781 


chromosome 21 open reading frame 5 


4.4 


4.4 


423698 


AA329796 


Hs.1098 


DKFZp434J1813 protein 


4.4 


4.4 


442281 


N34742 


Hs.170065 


Homo sapiens cDNA FTJ 1 3492 fis, clone PL 


4.4 


4.4 


428826 


AL048842 


Hs.194019 


attractin 


2.0 


4.3 


447188 


H65423 


Hs.17631 


hypothetical protein OKFZp434E2135 


4.3 


4.3 


418701 


AA814948 


Hjl96343 


ESTs, Weakly similar to ALUCJHUMAN ill! 


4.2 


4.2 


429900 


AA460421 


Hs^0875 


ESTs 


4.2 


4.2 


439518 


W76326 




gb.*zd60d04j1 Soares_fetaJ_heartNbHH19W 


2.2 


4.2 


409151 


AA306105 


Hs.50785 


SEC22, vesicle trafficking protein {S. c 


3.5 


4.2 


420544 


AA677577 


Hs.98732 


Homo sapiens Chromosome 16 BAC done CfT 


10.0 


4.2 


444100 


AA3B3343 


Hs.22116 


CDC14 (cell division cycle 14, S. cerevi 


2.8 


4.2 


443822 


AI911527 


Hs.11805 


ESTs 


2.2 


4.1 


410037 


AB020725 


Hs.58009 


WAA0918 protein 


4.1 


4.1 


421129 


BE439899 


Hs.89271 


ESTs 


4.1 


4.1 


428966 


AF059214 


Hs.194687 


cholesterol 25-hydroxytase 


3.9 


4.1 


448664 


AI879317 


Hs.334691 


splicing factor 3a, subunit 1, 120kD 


2.8 


4.1 


432242 


AW022715 


Hs.162160 


ESTs. WeaWy similar to ALU4„HUMAN ALU S 


2.0 


4.1 


433887 


AW204232 


Hs.279522 


ESTs 


4.1 


4.1 


436556 


AI364997 


Hs.7572 


ESTs 


4.1 


4.1 


400301 


X03635 


Hs.1657 


estrogen receptor 1 


4.1 


4.1 


443646 


AI085198 


Hs.164226 


ESTs 


4.1 


4.1 


430389 


AL1 17429 


Hs.240845 


DKFZP434D146 protein 


12 


4.0 


418432 


M14156 


Hs.85112 


insulin-like growth factor 1 (somatome^ 


4.0 


4.0 


433409 


AI278802 


Hsi5661 


ESTs 


4.0 


4.0 


447247 


AW369351 


Hs.287955 


Homo sapiens cDNA FU 1 3090 fis, clone NT 


4.0 


4.0 


423749 


U09848 


Hs.132390 


zinc finger protein 36 (KOX 18) 


3.9 


3.9 


444755 


AA431791 


Hs.113823 


QpX (caseinorytic protease X, E. coli) 


3.9 


3.9 


431912 


AI660552 


Hs.76549 


ESTs. Weakly similar to A561 54 Abl subst 


12 


3.9 


428493 


AK001745 


Hs.184628 


hypothetical protein FU 10883 


3.3 


3.9 


447482 


AB033059 


Hs.18705 


KIAA1233 protein 


2.2 


3.9 


450203 


AF097994 


Hs.301528 


L-kynurenine/alpha-aminoadipate aminotra 


3.9 


3.9 


423337 


NM_004655 


Hs.127337 


axin 2 (conductin, axil) 


3.4 


3.8 


452588 


AA889120 


Hs.1 10637 


homeo box A10 


6.5 


3.8 


422661 


NM_014700 


Hs.1 19004 


KIAAC655 gene product 


3.8 


3.8 


407317 


A1204033 


Hs.271461 


ESTs, WeaWy similar to 138022 hypotheti 


2.3 


as 


410330 


AW023630 


Hs.159425 


ESTs 


6.2 


as 
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422975 


AA347720 


Hs.122669 


KIAA0264 protein 


2.2 


3.8 


42587B 


AW984806 


Hs.38085 


Homo sapiens, Similar to RiKEN cDNA 0610 


3.8 


3.8 


414664 


AA587775 


Hs.66295 


mulfi-PDZ-domain-containing protein 


3.8 


3.8 


437162 


AW005505 


Hs.5464 


thyroid hormone receptor co activating pr 


2.7 


18 


421828 


AW891965 


Hs.279789 


histone deacetylase 3 


4.1 


3.8 


416821 


AA436002 


Hs.183161 


ESTs 


2.8 


3.8 


422049 


W25760 


Hs.77631 


glycine cleavage system protein H (amino 


3.1 


3.8 


453160 


A1263307 


Hs.239884 


H2B histone family, member L 


9.2 


18 


424906 


AI566086 


Hs.153716 


Homo sapiens mRNA for Hmob33 protein, S 


3.7 


17 


446554 


AA151730 


Hs.301789 


nudix (nucleoside diphosphate (inked moi 


3.7 


3.7 


452259 


AA317439 


Hs.28707 


signal sequence receptor, gamma (translo 


3.7 


3.7 


448807 


AI571940 


Hs.7549 


ESTs 


3.6 


3.7 


439209 


AF087993 


Hs.91954 


ESTs 


2.1 


16 


420077 


AW512260 


Hs.87767 


ESTs 


4.4 


3.6 


451009 


AAO13140 


Hs.115707 


ESTs 


4.1 


3.6 


452281 


T93500 


Hs.28792 


Homo sapiens cDNA FU11041 fis, clone PL 


3.6 


3.6 


452561 


AI692181 


Hs.49169 


KIAA1634 protein 


3.2 


3.6 


447033 


AI357412 


Hs.157601 


ESTs 


7.7 


16 


427138 


N77624 


Hs.173717 


phosphatide acid phosphatase type 2B 


3.6 


16 


442991 


BE281238 


Hs.8886 


hypothetical protein FU20424 


3.6 


3.6 


414680 


AA743331 




hemoglobin, alpha 2 


3.5 


15 


417380 


T06809 


Hs.332086 


ESTs 


3.5 


15 


425710 


AF030880 


Hs.159275 


solute carrier family, member 4 


3.5 


3.5 


441247 


AW1186B1 


Hs.128051 


Homo sapiens thymic stromal lymphopoieti 


3.5 


15 


426931 


NMJ03416 


Hs.2076 


zinc finger protein 7 (KOX 4, clone HF.1 


2.2 


15 


417873 


BE266659 


Hs.293659 


Homo sapiens, SimBar to RIKEN cDNA A430 


3.5 


3.5 


432101 


AI918950 


Hs.123542 


EphA3 


16.5 


15 


429302 


AU076674 


Hs.198899 


eukaryotic translation initiation factor 


3.3 


15 


435513 


AW404075 


Hs.42785 


OC11 protein 


2.2 


3.5 


440643 


M78878 


Hs.7314 


KIAA0614 protein 


2.1 


3.5 


41B293 


A1224483 


Hs.16063 


hypothetical protein FU21877 


6.7 


3.4 


425900 


AK000166 


Hs.288809 


hypothetical protein FU201 59 


2.1 


14 


431689 


AA305688 


Hs.267695 


UDP-GatbetaGcNAc beta 1,3-galactosyltr 


Z1 


3.4 


440749 


W22335 


Hs.7392 


hypothetical protein MGC3199 


2.5 


3.3 


408374 


AW025430 


Hs.155591 


forkhead box F1 


4.3 


13 


400277 






Eos Control 


2.4 


3.3 


432169 


Y00971 


Hs.2910 


phosphoribosyl pyrophosphate synthetase 


13 


3.3 


437872 


AK002015 


Hs.5887 


RNA binding motif protein 7 


3.3 


13 


443912 


R37257 


Ks.184780 


ESTs 


13 


13 


414565 


AA502972 


Hs.183390 


hypothetical protein FU13590 


9.9 


3.3 


448164 


R61680 


Hs.26904 


ESTs, Moderately similar to Z195 HUMAN Z 


13 


3.3 


450094 


AI174947 


Hs.295789 


Homo sapiens mRNA; cDMA DKFZp564D1 164 (f 


4.4 


13 


424800 


AL03558B 


Hs.153203 


MyoD family inhibitor 


3.6 


13 


451367 


AA923729 


Hs.26322 


cell cycle related kinase 


13 


3.2 


445472 


AB006631 


Hs.12784 


Homo sapiens mRNA for K1AA0293 gene, par 


11.5 


3.2 


408101 


AW968504 


Hs.123073 


CDC2-related protein kinase 7 


2.0 


3.2 


421246 


AW582962 


Hs.102897 


CGM7 protein 


3.2 


12 


426227 


U67058 


Ks.154299 


Human proteinase activated receptor-2 mR 


12 


3.2 


402802 






NM_001397:Homo sapiens endothelin conver 


4.3 


12 


41916B 


AI336132 


Hs.33718 


Homo sapiens cDNA FU12641 (is, clone NT 


2.7 


12 


436207 


AA334774 


Hs.12845 


hypothetical protein MGC13159 


3.2 


12 


453864 


AW021407 


Hs.21068 


hypothetical protein 


3.2 


12 


448944 


AB014605 


Hs.22599 


atrophin-1 interacting protein 1; activi 


3.8 


3.2 


444489 


AI151010 


Hs.157774 


ESTs 


3.2 


3.2 


453124 


AI139058 


Hs.125790 


leucine-rich repeatcontaining 2 


3.2 


3.2 


453078 


AF053551 


Hs.31584 


metaxin2 


Z1 


11 


439444 


AI277652 


Hs.54578 


ESTs, Weakly similar to 138022 hypotheti 


10.6 


11 


413492 


D87470 


Hs.75400 


K1AA0280 protein 


Z8 


11 


434804 


AA649530 


HsJ48148 


gb:ns44f05.s1 NCLCGAP_A!v1 Homo sapiens 


2.1 


11 


445840 


AI277B11 


Hs.146291 


ESTs 


3.1 


11 


423565 


AW976434 


Hs.3623 


hypothetical protein RJ 1 1220 


12 


11 


408161 


AW952912 


Hs.300383 


hypothetical protein MGC3032 


11 


11 


414922 


DD0723 


Hs.77631 


glycine cleavage system protein H (amino 


3.1 


11 


430519 


AF1 29534 


Hs.49210 


F-box only protein 4 


11 


3.1 


430487 


087742 


Hs.241552 


KIAA0268 protein 


16.2 


11 


423554 


M90516 


Hs.1674 


glutamrne-fructose-6-phosphate transamin 


11 


3.1 


430226 


BE245562 


Hs.2551 


adrenergic beta-2-, receptor, surface 


9.0 


3.1 


400296 


AA305627 


Hs.139336 


ATP-bfodlng cassette, sub-family C (CFTR 


20.9 


11 


420154 


AI093155 


Hs.95420 


JM27 protein 


27.4 


3.1 


453293 


AA382267 


Hs.10653 


ESTs 


17 


3.1 


457718 


F18572 


Hs.22978 


ESTs, Weakly simflar to ALU4.HUMAN ALU S 


10 


3.0 


447476 


BE293466 


Hs.208B0 


ESTs, Weakly similar to 138022 hypotheti 


2.4 


3.0 


419440 


AB020689 


Hs.90419 


KIAA0882 protein 


2.9 


3,0 


433285 


AW975944 


Hs.237396 


ESTs 


7.7 


3.0 


450671 


A1356967 


Hs.43086 


ESTs. Weakly similar to A46010 X-linked 


10 


10 


445921 


AW015211 


Hs.146181 


ESTs 


4.3 


3.0 


416882 


A1633044 




tryptophanyl tRNA synthetase 2 (mitochon 


3.5 


3.0 


414052 


AW578849 


Hs.283552 


ESTs, Weakly similar to unnamed protein 


2.5 


3.0 


450580 


N40087 




ESTs 


3.0 


3.0 


447726 


AL137638 


Hs.19368 


matrilin 2 


3.9 


2.9 


447816 


NM.007233 


Hs.274329 


TP53 target gene 1 


7.2 


2.9 


420407 


AA814732 


Hs.145010 


lipopolysaccaride-specific response 5-0 


5.1 


2.9 


422299 


AK000181 


Hs.114556 


hypothetical protein FU20174 


2.6 


29 
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420297 


A1628272 


Hs.88323 


ESTs, Weakly similar to ALU 1 .HUMAN ALU S 


2.9 


2.9 


427701 


AM1 1101 


Hs.243886 


nuclear autoantigenic sperm protein (his 


2.9 


29 


437812 


A1582291 


Hs.16846 


ESTs, Weakly similar to 04HUD1 debrisoqu 


2.9 


29 


445808 


AV655234 




ESTs. Moderately similar to PC4259 ferri 


2.9 


2.9 


428600 


AW863261 


Hs.242413 


hypothetical protein DKFZp434K1421 


4.7 


2.9 


442320 


AI287817 


Hs.129636 


ESTs 


3.7 


2.9 


418407 


AL044818 


Hs.84928 


nuclear transcription factor Y, beta 


24 


2.9 


433050 


AI093930 


Hs.163440 


Homo sapiens cONA: FU21000 fis, done C 


2.9 


29 


451796 


AL133019 


Hs.27038 


Homo sapiens mRNA; cDNA DKFZp434G2127 (f 


2.9 


2.9 


407783 


AW996872 


Hs.172028 


a disintegrin and metalloproteinsse doma 


3.0 


2.9 


459029 


AA131376 


Hs.343809 


fibroblast growth factor 12B 


29 


2.9 


441676 


BE564206 


Hs.49889 


ESTs 


4.4 


29 


439352 


BE614347 


Ks.169615 


hypothetical protein FU20989 


21 


29 


453628 


AW243307 


Hs.83937 


hypothetical protein 


29 


29 


412324 


AW978439 


Hs.69504 


ESTs 


2.0 


28 


408063 


BE086548 


Ks.42346 


calcineurin-binding protein calsarcin-1 


5.0 


28 


421928 


AF013758 


Hs.109643 


potyadenylate binding protein-lnteractm 


6.4 


28 


421247 


BE391727 


Hs.102910 


genera) transcription factor IIH, polype 


28 


28 


433665 


N29862 


Ks.44104 


ESTs 


2.8 


28 


423201 


NM_000163 


Hs.125180 


growth hormone receptor 


6.3 


2.8 


450832 


AW970602 


Hs.1 05421 


ESTs 


2.1 


2.8 


416913 


AW934714 




gb:RC1-DT00Q1-031 299-01 1-all DT0001 Homo 


2.8 


28 


417251 


AW0 15242 


Hs.99488 


ESTs, Weakly similar to YK54_YEAST HYPOT 


2.8 


28 


427144 


X95097 


Ks.2126 


vasoactive Intestinal peptide receptor 2 


2.8 


28 


444668 


AA654650 


Ks.282906 


ESTs 


2.2 


28 


434015 


AA844518 


Hs.300876 


hypothetical protein RJ13386 


3.2 


2.8 


432689 


AB018320 




Arg/AbMnteracling protein ArgBP2 


2.1 


28 


423482 


BE280172 


Hs. 129228 


galactokinase 2 


24 


28 


448206 


BE622585 


Hs.3731 


ESTs. Moderately similar to 138022 hypot 


2.8 


28 


450546 


AA010200 


Hs.175551 


ESTs 


22 


27 


452270 


AW975014 


Hs.26 


ferrocheiatase (protoporphyria) 


3.6 


27 


458332 


A1000341 


Hs.220491 


ESTs 


4.9 


2.7 


436109 


AA922153 


Hs.132760 


hypothetical protein MGC15729 


27 


27 


422867 


L32137 


Hs.1584 


cartilage oligomeric matrix protein (pse 


21 


27 


412576 


AA447718 


Hs.107057 


ESTs 


27 


27 


413336 


A1569936 


Hs,296178 


hypothetical protein FU22637 


27 


27 


433577 


AW007080 


Hs.284192 


ESTs 


27 


27 


439093 


AA534163 


Hs.5476 


Homo sapiens, done IMAGE:35301 23, mRNA, 


2.7 


27 


442833 


AA328153 


Hs.88201 


ESTs. Weakly similar to A Chain A. Cryst 


27 


27 


447401 


BE618582 


Hs.97661 


ESTs 


27 


27 


409619 


AK001015 


Hs.55220 


BCL2-assodated athanogene 2 


27 


27 


432729 


AK000292 


Hs.130732 


hypothetical protein FU 20285 


22 


27 


452721 


AJ269529 


Hs.301871 


solute carrier family 37 (gfycerd-3-pbo 


3.2 


27 


447342 


Al 199268 


Hs.19322 


Homo sapiens. Similar to RIKEN cDNA 2010 


9.0 


27 


409205 


AI952884 


Hs.14832 


ESTs, Moderately similar to unnamed prot 


24 


2.7 


422805 


AA436989 


Hs.121017 


H2A histone family, member A 


13.6 


27 


446238 


T95143 


Hs.14511 


SCO (cytochrome oxidase deficient, yeast 


21 


27 


447313 


U92981 


Hs.18081 


Homo sapiens clone DT1P186 mRNA, CAG rep 


8.1 


27 


411630 


U42349 


Hs.71119 


Putativo prostate cancer tumor suppresso 


6.2 


26 


410592 


R94088 


Hs.43569 


ESTs 


26 


26 


417173 


U61397 


Hs.81424 


ubiqui&v-tike 1 (sentrin) 


26 


26 


417601 


NM 014735 


Hs.82292 


K1AA0215 gene product 


26 


26 


433419 


AI830342 


Hs.211272 


ESTs 


29 


26 


447509 


AF107454 


Hs.107537 


chromosome 7 open reading frame 2 


20 


2.6 


424580 


AA446539 


Hs.339024 


ESTs, Weakly simitar to A46010 X-tinked 


24 


26 


407252 


AA659037 


Hs.163780 


ESTs 


26 


26 


420061 


AW024937 


Hs.29410 


ESTs 


24 


2.6 


424432 


AB037821 


Hs.1 46858 


protocadherin 10 


7.9 


26 


417683 


AW566008 


Hs.239154 


ankyrin repeat family A (RFXANK-iike), 


2.7 


2.6 


414312 


AA155694 


Hs.191060 


ESTs 


26 


26 


417135 


AA422067 


Hs.50547 


ESTs 


26 


26 


437748 


AF234882 


Hs.5814 


suppression of tumorigenidty 7 


26 


26 


422728 


AW937826 


Hs.103262 


ESTs, Weakly similar to ZN91JWMAN ZINC 


9.0 


26 


453070 


AK001465 


Hs.31575 


SEC63, endoplasmic reticulum transJocon 


22 


26 


406627 


T64904 


Hs.163780 


ESTs 


B.7 


26 


407151 


H25836 


Hs.301527 


ESTs, Moderately simitar to unknown [H.s 


24 


2.6 


425815 


R94023 


Hs.94560 


ESTs. Moderately similar to 138022 hypo) 


2.6 


26 


433805 


AA706910 


Hs.1 12742 


ESTs 


26 


26 


431474 


AL133990 


Hs.190642 


ESTs 


9.3 


25 


436204 


AK002014 


Hs.47546 


Homo sapiens cONA FU11458 fis, clone HE 


2.2 


25 


439328 


W07411 


Hs.118212 


ESTs, Moderately similar to ALU3.HUMAN A 


3.3 


25 


449115 


AW959952 


Hs.37528 


ESTs. Weakly simBar to AF090944 1 PRO06 


23 


25 


437531 


A1400752 


Hs.1 12259 


T cell receptor gamma locus 


26 


25 


445424 


AB028945 


Hs.12696 


cortactin SH3 domain-binding protein 


3.4 


25 


403047 






NM_005655*:Homo sapiens transmembrane pr 


21.1 


25 


416198 


H27332 


Hs.99598 


hypothetical protein MGC5338 


25 


25 


417576 


AA339449 


Hs.82285 


pnosphonTxwylglycinamide formyitransfer 


25 


25 


430607 


AW973521 


Hs.247324 


mitochondrial ribosomal protein S14 


25 


25 


435401 


AI087958 


Hs.29088 


ESTs 


25 


25 


450654 


AJ245587 


Hs.25275 


Kruppel-type zinc finger protein 


25 


25 


426216 


N77630 


Hs.13895 


Homo sapiens cDNA FU 11 654 fis, done HE 


3.0 


25 


431325 


AW026751 


Hs.5794 


ESTs. Weakly similar to 2109260A B cell 


11.9 


25 


410102 


AW248508 


Hs.279727 


Homo sapiens cONA FU14035 fis, clone HE 


25 


25 
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446791 


AI632278 


Hs.195922 


418004 


U37519 


Hs.87539 


419791 


AI579909 


Hs.105104 


447210 


AF035269 


Hs.17752 


425294 


AF033827 


Hs.155553 


452741 


BE392914 


Hs.30503 


447702 


AI420256 


Hs.161271 


412043 


BE156622 


Hs.333371 


421413 


AI826128 


Hs.57637 


429128 


AA446869 


Hs.119316 


429258 


AA448765 




435102 


AW899053 


Hs.76917 


456161 


BE264645 


Hs.282093 


407021 


U52077 




437517 


AI927675 


Hs.244482 


408267 


AW380525 


Hs.343564 


447713 


AI420733 


Hs.207083 


456848 


AL121087 


Hs.296406 


437617 


A1026701 


Hs.5716 


432378 


AI493046 


Hs.146133 


443180 


R15875 


Hs.258576 


445929 


AI089660 


Hs.323401 


424701 


NM.005923 


Hs.151988 


445255 


NMJ)14841 


Hs.12477 


409731 


AA125985 


Hs.56145 


421709 


AA159394 


Hs.107056 


412707 


AW206373 


Hs.16443 


418882 


NMJJ04996 


Hs.89433 


451071 


AW138807 


Hs.204939 


420344 


BE463721 


Hs.97101 


433037 


NM.014158 


Hs.279938 


418329 


AW247430 


Hs.84152 


419544 


AI909154 




424602 


AK002055 


Hs.151046 


450693 


AW450461 


Hs.203965 


452387 


AI680772 


Hs.306094 


412045 


AAO99802 


Hs.83883 


428180 


AI129767 


Hs.182874 


419438 


AA406400 


Hs.12482 


443194 


AI954968 


Hs.279009 


414869 


AA157291 


Hs.21479 


407300 


AA102616 


Hs.120769 


436398 


A1683487 


Hs.152213 


439221 


AA737106 


Hs.32250 


453802 


AL134757 




421059 


AI654133 


Hs.30212 


426413 


AA377823 




431147 


AI767751 


Hs.20300 


442677 


AI557914 




446091 


AW022192 


Hs.200197 


431563 


AJ027643 


Hs.120912 


439478 


AF049460 


Hs.6574 


413049 


NMJ02151 


Hs.823 


405685 






407917 


U63139 


Hs.41587 


450378 


AW249181 


Hs.19954 


429303 


AW137635 


Hs.44238 


417248 


AA329449 


Hs.247302 


429277 


AW452016 


Hs.127863 


431555 


A1815470 


Hs.260024 


440099 


AL080058 


Hs.6909 


416653 


AA768553 


Hs.193145 


431542 


H63010 


Hs.5740 


401558 






418281 


U09550 


Hs.1154 


422295 


AF051151 


Hs.114408 


432453 


AI885537 


Hs.27172 


447499 


AW262580 


Hs.147674 


452994 


AW962597 


Hs.31305 


450325 


AI935962 


Hs.26289 


422390 


AW450893 


Hs.121830 


448789 


BE539108 


Hs.22051 


436679 


AI127483 


Hs.120451 


425263 


NM_001197 


Hs.155419 


451939 


U80456 


Hs.27311 


410252 


AW821182 


Hs.61418 


439699 


AF086534 


Hs.187561 


422576 


BE548555 


Hs.1 18554 


433293 


AF007835 


Hs.32417 


410733 


D842B4 


Hs.66052 


421379 


Y15221 


Hs.103982 


442995 


AA532511 


Hs.288455 


408833 


AW612232 


Hs.254835 



ESTs 

aldehyde dehydrogenase 3 family, member 
ESTs 

phosphalidylsenne-specific phosphdipas 

HNK-1 sulfotransferase 

Homo sapiens cDNA FU11344 fis, done PL 

ESTs 

Homo sapiens done TA40 untranslated mRN 
ESTs, Weakly similar to A49364 59 protei 
ESTs 

gb:zx10e09.r1 SoaresJotal_fetU5_Nb2HF8_ 

F-box only protein 8 

hypothetical protein FU21918 

gb:Human mariner 1 trans posase gene, comp 

Homo sapiens, done IMAGE:361 1719. mRNA. 

tubulirvspecific chaperone e 

ESTs 

KIAA0685 gene product 
K!AA0310gene produrt 
ESTs 
daudin 12 
dpy-30-fike protein 

mitogen-activaled protein kinase kinase 
synaptosomal-associated protein, 91 kOa 
Ihymosin, beta, identified in neuroblast 
CED-6 protdn 

Homo sapiens cDNA; FU21721 fis, clone C 
ATP-binding cassette, sub-family C (CFTR 
ESTs, Highly similar to A54677 homeotic 
putative G protein-coupled receptor 
HSPC067 protein 
cystathionine-beta-synthase 
gb:QV-BT20OO10499-007 BT200 Homo sapien 
hypothetical protein FU11193 
ESTs 

trinudeotide repeat containing 1 2 
transmembrane, prostate androgen Induced 
guanine nucleotide binding protein (G pr 
glyceronephosphate O-acyttrartsferase 
matrix Ga protein 
ubinuctein 1 

gb:zn43e07.s1 Stratagene Helacefl s3 93 
wingless-type MMTV integration site fami 
ESTs, Moderately simHar to 178885 serin 
gb:DKFZp547G1090_r1 547 {synonym: hfbrl) 
thyroid receptor interacting protein 1 5 
gb:EST90805 Synovia! sarcoma Homo sapien 
ESTs 

peroxisomal acyi-CoA thloesterase 

ESTs 

ESTs 

deformed epidermal autoregulatory factor 
hepsln (transmembrane protease, serine 1 
C2002829:gil4507689|reflNP_003298.1 1 tra 
RAD50 {S. cerevisiae) homolog 
ESTs, Weakly similar to T19873 hypotheti 
ESTs, Weakly similar to S65657 atpha-1C 
twisted gastnilalion 

ESTs, Weakly similar to SFR4_KUMAN SPUC 

Cdc42 effector protein 3 

DKFZP564G202 protein 

metaltothionein IE (functional} 

ESTs 

ENSP00000220478*:SECRETOGRANIN III. 
oviductal glycoprotein 1, 120kD (mucin 9 
toll-like receptor 5 

ESTs, Moderately similar to PC4259 ferri 
protocadherin beta 16 
WAA1547 protdn 
ESTs 

ESTs, Weakly similar to T42682 hypotheti 

hypothetical protein MGC15548 

ESTs, Weakly simitar to unnamed protein 

BCL2-interacfjng killer (apoptosfc-induc 

single-minded (Drosophfla) homolog 2 

nnicrofibrillar-associated protein 1 

ESTs, Moderately similar to ALU1_HUMAN A 

CGI-83 protdn 

hypothetical protein MGC4309 
CD38 antigen (p45) 

smaQ induti We cytokine subfamSy B (Cy 
Homo sapiens cDNA: FU23270 fis, done C 
ESTs 
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422424 


AI186431 


Hs.29663B 


prostate differentiation factor 


4.4 


Z2 


433444 


AW975324 


Hs.129816 


ESTs 


11.7 


Z2 


446354 


AW449650 


Hs.346335 


ESTs 


2.6 


Z2 


438869 


AF075009 




gb:Homo sapiens full length insert cDNA 


5.9 


Z2 


425628 


NM.004476 


Hs.1915 


folate hydrolase (prostate-specific memb 


12.8 


Z2 


424036 


AA770688 




H2A histane family, member L 


3.8 


Z2 


440146 


AW014231 


Hs.90790 


Homo sapiens cONA: FU22930 fis, done K 


4.8 


Z2 


404641 






NM_021965*:Homo sapiens phosphoglucomuta 


2.2 


2.2 


407253 


M411175 


Hs.141939 


ESTs, Moderately similar to S65657 alpha 


Z2 


Z2 


406068 






C2002008:giJ7303957|gb|AAF59000.1| (AEOO 


3.1 


2.1 


415162 


AF035718 


Hs.78061 


transcription factor 21 


Z1 


2.1 


423349 


AF010258 


Hs.1 27428 


homeo box A9 


5.9 


2.1 


424534 


D87682 


Hs.1 50275 


KIAA0241 protein 


2.3 


Z1 


407756 


AA116021 


Hs.38260 


ubiquitin specific protease 18 


Z5 


2.1 


440658 


H29142 


Hs.143032 


ESTs, Weakfy similar to neuronal thread 


2.5 


2.1 


416547 


H62914 


Hs.268946 


ESTs, Weakly similar to PC4259 ferritin 


Z1 


2.1 


432281 


AK001239 


Hs.274263 


hypothetical protein FU10377 


Z1 


Z1 


447533 


NM 004786 


Hs.18792 


thioredoxin-like. 32kD 


Z1 


Z1 


448966 


AW372914 


Hs.86149 


phosphoinositol 3-phosphate-binding prol 


2.1 


2.1 


449B97 


AW819642 


Hs.24135 


transmembrane protein vezatin; hypotheti 


2.1 


2.1 


452959 


AI933416 


Hs.189674 


ESTs 


2.1 


2.1 


427083 


NM_006363 


Hs.173497 


Sec23 (S. cerevisiae) homolog B 


2.8 


2.1 


408291 


AB023191 


Hs.44131 


K1AA0974 protein 


2.1 


Z1 


418727 


AA227609 


Hs.94834 


ESTs 


2.1 


2.1 


440491 


R35252 


Hs.130558 


ESTs, Weakly similar to 2109260A B cell 


2.1 


Z1 


433466 


AA508353 


Hs.105314 


relaxin 1 (H1) 


17.3 


Z1 


432695 


D63480 


Hs.278634 


KIAA0146 protein 


2.3 


Z1 


427982 


NM_016156 


Hs.181326 


KIAA1073 protein 


3.2 


Z1 


445873 


AA250970 


Hs.251946 


poty{A)-bindtng protein, cytoplasmic 1-1 


2.5 


Z1 


434569 


AI311295 


Hs.344478 


K1AA0196 gene product 


2.1 


Z1 


441791 


AW372449 


Hs.61271 


hypothetical protein FU21 159 


2.1 


Z1 


438520 


AA706319 


Hs.98416 


ESTs 


2.7 


Z1 


414269 


AA298489 


Hs.303171 


olfactory receptor, family 51, subfamily 


17.3 


2.1 


410660 


AI061118 


Hs.65328 


Fanconi anemia, complementation group F 


3.5 


Z1 


456660 


AA909249 


Hs.1 12282 


solute carrier family 30 (zinc transport 


7.4 


Z1 


450861 


A1523898 


Hs.17617 


ESTs 


Z4 


Z1 


419193 


D29643 


Hs.34789 


doIidiyl-dTphrjsphooDgosacchande-protei 


Z1 


Z1 


4237B4 


AK000039 


Hs.1 32826 


Homo sapiens cDNA FU14913 fis, done PL 


3.2 


Z1 


416208 


AW291168 


Hs.41295 


ESTs, Weakly similar to MUC2.HUMAN MUCIN 


a4 


Z1 


407182 


AA312551 


Hs.230157 


ESTs 


2.1 


Z1 


421689 


N87820 


Hs.106826 


KIAA1696 protein 


Z1 


Z1 


432833 


N51075 


Hs.1 10028 


ESTs 


Z1 


2.1 


425170 


AU077315 


Hs.154970 


transcription factor CP2 


Z6 


2.0 


436278 


BE396290 


Hs.5097 


synaptogyrin 2 


Z8 


ZO 


438719 


AA357129 


Hs.239625 


integral membrane protein 2B 


2.3 


Z0 


432728 


NMJ06979 


Hs.278721 


HLA class tl region expressed gene KE4 


3.6 


ZO 


410310 


J02931 


Hs.62192 


coagulation factor III (thromboplastin, 


2.0 


ZO 


429716 


R25685 


Hs.211933 


collagen, type XIII, alpha 1 


3.6 


ZO 


424081 


NM 006413 


Hs.1 391 20 


ribonudeaseP(30kD) 


ZO 


ZO 


433800 


AI034361 


Hs.1 35150 


rang type-l cell membrane-associated gjy 


Z0 


ZO 


413627 


BE182082 


Hs.246973 


ESTs 


3.3 


2.0 


414133 


AW022188 


Hs.41167 


ESTs 


2.3 


ZO 


411096 


U80034 


Hs.68583 


mitochondrial intermediate peptidase 


14.7 


Z0 


450244 


AA007534 


Hs.125062 


ESTs 


3.1 


ZO 


422493 


AW474183 


Hs.250173 


hypothetical protein FU13158 


Z6 


2.0 


409219 


AA393383 


Hs.133331 


ESTs 


Z1 


ZO 


419986 


A1345455 


Hs.78915 


GA-birtding protein transcription factor, 


Z0 


2.0 


421969 


AF052217 


Hs.110099 


core-binding factor, runt domain, alpha 


Z0 


ZO 


434128 


W93170 


Hs.284164 


protein x 0004 


Z7 


ZO 


434503 


T96231 


Hs.17762 


ESTs 


ZO 


ZO 


443292 


AK000213 


Hs.9196 


hypothetical protein 


2.0 


Z0 


443555 


N71710 


Hs.21398 


ESTs, Moderately similar to A Chain A, H 


2.0 


2.0 


448172 


N75276 


Hs.135904 


ESTs 


6.0 


ZO 


452039 


AI922S88 


Hs.172510 


ESTs 


ZO 


ZO 


400290 


H18836 


Hs.31608 


hypothetical protein FU20041 


6.2 


ZO 


449625 


NM_014253 




odz (odd OzAerwn, Drosophila) homolog 1 


10.1 


ZO 


441406 


Z45957 


Hs.7837 


phosDhoprotein regulated by mitogerric pa 


Z3 


ZO 


451369 


AA017321 


Hs.269691 


ESTs 


2.1 


ZO 


434011 


AW953437 


Hs.5486 


doneFLB5214 


Z1 


Z0 


408806 


AW847814 


Hs.289005 


Homo sapiens cDNA: FU21532 fis, done C 


5.4 


Z0 


433388 


A1432672 


Hs.288539 


hypotheUcal protein FU22191 


Z7 


ZO 


432653 


N62096 


Hs.293185 


ESTs, Weakly similar to JC732B amino ad 


5.5 


2.0 


446783 


AW138343 


Hs.141B67 


ESTs 


4.4 


2.0 


437323 


AA371145 


Hs.194397 


leptin receptor 


Z5 


ZO 


410076 


T05387 


Hs.7991 


ESTs 


Z9 


ZO 


421501 


M29971 


Hs.1384 


O-6-methylguanine-DNA methyl transferase 


Z1 


ZO 


419733 


AW362955 




Homo sapiens cDNA FU 1 441 5 fis, clone HE 


Z5 


2.0 
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Pkey: Unique Eos probeset Identifier number 

CAT number Gene duster number 

Accession: Gen bank accession numbers 



Pkey 
414680 

416882 

416913 
419544 
419733 

424036 

426413 
429258 
431676 
4326B9 



439518 
442677 

445808 
449625 

450580 

453802 



CAT Number Accession 

147525 1 AA743331 AA837388AW664540AA775711 AA150965BE465475 AA968994 AA886905 AI141054 AW194991 AA252147 AA319500 AI184288 

AA708749AA644620AA652769AA242975AA151074T19890 
162718J A1633044 AW016212 AW241 143 AA769058 R43272 AW068958 AA210918 AA293774 AI74881 5 AI763294 AI3331 14 AI277384 AI088297 AM68477 

A1824624 AW189606 AI631751 Z40749 AI984673 A1671316 AA189024 AW235412 BE1784 
163001 1 AW934714 BE161007 BE162500 AW749902 AW749864 BE162498 BE1 61005 AA1 90449 AW513465 BE161006 BE162499 
185760~2 AI909154 AA526337 AA244193 AI909153 

187589*1 AW362955 H59488 AI040666 W60959 W94209 H27231 T84625 H75715 W049S7 W63676 AA659693 AA514302 W63789 BE046412 T91396 

AI951 970 AW044233 N2001 8 AW66354B T901 14 All 39947 AA809643 AA846232 AA581966 AA789002 
23460 1 AA770688 H15373 AW161070 BE304523 BE378517 AA989300 AA904029 BE25421 1 AA449148 AI268420 A1300495 AI215637 AI300494 AI268551 

AA928971 AA179427 AA947684 BE393792 H98018 AIB85781 AI188567 AI290658 C15404 
266650 1 AA377823 AW954494 AI022688 
301917.1 AA448765 C04967 C03045 AA658293 
336411 1 AI6B5464AW971336AA513587AA525142 

35275 T AB01B320 H56457 AA247916 N83488 N87920 AA095653T1 9858 AL1 34279 AA094167 AI673378 AI000340 R47500 W16595 AW152297 AI625937 

AA002027 AI814851 AA902666 A1039729 AW975053 BE302243 AI240793 AA193203 N5581 
46651 J AF075009 R63109 R63068 

47334 1 W76326 AF086341 W72300 

548626 1 A1557914 W81031 AW473764 AI814081 W81068 AW182826 AW173296 AI376594 AI220500 BE257195 BE246486 R55637 C20788 A1014407 

AI248353AW028015 
65133 1 AV655234AW966332AA340239 

81 13_1 NMJM253 AF100772 BE088769 AL022718 BE161779 AW863569 BE161640 AL039060 BE168542 AW296554 AA323193 AA235370 AW779760 

N48674 AI375997 R45432 D59344 AI203107 F07491 R35360 R25094 AI913631 AI498402 T613 
83929 1 N40087 H12925 AA460779 AA096372 BE160847 AW816890 AW816893 AW816577 AW816891 AW816882 AW816868 AW816B89 AW816940 

AW81 6892 AW81 6941 AW816578 AA029183 T83320 HB6850 AA010295 BE160823 225353 AA150883 AW8 
9B1589J AL134757AW079131 



TABLE 61C _ _ 

Pkey: Unique number corresponding to an Eos probeset 

Ret Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers. "Dunham I. et al." refers to the publication entitled The DNA sequence of 

human chromosome 22' Dunham I. et at., Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 

Nt position: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


401197 


9719705 


Plus 


176341-176452 


401519 


6649315 


Plus 


157315-157950 


401558 


7139678 


Plus 


103510-104090 


402802 


3287156 


Minus 


53242-53432 


403047 


3540153 


Minus 


59793-59968 


404641 


9796810 


Minus 


32247-32362 


405685 


4508129 


Minus 


37956-38097 


40606B 


9114084 


Plus 


382-543 



s about 600 genes up-regulated in prostate cancer compared to normal adult tissues. These were selected from 59680 probesets on the Affymetrix/Eos Hu03 GeneChip 
rt the ratio of "average' prostate cancer to 'average" normal adult tissues was greater than or equal to 3.0. The "average' prostate cancer level was set to the 75* 



Table 62A lists a 

array such that the r _. ff „ r .~ 

percentile amongst prostate cancers. The "average" normal prostate tissue level was set to the 95* percentile amongst normal prostate tissues. In order to remove gene-specific 
background levels of non-specific hybridization, the 10* percentile value amongst non-malignant body tissues was subtracted from both the numerator and the denominator before the 
ratio was evaluated. 



TABLE 62A: ABOUT 600 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL PROSTATE TISSUES 



Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UntgenelD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of prostate tumor to normal prostate tissue , 



Pkey 

444151 
421566 
427274 
420729 
412326 
416188 
417696 
424247 
401197 
426793 
450096 
449156 
443271 
434078 



ExAccn 

AW972917 

NM-000399 

NM_005211 

AW964897 

R07566 

BE157260 

BE241624 

X14008 



AI682088 

AF103907 

BE568568 

AW880709 

AI382555 



UmgenelD Unigene Title 



Hs.128749 alptahrnelhylacyKtoAri 

Hs. 1 395 early growth response 2 (Krox-20 (Drosop 

Hs,174142 colony stJmulafing factor 1 receptor, fo 

Hs.290825 ESTs 

Hs.73817 small inducible cytokine A3 (homologous 

Hs.79070 v-tnyc avian myelocytomatosis viral oncog 

Hs.82401 CD69 antigen (p60, early T-cell acCvati 

Hs. 234734 rysozyme (renal amyloidosis) 

ENSP00000229263*:HSPC213. 

Hs.172350 HIR (histone cell cycle regulation defec 

Hs.79375 holocarboxylase synthetase {biotin-Iprop 

Hs.171 353 prostate cancer antigen 3, non-coding DD 

Hs.195704 ESTs 

Hs.283683 chromosome 8 open reading frame 4 

Hs.1 27950 bromodomain-containing 1 



R1 

42.2 
263 
16.0 
15.8 
14.7 
13.6 
13.1 

12.6 
126 
12.4 
12.3 
11.6 
11.2 
11.2 
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406038 Y14443 zinc finger protein 200 11.1 

426559 AB001914 Hs.170414 paired basic amino acid cleaving system 10.6 

419553 N34145 Hs.10177 ESTs. Moderately similar lo ZN91_HUMAN Z 10.4 

418036 Z37976 Hs.83337 latent transforming growth factor beta b 10.3 

5 410023 AB017169 Hs.57929 sSt (Drosophila) homolog 3 10.1 

4216B4 BE281591 Hs.106768 hypothetical protein FU 105 11 9.9 

426490 NMJW1621 Hs.170087 aryl hydrocarbon receptor 9.9 

437866 AA1 56781 metaflolhionetn IE (functional) 9.5 

440274 R24595 Hs.7122 scrapie responsive protein 1 9.4 

10 431117 AF003522 Hs.250500 delta (Orosophita)-like 1 9.4 

405141 Y14443 zinc finger protein 200 9.2 

448520 AB002367 Hs.21355 doublecortin and CaMkinase-like 1 9.2 

417315 AI080042 Hs.1B0450 ribosomal protein S24 9.0 

433332 AI367347 Hs.44898 Homo sapiens done TCCCTA001 5 1 mRNAsequ 9.0 

15 456614 AV653110 Hs.106650 hypothetical protein FU20533 6.9 

427019 AA001732 Hs.173233 hypothetical protein FU 10970 8.9 

432606 NM 002104 Hs.3066 granzyme K (serine protease, granzyme 3; 8.8 

417381 AF164142 Hs.82042 solute carrier family 23 (nucleobase tra 8.6 

425174 D87450 Hs.154978 K1AA0261 protein 8.6 

20 445701 AF055581 Hs.13131 lymphocyte adaptor protein 8.5 

416182 NM.004354 Hs.79069 cyclinG2 8.4 

445230 U97018 Hs,12451 echinoderm microtubule-asscciated protei 8.4 

421913 AI934365 Hs.109439 osteoglycin (osteoinductive factor, mime 8.4 

434217 AW014795 Hs.23349 ESTs 8.3 

25 417363 AW129357 Hs.329700 ESTs 8.3 

425782 U66468 Hs.1 59525 cell growth regulatory with ERiand doma 8.3 

442501 AA315267 Hs.23128 ESTs 8.3 

429503 AA394183 Hs.26873 ESTs 8.2 

„ 429984 AL050102 Hs.227209 hypothetical protein FU21 61 7 8.1 

30 443837 AI984625 Hs.9884 spindle pole body protein 8.0 

449048 Z45051 Hs.22920 simflar to S68401 (cattle) glucose indue 8.0 

444880 AW118683 Hs.154150 ESTs 7.9 

417407 AA923278 Hs.290905 ESTs. Weakly similar to protease (H.sapi 7.9 

436962 AW377314 Hs.5364 OKFZP564I052 protein 7.9 

35 450313 AI038989 Hs.332633 Bardet-Biedl syndrome 2 7.6 

420120 AL049610 Hs.95243 transcription elongation factor A (SIP,- 7.5 

438613 C05569 Hs.243122 hypothetical protein FU13057 similar to 7.4 

419078 M93119 Hs.89584 Insutinoma-assoclated 1 7.4 

_ A 425905 AB032959 Hs.318584 novel C3HC4 type Zinc finger (ring finge 7.3 

40 451900 AB023199 Hs.27207 KtAA0982 protein 7.3 

447769 AW873704 Hs.320831 Homo sapiens cDNA FU 14597 fis, clone NT 7.3 
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hypothetical protein FU00052 5.6 
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selectln P ligand 5.4 
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DNA segment on chromosome X (unique) 992 5.4 

COM4 5.4 
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ESTs 5.4 

hypothetical protein 5.3 

annexin A3 5.3 

eukaryotic translation elongation factor 5.3 

Homo sapiens mRNA: cONA DKFZp564O0472 (f 5.3 
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Ca2-»dependent activator protein for seer 5.3 
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ESTs 5.2 
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Homo sapiens cDNA FU 14337 fis, done PL 5.2 
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K1AA0187 gene product 5.1 
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4.0 


433409 


At2788Q2 


Ue 9«;rri 
no. tooo i 


ESTs 


A n 
4.U 


452188 


AA1 20761 


Ue 90907 


lAAAf Mnm^in htnrlinn nrA^aSn A fff\*mrr\ \\tnA 

» » » v oofudin uinoing proiein <i ^lOnTwi uukj 


a n 
4.U 


417187 


ARM 11m 


Ue 99/CCQ 
M5.334033 


nypotneucai protem Mbuiiuy 


4.0 


421921 


R83363 




transtocase of inner mitochondrial membf 


a n 

4.0 


447247 




rUj^O/330 


nomo sapiens cuna r lj i juau ns, clone » i 


A n 
4.0 


415710 


J04543 


Hs.78637 


annoytn A7 


a n 


457794 


AA689292 




ESTs 


a n 

4.U 


451124 


A1186203 


Hs.31432 


r*anK\Ck^ stvXtvnn ranoot rvnlewrt 
UdlUlA* dllAyiDl leptidl pfOlcUl 


a n 

4.U 


424401 


K67220 


Hs 169681 

IK). 1 UJUU 1 


death effector domain-containing 


A n 
4.U 


435905 


AW997484 


l-k 5003 


KIAA04SR nmJftln 

IMMMU40D pi thrall 


a n 


442731 


AI868167 


Hs 131044 
no. i u i u*t*t 


ESTs 


4.U 


418650 


BE3B6750 


Uc RfiQ7fl 


prolyl endopepfidase 


j.a 


423749 


U09848 


Ue i99Q0fl 
rts.l 0439U 


zmc nnger protem oo (KOa 18) 


3.9 


439394 


AA14Q9RO 


Uc £cift£ 
ns.ooiuo 


CO IS 


3.9 


442287 


nWaOdf U3 


ns.oiov 


synaptic nuclei expressed gene 1b 


3.9 


430(00 


AUU0771 C7 
AWaY f lOf 


U, 4 CCO70 

HS. 1 33Z7Z 


ESTs 


3.9 


451030 


K40597 


ns. IDI4Z0 


to I s, Mooeraieiy similar to Ybnu I uireon 


3.9 








Target Exon 


3.9 


439231 


MW30I9O3 


Up IvM/Qfl 

ns. 14 14oU 


Homo sapiens mRNA; cDNA DKFZp434N079 (fr 


3.9 


AAA7ZS. 

4447 03 


A A>t91704 
AA4Jl/y 1 


U. 4 400*10 

HS. 113823 


CtpX (caseinofytic protease X, E. coB) 


3.9 


447276 


Al A4Q7W 


Ue 17GQ7 

nS.l / so/ 


nypotneucai protein MGC1203 


3,9 


431912 


AtfiR/KCO 
/vOgUOOl 


Hs. 76549 


ESTs, Weakry similar to A561 54 AW subst 


3.9 


4£0493 




Mi, IQ/tOQ 

nS.lcwZO 


nypotneucai protem FU 10883 


3.9 


412978 


rtKtJ | /UO 


Uc R9ft 

ns.Dzv 


homeo box C6 


3.9 






U» OTCOVC 


XPMC2 protein 


19 


447482 




Uc lOTftC 

ns. 10/ uo 


iMAAi cao protein 


3.9 


449590 




n5.£D00O3 


COT- 
Co IS 


3.9 


450203 




Uc ^ni«;9a 

ns. JU 1 3&0 


L-kynurenine/alpha-aminoadlDate aminotra 


19 


450899 


T77447 


Uc 177RRA 
ns. lit out 


COI s 


A a 


423337 


NM_004555 


Hs 127337 

rid. i z. f (jvf 


gym 9 fmrtrit r(m av?H 

axin £ ^cunuueon, bmIJ 


9 a 

3.0 


452588 




Ue llflR-57 


ilOTTlcO DUX n IU 


18 


422661 


NM 014700 


ns. I 1 BULK* 


k1AAn£R£ nana nmrliir*4 

rwvMJooo gens prouuci 


18 


437231 


BE3O30O0 


Hs 288929 


hvnnlhofiral nmloln PI 1119^0 cimltsr in 

iiypunicuudj piuiein ru loioo amiiar 10 


•a q 
d.o 


450506 


NM 004460 




nDiDoiasi acovaoon proiein, aipna 


18 


407317 


AI204033 


Ue 97-MCf 


to i s, weawy similar ro wwzz nypotneti 


3.8 


410330 




Ue 1 CQ49l% 

ns. i otKtzj 


CQTe 
CO is 


18 


444143 


AW747Q0.fi 


nS. 1 Ova 9 ? 


co i s, MoaeraiBiy similar to Aooiiw tnrom 


3.8 


415156 


X84908 


Hi 78060 


pnospnoryiase isinsse, oeca 


9 Q 


422975 


AA347720 


u. 199ARQ 
ns. iz/DOa 


WlAAft9A4 nmloin 

mmau/o** proiein 


3.8 


403100 






f^0nin97*'fti|79QR971lnhlAACi:iCft9 11 /ACfl 


3.8 


422449 


AF168416 


Ue 11R7RA 
ns». 1 1 o» o*» 


uiyroiu normouB receptor mieracior 4 


9 Q 
3.0 


424163 


NM_007071 


Hs.142245 


HERV-H LTR-associating 3 


3.8 


424806 


AA382523 


Hs.105689 


MSTP031 protein 


3.8 


425878 


AW964805 


Hs.38085 


Homo sapiens. Similar to R1KEN cDNA 0610 


3.8 


432353 


AA534489 




gb:nf76g1 1.s1 NCl_CGAP_Co3 Homo sapiens 


3.8 


443441 


AW291196 


Hs.92195 


ESTs 


3.8 


432529 


AJ989507 


Hs.162245 


ESTs 


3.8 


432908 


Ai 861896 


Hs.304505 


ESTs 


3.8 


424723 


BE4098.13 


Hs.152337 


protein arginine N-meth/i transferase 3(h 


3.8 


424855 


AW204725 


Hs^5560 


ESTs 


3.8 


414664 


AA587775 


Hs.66295 


mulu^PDZ^omain-containing protein 


3.8 


437162 


AW005505 


Hs.5464 


thyroid hormone receptor coactivating pr 


3.8 


421828 


AW891965 


Hs.279789 


histone deacetylase 3 


3.8 
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10 
15 

20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



451524 
418821 
422049 
453160 
416072 
424906 
445554 
449523 
452259 
417348 
430289 
435401 
448807 
413403 
418323 
449125 
408089 
428242 
439209 
434927 
431735 
456619 
458082 
411213 
414709 
415339 
418203 
427283 
452260 
439506 
420077 
451009 
436473 
413198 
443067 
452281 
452561 
433269 
445817 
447033 
414171 
427138 
442991 
434974 
443399 
401807 
413979 
414680 
417380 
425710 
441247 
445183 
426931 
417873 
419594 
446416 
449008 
456719 
432101 
453565 
449217 
412922 
450066 
429302 
451246 
415528 
435513 
440643 
4O906B 
439132 
451173 
422673 
401597 
401744 
432723 
449465 
450828 
432125 
435411 
434629 
43715B 
416375 
419441 



AK001466 

AA436002 

W25760 

AI263307 

AL1 10370 

AI566086 

AA151730 

NM.000579 

AA317439 

AI940507 

AK0019S2 

R44477 

AI571940 

AA129105 

NM 002118 

AI671439 

H59799 

H55709 

AF087993 

H46612 

AW977724 

AV647917 

AW978811 

AA676939 

AA704703 

NM.015156 

X54942 

AL119796 

AA453208 

'AI361238 

AW512260 

AA013140 

AI193122 

AW157712 

AI077389 

T93500 

AI692181 

AI343543 

NM.003642 

AI357412 

AA360328 

N77624 

BE281238 

AA778711 

A1452659 

BE218090 

AA743331 

T06809 

AF030880 

AW1 18681 

AB007877 

NVL003416 

BE266659 

AA013051 

AV658299 

AW578003 

Z43784 

AI918950 

BE2S8808 

AA278536 

M60721 

H56499 

AU076674 

AW189232 

R17236 

AW404075 

M78878 

AW236991 

H72803 

AI7B5082 

N59027 

AA172106 

D29677 
NM_004380 



AW972667 
AW444619 
AA789081 
AW090198 



AW023731 



Hs.26516 rr/pothelicaJ protein FU 10604 18 

Hs.183161 ESTs 3.8 

Hs.77631 glydne deavage system protein H (amino 3.8 

Hs.239884 H2B hlstone family, membef L 3.8 

Hs.79000 growth associated protein 43 a7 

Hs.1 53716 Homo sapiens mRNA far Hmob33 protein, 3" 3.7 

Hs.301789 nudix (nucleoside diphosphate linked mol 3.7 

Hs.54443 chemokine (OC motif) receptor 5 3.7 

Hs.28707 signal sequence receptor, gamma (translo 3.7 

Hs.318526 hypothetical protein FU 12661 17 

Hs.238039 hypothetical protein FU 11090 3.7 

Hs.10056 hypothetical protein FU14621 17 

Hs.7549 ESTs 3.7 

Hs.198425 ESTs, Moderately similar to S65657 alpha 17 

Hs.1 1 62 major histocompatibility complex, class 3.7 

Hs.1 96029 Homo sapiens mRNA for KIAA1657 protein, 3.7 

Hs.42644 thtoredoxin-like 17 

Hs.2250 leukemia Inhibitory factor (cholinergic 17 

Hs.91954 ESTs " 3.6 

Hs.293815 Homo sapiens HSPC285 mRNA. partial cds 16 

Hs.75968 thymosin, beta 4, X chromosome 3.6 

Hs.1 071 53 inhibitor of growth family, member 1-fik 16 

Hs.314451 ESTs, Weakly similar to ALU1.HUMAN ALU S 16 

Hs.69285 neuropilin 1 3.5 

Hs.77031 Sp2 transcription factor 3.6 

HsJ8398 KIAA0071 protein 3.6 

Hs.83758 COC28 protein kinase 2 16 

Hs.174185 ectonudeotide pyrophosphatase/phospfiodi 16 

RAB9, member RAS oncogene family 16 

Hs.41136 ESTs 16 

HS.B7767 ESTs 3.6 

Hs.115707 ESTs 3.6 

Hs.1 32275 ESTs 36 

Hs.47534 ESTs, Weakly similar to 138022 hypotheti 3.6 

Hs.269818 ESTs, Weakly similar to Z195JIUMAN ZINC 16 

Hs.28792 Homo sapiens cDNA FU 11041 fis, done PL 16 

Hs.49169 KIAA1634 protein 16 

Hs.126890 ESTs 3.6 

Hs.13340 htstone acetyltransferase 1 3.6 

Hs.157601 ESTs 16 

Hs.865 RAP1A, member of RAS oncogene family 3.6 

Hs.1 73717 phosphatidJc acid phosphatase type 2B 16 

Hs.8886 hypothetical protein FU20424 16 

Hs.4310 eukaryotic translation Initiation factor 15 

Hs.61 153 proleasome (prosome, macropain) 26S subu 15 

C7001350:gi|6578126|gb|AAF17706.1|AF0496 3.5 

Hs.279453 ESTs 3.5 

hemoglobin, alpha 2 15 

Hs.332086 ESTs 15 

Hs.159275 solute carrier family, member 4 3.5 

Hs.128051 Homo sapiens thymic stromal tymphopoieb* 15 

Hs.1 2385 KIAA0417 gene product 15 

Hs.2076 zinc finger protein 7 (KOX 4, done HF.1 15 

Hs.293659 Homo sapiens, Similar to R1KEN cONA A430 15 

Hs.91417 topoisomerase (ONA) II binding protein 15 

Hs.163959 ESTs 15 

Hs.22826 tropomodulln 3 (ubiquitous) 15 

ankyrin 3, node of Ranvier {ankyrin G) 15 

Hs.1 23642 EphA3 15 

Hs.33363 DKFZP434N093 protein 15 

Hs.23262 ribonudease, RNase A family, k6 15 

Hs.74870 H2.0(DrosophilaHikehomeobox1 15 

Hs^52692 ESTs, Weakly similar to 138022 hypotheti 15 

Hs,198899 eukaryotic translation initiation factor 15 

Hs.39140 cutaneous T-cell lymphoma tumor antigen 15 

gb:yg12c04x1 Soares Infant brain 1N1B H 15 

Hs.42785 DC11 protein 15 

Hs.7314 WAA0614 protein 15 

Hs.102495 ESTs. Moderately similar to I38022 hypot 15 

Hs.38363 ESTs 15 

Hs.48317 ESTs 15 

gb:yv59d1 1 .rl Soares fetal liver spleen 3.4 

Rag C protein 14 

Target Exon 3.4 

Hs.3085 WAA0054 gene product; Helicase 14 

Hs.23598 CREB binding protein (Rubinstein-Taybi s 3.4 

HsJ04715 ESTs 14 

Homo sapiens cDNA FU 1 2300 fis, done MA 14 

Hs.138211 ESTs 14 

Hs.4029 gfoma-amplified sequence-41 14 

KIAA1 150 protein 14 

Hs.124700 ESTs 14 

Hs.274368 MSTP032 protein 14 

718 



WO 03/042661 



PCT/US02/36810 



432741 AJ73235B Hs.185118 ESTs, Moderately similar to A374 13 calW 14 

439192 AW970536 Hs.105413 ESTs 3.4 

440474 AI207936 Hs.7195 ganwna-arninobutyricaad(GABA)Areceplo 3.4 

428466 AF151063 Hs.184456 hypothetical protein 3.4 

5 447397 BE247676 Hs.18442 E-1 enzyme 3.4 

426828 NMQ00020 Hs.172670 activin A receptor type ll-Kke 1 3.4 

418293 A1224483 Hs.16063 hypothetical protein FU21 877 3.4 

424779 AL046851 Hs.153053 C037 antigen 3.4 

415015 NM_002109 Ks.77798 histidyMRNA synthetase 3.4 

10 425900 AK000166 Hs.288809 hypothetical protein FU20 159 3.4 

408113 T82427 Hs.194101 Homo sapiens cDNA: FU 20869 fis, done A 3.4 

452852 AK001972 Hs.30822 hypothetical protein FU1 11 10 3.4 

414671 AA832479 Hs.72080 ESTs 3.4 

431689 AA305688 Hs.267695 UDP-Gal:betaGtcNAc beta t.^galaclosyltr 3.4 

15 444480 A1150730 * Hs.265640 ESTs, Moderately similar to A47582 B-cel 3.4 

403389 C3001393*-.gi]3327090|dbiIBAA31613.1| {AB 3.3 

440749 W22335 Hs.7392 hypothetical protein MGC3199 3.3 

408374 AW025430 Ks.155591 forkhead box F1 3.3 

410494 M36564 Hs.64016 protein S (alpha) 3.3 

20 426997 BE620738 Hs.173125 pepUdylprclyl isomerase F (cyctophilin 3.3 

433505 AW504027 Hs.15301 Homo sapiens cDNA FU12596 fis, clone NT 3.3 

400277 Eos Control 3.3 

411031 W37943 Hs.34892 KIAA1 323 protein 3.3 

417295 AW993524 Hs.43148 ESTs 3.3 

25 438459 T49300 Hs.35304 Homo sapiens cDNA FU 13655 fis, clone PL 3.3 

432169 Y00971 Hs.2910 phosphoribosyl pyrophosphate synthetase 3.3 

437872 AK002015 Hs.5887 RNA binding motif protein 7 3.3 

443912 R37257 Hs.184780 ESTs 3.3 

445270 AI762154 Hs.54982 Homo sapiens cDNA FU14014 fis, clone HE 3.3 

30 425836 AW955696 Hs.90960 ESTs 3.3 

414565 AA502972 Hs.183390 hypothetical protein FU 13590 13 

418700 A1963808 Hs.86970 ESTs, Moderately simitar to ALU5_HUMAN A 3.3 

428186 AW504300 Hs£95605 mannosidase, alpha, class 2A, member 2 3.3 

436499 AJ276678 Hs.283102 HEF like Protein 3.3 

35 448164 R61680 Hs.26904 ESTs, Moderately similar to Z1 95_HUMAN Z . 3.3 

426848 H72531 Hs.36190 ESTs 3.3 

439653 AW021103 Hs.6631 hypothetical protein FU20373 13 

450094 AI174947 Hs.295789 Homo sapiens mRNA;cONADKFZp564D1164(f 13 

402474 NM_004079:Homo sapiens cathepsin S (CTSS 13 

40 424800 AL035588 Hs.1 53203 MyoD family inhibitDr 3.3 

4302B0 AA361258 Hs.237868 Interteukin 7 receptor 3.3 

408968 AI652236 Hs.49376 hypothetical protein FU20644 3.3 

453548 AL079983 Hs.116774 integrtn, alpha 1 3.3 

451367 AA923729 Hs.26322 ceO cycle related kinase 3.2 

45 444445 AA342329 Hs.1 15920 Homo sapiens cDNA: FU22816 fis, done K 12 

445472 AB006831 Hs.1 2784 Homo sapiens mRNA for KIAA0293 gene, par 12 

400658 ENSP00000237081':KIAA1217 PROTEIN {FRAGM 12 

408101 AWS68504 Hs.123073 COC2-related protein kinase 7 12 

410366 AI267589 Hs.302689 hypothetical protein 12 

50 411048 AK001742 Hs.67991 hypothetical protein DKFZp434G0522 12 

421246 AW582962 Hs.102897 CQ-47 protein 12 

422763 AA033899 Hs.83938 ESTs. Moderately similar to MAS2_HUMAN M 12 

426227 U67058 Hs.154299 Human proteinase activated receptor-2 mR 12 

439047 AW979177 gb:EST391287 MAGE resequences, MAGP Homo 12 

55 444451 AV650179 Hs.282431 ESTs 12 

420568 F09247 Hs.247735 protocadherin alpha 10 12 

.406973 M34996 Hs.198253 major histocompatibiiity complex, class 12 

402802 NM 001397:Homo sapiens endothefin conver 12 

431304 BE157283 gb:RC4-KT0373-13020CW1 1-a03 HT0373 Homo 12 

60 406247 Target Exon 12 

411653 AF070578 Hs.71168 Homo sapierts done 24674 mRNA sequence 12 

412639 AW9612B4 Hs.296235 ESTs 12 

419168 AI336132 Hs.33718 Homo sapiens cDNA FU 12641 fis, clone NT 3.2 

433561 BE540937 Hs.20104 hypothetical protein FU00052 3.2 

65 436207 AA334774 Hs.12845 hypothetical protein MGC13159 3.2 

438461 AW075485 Hs.286049 phosphoserine aminotransferase 12 

455473 AW984788 gb:RC1-HN0015.1204u^-021-c07HN0015Horno 12 

441683 BE564214 Hs.102946 ESTs 12 

417386 AL037228 Hs.82043 0123 gene product 12 

70 427286 AW732802 Hs.2132 epidermal growth factor receptor pathway 12 

442355 AA456539 Hs.8262 tysosomal-assodaled membrane protein 2 12 

422473 U94780 Hs.1 17242 meningioma expressed antigen 6 (coited-c 3.2 

407816 AW500857 Hs.40137 anaphaseiJromoting complex 1; meioticch 12 

„ 458B09 AW972512 Hs.209B5 sin3^ssociated polypeptide, 30kD 12 

75 453864 AW021407 Hs.21068 hypothetical proteh 3.2 

448944 AB014605 Hs.22599 atrophin-1 interacting protein 1; activi 3.2 

435129 AI381659 Hs,257085 ESTs 3.2 

424894 H83520 Hs.1 53678 reproduction 8 12 

ork 416959 D28459 Hs.80612 ublquifin-conjugaflng enzyme E2A (RAD6 h 12 

80 410185 BE294068 Hs.737 immediate early protein 3.2 

451149 AL047586 Hs.1 0283 RNA binding motif protein 8B 12 

410531 AW752953 gb:QVO-CT0224-261 099^)35^02 CT0224 Homo 12 

411954 AA652523 Hs.269496 ESTs, Weakly similar to 138022 hypotheti 3.2 
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423748 AI149048 Hs.30211 hypotheltcd protein FU22313 3.2 

444489 AI151010 Hs.157774 ESTs 3.2 

453124 AI139058 Hs.1 25790 leucine-ricti repeal-containing 2 3.2 

452413 AW082633 Hs.212715 ESTs 3.1 

5 409390 AI927212 Hs.3734 ESTs 3.1 

453078 AF053551 Hs.31584 metaxln2 3.1 

453024 AW846787 gb:QV3-CT0194-181099-004-e01 CT0194 Homo 3.1 

439444 AI277652 Hs.54578 ESTs, Weakly similar to I38022 hypolheti 3.1 

441124 T97717 Hs.119563 ESTs 3.1 

10 416128 AA173532 COC14 (cell division cycle 14, S. cerevi 3.1 

445101 T75202 Hs.12314 Homo sapiens mRNA; cDNA DKFZp586C101 9 (f 3.1 

407949 W21874 Hs^47057 ESTs, Weakly similar to 2109260A B cell 3.1 

413492 087470 Hs.75400 WAA0280 protein 3.1 

421044 AF061871 Hs.101302 Human DNA sequence from clone RP1-238D15 3.1 

15 422603 BE242587 Hs.1 18651 hematopoieticafly expressed homeobox 3.1 

427399 NM014883 Hs.177664 KIAA091 4 gene product 3.1 

434804 AA649530 Hs.348148 gb:ns44f05.s1 NQ_CGAP_Alv1 Homo sapiens 3.1 

442908 AW296888 Hs.170939 ESTs 3.1 

„ 445840 AI277811 Hs.146291 ESTs 3.1 

20 446084 AL137658 Hs.13768 Homo sapiens mRNA; cDNA OKFZp434l 121 6 (f 3.1 

435293 AI040777 Hs.1 17170 ESTs 3.1 

400750 Target Exon 3.1 

416B52 AF283776 Hs.80285 Homo sapiens mRNA; cDNA DKFZp586C1723 (f 3.1 

. _ 423566 AW976434 Hs.3623 hypothetical protein FU 11220 3.1 

25 409558 BE253407 Hs.72363 Homo sapiens mRNA for FU0D1 1 6 protein, 3.1 

4001 94 NM_003763:Homo sapiens syntaxin 16 (STX1 3.1 

400479 Target Exon 3.1 

402895 ENSP00000252117:Myelintranscnptiontac 3.1 

403423 TargelExon 3.1 

30 408161 AW952912 Hs.300383 hypothetical protein MGC3032 3.1 

410886 AW809324 gb:MR4-ST0121-141099-01(MS06J ST0121 Ho 3.1 

414922 D00723 Hs.77631 glycine cleavage system protein H (amino 3.1 

420121 AW968271 Hs.191534 ESTs, Weakly similar to ALU1 HUMAN ALUS 3.1 

430519 AF129534 Hs.49210 F-box only protein 4 3.1 

35 447147 AA910353 Hs.292815 ESTs, Weakly similar to T23482 hypolheti 3.1 

422481 AL050163 Hs.117339 DNAX-acllvalion protein 10 3.1 

430487 087742 Hs.241552 WAA0268 protein 3.1 

409549 AB029015 Hs.54886 phosphoDpase C, epsilon 2 3.1 

423554 M90516 Hs.1674 glutarnine-fmctose-6-phosphatetransarnin 3.1 

40 431286 AW263476 Hs.44268 myelin gene expression factor 2 3.1 

430226 BE245562 Hs.2551 adrenergic, beta-2-, receptor, surface 3.1 

408051 A1623351 Hs.172148 ESTs 3.1 

420090 AA220238 Hs.94986 ribonuctease P (38kD) 3.1 

400296 AA305627 Hs.139336 ATP^inding cassette, sub-femOy C (CFTR 3.1 

45 414279 AW021691 GCN5 {genera! control of amino-acid synt 3.1 

440426 AI159800 Hs.7181 Homo sapiens cDNA FU 13663 Gs, clone PL 3.1 

423872 ABO20316 Hs.134015 uronyt 2-sulfatransferase 3.1 

420154 A1093155 Hs.95420 JM27 protein 11 

447560 AF065214 Hs.18858 phospholipase A2, group IVC (cytosolic, 11 

50 453293 AA382267 Hs.10S53 ESTs 3.1 

434398 AA1 21098 Hs.3838 serum-inducible kinase 3.0 

414135 NM.004419 Hs.2128 dual specificity phosphatase 5 3.0 

441527 W19504 Hs.7884 solute carrier family 21 (organic anion 3.0 

r _ 423957 AW978309 Hs.136235 Homo sapiens cDNA FU 13542 fis, clone PL 3.0 

55 444001 A1095087 Hs.1 52299 ESTs, Moderately similar to S65657 alpha 3.0 

411315 AW836547 gb:PM3-LT0032-0301 G(W06-e08 LT0032 Homo 3.0 

414178 AW957372 Hs.46791 ESTs, WeaWy similar to I38022 hypolheti 3.0 

441401 AI824338 Hs.126891 ESTs . 3.0 

457718 F18572 Hs.22978 ESTs, Weakly similar to ALU4 HUMAN ALU S 3.0 

60 429500 X78565 Hs.289114 hexabrachlon (tenascin C, cytotactin) 3.0 

424240 AB023185 Hs.143535 wtdumfcalrTOduiirHJependent protein kin 3.0 

447476 BE293466 Hs.20880 ESTs. Weakly similar to 138022 hypolheti 3.0 

419440 AB020689 Hs.90419 WAA0882 protein 3.0 

421786 AJ188653 Hs.21351 ESTs 3.0 

65 433285 AW975944 Hs.237396 ESTs 3.0 

409997 AI906055 Hs.57749 synaptic nuclei expressed gene 2; WAA10 3.0 

417874 BE616160 Hs.82829 protein tyrosine phosphatase, non-recept 3.0 

420956 AA351584 Hs.100543 Homo sapiens clone 24505 mRNA sequence 3.0 

445345 AW003850 Hs.1 2532 chromosome 1 open reading frame 21 3.0 

70 450671 A1356967 Hs.43086 ESTs, Weakly similar to A46010 X-Med 3.0 

427315 AA179949 Hs.175563 Homo sapiens mRNA; cDNA DKFZp564N0763 (f 3.0 

434953 BE049102 Hs.179982 ESTs, Weakly similar to TRHY_HUMAN TRICH 3.0 

436469 AK001455 Hs.5198 Down syndrome critical region gene 2 3.0 

428130 AW444985 Hs.77603 ESTs 3.0 

/5 414839 X63692 Hs.77462 DNA (cytosine-5-)-methyltransferase 1 3.0 

445784 AJ253155 Hs.146065 ESTs 3.0 

446677 AI800311 Hs.156291 ESTs 3.0 

426448 R06O54 gb:ye89g07.r1 Soares fetal liver spleen 3.0 

445921 AW015211 Hs.146181 ESTs 3.0 

50 406673 M34996 Hs.198253 mapr histocompatibiGty complex, class 3.0 

430387 AW372884 Hs.240770 nuclear cap binding protein subunit 2. 2 3.0 

427157 U51166 Hs.173824 thymine-DNA giycosytase 3.0 

435907 AW304025 Hs.258397 ESTs 3.0 
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451102 AA015683 Hs.41185 Homo sapiens mRNA; cONA DKFZp56401 262 (f 30 

iSS ^S? 44 tryptophanyltRNA synthetase 2 (mltochon 3.0 

414052 AW578849 Hs.283552 ESTs. Weakly similar to unnamed protein 30 

450580 N40087 ESTs 30 



TABLE 62B 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Pkey. Unique Eos probeset identifier number 
CAT number. Gene cluster number 
Accession: Genbank accession numbers 



Pkey 

410531 
410886 
411315 
411962 
414279 



CAT Number Accession 



1207200.1 

1225823J 

1238570.1 

126744.1 

143227J 



414680 147525.1 



415528 
416126 
416882 

422673 
426448 
430935 
430968 
431304 
431676 
432125 
432363 
437158 



1539409 1 

157163.1 

162718J 

219674.1 
267323.1 
325772.1 
326269.1 
331286.1 
336411.1 
341776.1 
345469 1 
43392.5 



437866 44433_2 



439047 
439518 
450506 

450580 

452260 

453024 

455473 

456719 

TABLE 62C 



468139 1 
47334 T 
836.1 

.1 



9074.1 
944876.28 
1292917.1 
222707.1 



AW752953 H88044 BE 156092 
AW809324 BE144977 BE144956 
AW836547 AW83651 3 AW836587 
AA099050AA099526T47733 

R17236 R525B0F11642 

AA173632 AI174BS8 AA581361 AI700024 AA173988 BE165417 AJ366964 

AW I 01 6212 AW241 143 M769058 AW088958 AA210918 AA293774 AI748815 A1763294 AI3331 14 AI277384 AI088297 AI468477 
AI824624 AW189606 AJ631751 Z40749 AI984673 AI671316 AA189024 AW235412 BE1784 
N59027 AA314694 N53937 R08100 
R06054 AA378789 AW956453 

avKJ^^ N5935 ° mm2 Al280239 Al220572 AA789302 AI473611 AW841126 060937 

BE157283BE157287AA502438 
AI6B5464 AW97 1 336 AA51 3587 AA525142 
AW972667 AA526539 AI057032 AW167842 
AA534489 AW970240 AW970323 

AW979177 AA846994 AA829672 
W76326AF086341W72300 

y$£5^}!^ U76833 AW630055 AW471 1 33 002434 W4 5237 AW79351 8 BEOT01 12 A1587479 AJ624429 AW190535 AI446661 AI478772 
AW022667 AA528235 AA599775 AW613820 AI435793 AW594230 AI051768 AI200109 A16B0296 

^S^^t^!I?J^ mSn BE160847 AW815890 AW816893 AW816577 AW816891 AW816882 AW816868 AW816889 AW816940 
AW816892 AW816941 AW81657B AA029183 T83320 H86850 AA010295 BE1 60823 Z25353 AA150883 AW8 

M453208 NM.004251 U44103 AI671547 N57463 AW007521 A1479232 T82809 R67109 AW796099 AI833027 AI765395 AI763029 A175822B 
BE326331 AI934576 AI922378 AW276431 AI71 8466 N36566 AA904753 BE464245 A1338752 Al 

A S^I A !? 903370 AW9 »3378 AW752032 AW839052 AW839051 AW839054 AWB39058 AW903374 AW839045 AW903373 AW903352 

AW839043 AW839049 AW903372 AW846755 AW846767 AW903368 AW846766 BE1 46826 AW839056 AVV8468W AW 

iSI2JS^!S5J21S AV I 984811 AW984807 AW984819 AW984790 AW984782 AW984784 AW984780 AW984814AW984795 AW984793 

AW984789 AW984823 AW948021 AW984802 AW9B4800 AW984799 AW984825AW984792 AW984821 AW984820AW 

Z43784 R13382 AW57291 1 AA449369 H17037 R19603 AI632565 AW004030 BE502530 Z25032 AA805324 AA449241 AI551825 A1264863 

AW196918AA948267AJ953735AJ263703AA™ 



Pkey: 
Ren 

Strand: 
^NLposition; 



Unique number corresponding to an Eos probeset 
Sequence source. The 7 digit numbers in this column are Genbank Idenfifier (Gl) numbers. Dunham L et eT refers to the 
human chromosome 22.' Dunham I. et al., Nature (1 999) 402:489495. 
Indicates DNA strand from which exons were predicted. 

Indicates nucleotide positions of predicted exons. 



publication entitled The DNA sequence of 



Pkey 


Ref 


Strand 


400479 


8439786 


Minus 


400658 


8118459 


Minus 


400750 


8119067 


Pius 


401197 


9719705 


Plus 


401519 


6649315 


Plus 


401597 


3293210 


Plus 


401744 


2576349 


Plus 


401807 


7331536 


Plus 


402474 


7547175 


Minus 


402802 


3287156 


Minus 


402895 


9967547 


Pius 


403100 


8954402 


Minus 


403389 


9438331 


Minus 


403423 


7105492 


Plus 


403851 


7708872 


Plus 


404390 


8887030 


Minus 


405141 


8980911 


Plus 


405934 


6758795 


Pius 


406038 


8389537 


Plus 


406247 


7417725 


Minus 



NLposifcn 

115386-116348 

73525-73644 

198991-199168,199316-199548 

176341-176452 

157315-157950 

65S38-66031 

14595-14751 

152325-152912 

53526-53628,55755-55920,57530-57757 
53242-53432 

85537-85671,86379-86469 

136B3-13874 

163415-163634 

69340-69615 

22733-23007 

39624-40072 

99861-100054 

159913-160605 

37764-37877 

46234-46461 
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Table 63A lists about 366 genes significantly down-regulated in prostate cancer compared to normal prostate. These were selected from 59680 probesets on the Affymetrix/Eos Hu03 
GeneChip array such that the ratio of "average" normal prostate to "average* prostate cancer tissues was greater than or equal to 2.5. The "average" normal prostate level was set to 
the 75» percentile of normal prostate tissues. The "average" prostate cancer level was set to the 75* percentile amongst tumor samples. In order b remove gene-specific 
background levels of non-specific hybridization, the 10* percentile value amongst all the tissues was subtracted from both the numerator and the denominator before the ratio was 
evaluated. 

TABLE 63* ABOUT 366 GENES SIGNIFICANTLY DOWN-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL PROSTATE 

Pkey: Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigenelD: Unigene number 
Unigene Title: Unigene gene title 



R1: 


Ratio of normal prostate tissue to prostate tumor lissue 




Pkey 


ExAccn 


Unigene ID 


Uninpnp TiUe 


R1 


425932 




Hs.1968 


CPmPnnnolin 1 


89.4 


407245 


X90568 


Hs 172004 


titin 


354 


425545 


N98529 


Hs 15ft?QS 


Hnm ft coruonc nlnno Mfir*»19^ni mDMA mm 

nmiiu bcpiciio, umic iviuo. i chkj i, iiiixinh, cum 


222 


426752 


X69490 


Hs. 172004 




29.5 


400440 


X83957 


Hs 83 870 

no, two/ u 


iRSDUlin 


20.7 


412519 


AA1 96241 


Hs.739B0 


trononln T1 skplpfol strnw 


13.9 


413778 


AA090235 


Hs 75535 


muncift linhl rvih/rwantirlo 9 ron triohw 

iiiyuiHii, ifyiu jjuiypepuut; c, icyuiaimy, 


12.0 


420813 


X51501 


Hs.99949 


protactin-induced protein 


11.8 


415337 


Z44881 


Hs.9012 


ESTs, Weakly similar to S26650 DNA-blndi 


10.2 


407013 


U35637 




yu.nuii win iicuuiin iru\jw\ f parusi cos 


9.1 


433331 




no, 1 1 1 oco 


ESTs 


8.9 


432117 


AL036195 


Hs.2909 


protamine 1 


8.3 


453863 


X02544 


Hs.572 




8.2 


431847 


AI791314 






7.4 


408855 


T83061 




Mnmn canktnc mRNA for K1AA1797 nmlem 


7.1 


448059 


A1459021 


ns. ifwitD 


CO IS 


6,8 


403612 






Target Exon 


6.4 


405001 


U58196 




Sntprlpttkin pnhanppr hfnHInn fnrlnr 1 
tmciicuwii ciitiaJiiyCi uuHJiny lovim i 


6.2 


441490 


N46S01 


Hs2S6720 


ESTs 


6.2 


435805 


AW470260 


Hs.48496 


ESTs 


6.0 


401917 


MLU3Ul*t7 




RAN binding protein 3 


5.9 


455649 


DCUOOU 0 1 




gD.KLi-Diuoivj-i lUbuo-ui /-CU4 Bituio Homo 


«; 7 


450218 






ankylosis, progressive (mouse) homotog 


3-D 


404606 






Target Exon 


o.o 


432326 


AI28030S 




dJiufUfiuc-iciibiuvy cauon cnannei l, ns 




459708 


AA77RRR1 


Ue 1RRR19 

ns. loooi* 


Unnv\ coniane «nMA CI HAi?*) fie nlnna kiA 

nomo sapiens cuw\ ruiAioz ns, done ma 


5.5 


440808 


AKOOITW 
HrMJU lOOSf 


ns. iioi 


nypoineQcai protein runiw / 


O.O 


458339 


MVV3/ DOW 


Ue 179BA^ 


CO IS 


c O 


454278 


AF217525 


Hs 4900? 


rVkUrtl Cunrtrnmo roll oHhocVin mnlor-i tlo 




417032 


AA192469 


Hs 77181ft 


ESTs 


5.2 


434352 






small muscle protein, X-i inked 


5.1 


439175 


AFORR091 


Hs 771111 


ESTs 


5.0 


439749 
417364 


AL389942 


Hs 1577^9 

1 to. 13 / / U£ 


nomo sapiens mrviM mu tenyui insen cum 


4.9 


N73749 


H«s 999A7* 


ESTs 


4.9 


400831 






CA inn<W^'nftt7i!RiA^ntilAAPftlQgQ 11 /AFn 


4.8 


416935 


AA190712 






48 


442082 


R41823 


Hs.7413 


ESTs 


4.8 


452625 


AA724771 


Hs R1495 


ESTs 


4.7 


440965 


AI523646 


Hs.169859 


ESTs 


4.7 


456815 


NM.013348 


Hs.144011 


potassium inward ry-rectirying channel.su 


4J 


430611 


AA837120 


Hs.156481 


ESTs 


4.6 


415S81 


R35694 




gb7g67b04.r1 Soares infant DTein 1NIBH 


4.6 


441040 


AW449782 


Hs.178803 


ESTs 


4.6 


442764 


AT762254 


Hs.131122 


ESTs 


4.6 


411426 


BE141714 




gb:OV0-HT01014)61099^32-c04HT0101 Homo 


4.6 


433081 


Z85986 


Hs.188757 


Homo sapiens, clone MG0.5564, mRNA, comp 


4.6 


401896 






Target Exon 


4.5 


445323 


AW207282 


Hs.213049 


ESTs 


4.5 


458895 


A1535663 


Hs.39379 


ESTs 


4.5 


417729 


Z43798 


Hs.6777 


ESTs 


4.5 


431627 


AW609720 


Hs.265540 


HSPC042 protein 


4.5 


420721 


AA927802 


Hs.159471 


ZAP3 protein 


4.4 


449519 


W04244 


Hs.49829 


ESTs 


4.4 


442089 


AI801500 


Hs.1 28457 


ESTs 


4.4 


436781 


AI914535 


Hs.221377 


ESTs 


4,4 


402797 






Target Exon 


4.4 


404267 






NM_004348*:Homo sapiens runt-related tra 


4.3 


442931 


AI024376 


Hs.1 50473 


ESTs 


4.3 


418626 


AW299508 


Hs.135230 


ESTs 


4.3 


423772 


AA306637 




EAP30 subunit of ELL complex 


4.3 


457136 


AA42B240 


Hs.126083 


ESTs 


4.3 


436404 


AW968556 


Hs.137240 


Homo sapiens mRNA for partial 3UTR, seq 


4.3 


458840 


AI580296 


Hs.174782 


ESTs. Weakly similar to KIAA1437 protein 


4.3 


403649 






Target Exon 


4.2 


435866 


AA704538 


Hs.1 19740 


ESTs 


4.2 


423871 


AA331906 




gb:EST35805 Embryo, 8 week I Homo sapien 


4.2 
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436190 AK001059 gb:Homo sapiens cONAFU10197fis, done 4.2 

400164 Eos Control 4.1 

435519 AI218950 Hs.125461 hypottatical protein FU 11 539 4.1 

425094 AI955956 Hs.21417 ESTs 4.1 

5 415928 R46799 Hs.23965 ESTs 4.1 

415746 AA167670 Hs.21413 solute carrier family 12, (potassium-chl 4.1 

426663 AI028767 Hs.262603 ESTs 4.1 

453752 AL120800 gb:DKFZp762E152_r1 762 {synonym; hme!2) 4.1 

404260 Target Exon 4.0 

10 453412 AJ003290 gb:AJ00329O Selected chromosome 21 cDNA 4.0 

401411 ENSP00000247172*:HYPOTHETICAL 126.2kDa 4.0 

415925 H09474 Hs.202341 Homo sapiens cDNA: FU23573 fis, clone I 4.0 

402817 H24185 hypothetical protein 4.0 

449233 BE048401 Hs.196511 ESTs 3.9 

15 435457 AA682421 Hs.59125 ESTs 3.9 

444105 AW189097 Hs.166597 ESTs 3.9 

430610 AI821465 Hs.188810 ESTs, Weakly similar to ALU6.HUMAN ALU S 3.9 

411320 AW836646 gb:PM3-LT0032-09010IW)08-e05LT0032Homo 3.8 

409679 BE250521 ras homotog gene family, member A 3.8 

20 415386 Z43087 gb:HSC1 3A1 21 normalized infant brain cDN 3.8 

446175 AL036568 Hs.291 glutamyl amtrwpeptidase (aminopeplidase 3.8 

459707 AA631362 Hs.120866 gb:np86b01.s1 NCI_CGAP_Thy1 Homo sapiens 3.8 

406917 X65964 gb:H.sapiens nestin gene, 3.8 

„ 455887 BE154173 gb:PM1^0340-201299404^12HT0340Homo 3.8 

25 443313 AI796730 Hs.55513 ESTs 3.8 

452351 AA025647 gbze85d01.f1 Soares.fetal_hearLNbHH19W 3.8 

400499 C10001858:gi|6679124|reflNP_.032759.1| ne 3.7 

411829 AW865749 gb:QV3-SN0021-100500-185^03 SN0021 Homo 3.7 

0 _ 408229 AW176091 gb:QVO^T0107-250899-007-b08 BT0107 Homo 3.7 

30 427318 AF186081 Hs.175783 zinc transporter 3.7 

417620 R02530 Hs.191198 ESTs 3.7 

404660 C900084 1 *:gi| 12654691 |gbJAAH01 1 85.1 |AAH0 3.7 

409144 AW341167 Hs.279714 ESTs 3J 

436524 AA922236 Hs.221037 ESTs 3.7 

35 459200 Y09306 Hs.30148 homeodomain-interacting protein kinase 3 3.7 

418833 AW974899 Hs.292776 ESTs 3.7 

424687 AA348112 Hs.259461 ESTs 3.7 

404984 Target Exon 3.7 

454549 AW806910 gb:QV4-ST0023-160400-172-«M ST0023 Homo 3.7 

40 426736 AA431615 Hs.130722 ESTs 3.7 

434552 AA639618 Hs.325116 Homo sapiens, clone MGC:2962, mRNA, comp 3.6 

438040 A1222422 Hs.121B46 ESTs 3.6 

443618 T82009 Hs.300700 hypothetical protein FU20727 3.6 

442097 AW015799 Hs.128474 ESTs 3.6 

45 435186 .AL119470 Hs.145631 ESTs 3.6 

429853 ABO20625 Hs.225949 butyrophiBn-like 3 3.6 

456521 AW373450 Hs.286212 hypothetical protein FU 11 729 3.6 

453282 AK000043 Hs.32922 hypothetical protein FU20036 3.6 

cr . 400749 NWL003105*^omosapienssorti!irKelated 3.6 

50 450295 AI766732 Hs.210628 ESTs 3.5 

421154 AA284333 Hs.287631 Homo sapiens cDNA FU 14269 fis, clone PL 3.5 

434378 AA631739 Hs.335440 EST 3.5 

421342 AA504749 gb:aa63f08.r1 NCLCGAPJ5CB1 Homo sapiens 3.5 

c 406704 M21665 Hs.929 myosin, heavy polypeptide 7, cardiac mus 3.5 

55 429043 AI824977 Hs.145319 ESTs 3.5 

438211 T08401 Hs.290856 ESTs, Moderately similar to ALU4JHUMAN A 3.5 

405258 Target Exon 3.4 

440207 AI371978 Hs.128326 ESTs 3.4 

445045 AI652676 Hs.147256 ESTs 3.4 

00 406177 Target Exon 3.4 

438535 L09078 gb:Homo sapiens mRNA fragment 3.4 

405735 ENSP00000252164*:K1AA1578 protein {Fragm 3.4 

445797 AI253414 gb:aq14f04jc1 Stanley Frontal NS pool 2 3.4 

re 444286 AI625304 Hs.190312 ESTs 3.4 

05 442027 AI652926 Hs.128395 ESTs 3.4 

447889 AW469180 Hs.346398 ESTs 3.4 

405152 Target Exon 3.4 

402460 C1001261*:gi|2695979|emb|CAA70854.1) (YO 3.4 

„ 448516 AW898595 gb:RC1-NN0073-260400'011-g09NN0073 Homo 3.4 

70 450588 AA010319 Hs.60389 ESTs 3.4 

447600 AI420990 ESTs 3.4 

406085 Target Exon 3.3 

417959 AW977642 Hs.291742 ESTs 3.3 

418672 L44284 Hs.12915 ESTs 3.3 

/5 446593 W79572 Hs.13277 hypothetical protein FU22054 3.3 

446516 AW996692 Hs.257557 ESTs, Weakly simflar to 138022 hypotheti 3.3 

415B9S H08311 Hs.14822 ESTs, Weakly similar to I78885 serine/th 3.3 

410140 AL134435 Hs.247837 neurexin3 3.3 

OA 458539 AI733837 Hs.145661 ESTs 3.3 

oU 422399 AW4103B0 Hs.116056 mesenchymal stem cell protein DSC43 3.3 

413381 BE090690 gb:RC1-BT0720-280300-011-g02BT0720Homo 3.3 

429422 AK001494 Hs.202596 Homo sapiens cONA FU 10632 fis, clone NT 3.3 

428561 AW973652 Hs.283105 ESTs 3.2 
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445608 


AlAlflRII 


nS.AJuU14 


eo 1 s, weaxry similar to ACIDIC PROUNE-R 


3.2 




449017 


AW00?43«; 


He 00/1 jIO 


col s 


3.2 




4103UO 


nuooio 


li„ nooin 


ESTs 


3.2 


5 


AK77T3 

HOI 1 CO 


AWy/40l< 


Hs.291971 


ESTs 


12 


449340 


AW0147RR 


US. 199093 


nypotrtsDcai protein mgc 10954 


3.2 




428134 




Hs.161008 


to IS 


3.2 




434407 


AW8 15333 




gb:QVT>ST021 54)601 00-083^01 ST0215Homo 


3.2 




429973 


AJ423317 


Hs. 164680 


ESTs 


3.2 


10 
1 u 


41 buy* 


R45154 


Hs.338439 


ESTs 


3.2 


411356 


H45377 




gb:yn99h03.r1 Scares adull brain N2b5HB5 


3.1 






AinRicm 

rtlUOJOUl 


nS.//ooby 


ESTs, Moderately similar to 2109260A B c 


3.1 




422069 


AJ010063 


Hs.343603 


titln-cap (telelhonin) 


3.1 




420778 


AW970512 




gb:EST382593 MAGE resequences, MAGK Homo 


3.1 




403451 






Target Exon 


3.1 


451686 


AA059246 


Hs. 11 0293 


ESTs 


3.1 




423837 


AW937063 


Hs.275150 


gb:PM3-DT0037-231299401-g11 DT0037 Homo 


3.1 




422731 


AL 1384 11 


Hs.258509 


gb:DKFZp434A1229_r1 434 (synonym: htes3) 


3.1 




450049 


AI681234 


EST 


3.1 


90 


426656 


AB03779B 


Hs.1 88790 


WAA1377 protein 


3.1 


401278 






Target Exon 


3.1 




418087 


AA961613 


Hs. 127838 


ESTs 


3.1 




421813 


BE04B255 




gb:tz49b05.y1 NCI_CGAP_Brn52 Homo sapien 


3.1 




402490 






Target Exon 


3.1 




448001 


AW293237 


Hs.202037 


ESTs 


3.1 


AAtLUC 

4UoiaU 


Al 21 9833 


Hs.1 66767 


ESTs 

Target Exon 


3.1 
3.1 




413784 


BE165819 


Hs.207684 


ESTs 


3.1 




425198 


AA352090 


Hs.1 28003 


hypothetical protein FU21213 


3.1 


10 


433224 


AB040919 


Hs.210958 


K1AA1486 protein 


3.1 


421894 


AI418464 


Hs.1 90836 


ESTs 


3.1 




4iyooo 


A AT5CAC7 




ESTs, Weakly similar to 138022 hypothec 


3.1 










Target Exon 


3.1 




435849 


BE305242 


Hs.16098 


daudin 2 


3.1 


^5 


405422 






ENSP0000021665B*:HYPO"mET1CAL 133.5 kDa 


3.0 


42U54J 


AA278221 


Hs.1 73344 


ESTs 


3.0 




410627 


AA181339 


Hs.929 


myosin, heavy polypeptide 7, cardiac mus 


3.0 




409079 


WB7707 


Hs.82065 


interteukin 6 signal transducer (gp130, 


3.0 




406600 






Target Exon 


3.0 


40 


4UoU7o 


Al0927o4 


Hs.41767 


PTD002 protein 


ao 


426349 


Al 308855 


Hs.301497 


a/ginyitrans ferase 1 


3.0 




A A ACTJ £ 
444 j/O 


AI4UU974 


Hs.1 82045 


ESTs 


3.0 




4oUbbl 


AC005551 


Hs.130714 


Homo sapiens HSPC323 mRNA, partial cds 


3.0 




441335 


BE222470 


Hs.1 50825 


ESTs. Weakly similar to antigen NY-C033 


3.0 


45 


459647 


R34107 


Hs.321450 


pregnancy specific beta-l-ojycoproiein 1 


ao 


435713 


AA699313 


Hs.1 14071 


ESTs 


3.0 




407275 


AI3641B6 




gb:qw34h07j(1 NCLCGAP_Ut4 Homo sapiens 


ao 




456103 


Z39430 


Hs.72350 


ESTs 


3.0 




435200 


AA670310 


Hs.1 45903 


ESTs 


ao 


ou 


449245 


A1636539 


Hs.224296 


ESTs 


3.0 


428132 


AA421765 




gb:zu24g02s1 Soares_NhHMPu_S1 Homo sad 


ao 




443454 


AJ057494 


Hs.133421 


ESTs 


2.9 




423732 


AF058055 


Hs.132183 


sdute carrier family 16 (monocarboxylic 


29 




411944 


AW877139 




gbK)V2-PT001 0-160400-133^01 PT0010 Homo 


2.9 


55 


432718 


AA563943 


Hs.244371 


ESTs 


29 


435534 


AA830927 


Hs.1 17306 


ESTs 


2.9 




430348 


AA476915 


Hs.1 89225 


ESTs, Weakly similar to I38022 hypothefi 


29 




410289 
453126 


AW90161B 


Hs.61935 


Homo saptens mRNA; cDNA DKFZp761l071 (fr 


2.9 




AA032155 


Hs.61622 


ESTs 


29 


£0 


459421 


AA233154 


Hs.12532 


chromosome 1 open reading frame 21 


29 


441543 


AI733014 


Hs^69715 


ESTs 


29 




442252 


AJ 733395 


Hs.1 291 24 


ESTs 


29 






AI469453 


Hs.222760 


ESTs 


29 






Z25389 


Hs.1 8459 


ESTs 


29 


65 


A1QROR 

4i yoyo 






gb:HSZ99362 DKFZphamyl Homo sapiens cDNA 


29 


400030 


AlAffVttCIO 

AWUtMolz 


Hs.232770 


arachi donate lipoxygenase 3 


29 




415098 


DS9687 




gb:HUM056E10B Ctontech human fetal brain 


29 




4 101^1 


nemo 

uoms 




gb:HUM158C1 1B CJontech human fetal brain 


29 




406398 






Target Exon 


29 


70 




AWZ72165 


Hs.1 23465 


ESTs 


29 


4U04O1 






Target Exon 


29 




442640 


Al 205646 


Hs.147220 


ESTs 


29 




438814 


AAR9K97R 


ns.i4yoyo 


COlS 


29 




438361 


AA805666 


Hs.146217 


Homo sapiens cONA: FU 23077 lis, clone L 


2.9 


75 


422482 


AI439905 


Hs.344476 


gb.-fi57g08.x1 NCI_CGAPJ.ym12 Homo sapien 


28 


407142 


AA412535 




gb:zl99b10.s1 Soares_testis_NHT Homo sap 


2.8 




454319 


AW247736 


Hs.101617 


ESTs, Weakly similar to T32527 hypotheti 


26 




442907 


AI023763 


Hs.79707 


ESTs 


28 




456075 


N73442 




gb:yz31h09.r1 Soares_mu!CpJe_sclerosis_ 


28 


80 


438690 


AAB15031 


Hs.123598 


ESTs 


28 


452570 


AW861293 


Hs.336940 


Homo sapiens cDNA: FU20861 lis, clone A 


28 




408493 


BE2Q6854 


Hs.46039 


phosphoglycerate mutase 2 (muscle) 


2.8 




447556 


AI885187 


Hs.210710 


ESTs, Moderately simitar to ALU6.HUMAN A 


28 




451632 


BE005934 


Hs.310625 


EST 


28 
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10 

15 

20 

25 

30 

35 

40 
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50 

55 
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65 

70 

75 

80 



426481 


AW963941 




401656 






407269 


AJ245210 




435754 


AA700752 


Hs.117341 


433565 


AA599763 


Hs.1 12520 


451004 


AA044967 




425223 


AA352825 


Hs.146065 


405770 




456227 


T84239 


Hs. 189788 


454445 


AW749432 




419494 


W0 1060 


Hs.34382 


427639 


AW444530 


Hs 105362 


426079 


AA421020 


Hs 208919 


406337 




401884 






406881 


016154 




428986 


AA442884 


Uc 9ni 


450044 


R65444 


Lie C1QQ1 


403630 




445514 


A1241280 


no. itoyuo 


446362 


AW612481 


Uc 1 ruins; 


432492 


AW275110 


Hs27110fi 


430889 


U22491 


H<! 748117 


434316 


AW411330 




413155 


BE067952 




433329 


AF015041 


Hs 19Q7Q1 


446523 


NM_003063 


Hs.334629 


449923 


BE258051 




453826 


AL138129 




405678 






432789 


026361 


Hs.3104 


455791 


BEO90689 




449109 


AW270992 


Hs. 120949 


436255 


F01143 


Hs.284284 


415984 


R19046 


Hs.5010 


402844 






456666 


AA452512 


Hs76719 


414620 


AA150120 




404979 




412318 


AW936911 


Hs 326729 


424361 


AK001551 


Hs 145944 


412542 


AW961516 


Hs 95097 


441975 


AW173248 


Hs 344?ft5 


457021 


AW968934 


Hs.173108 


457B61 


AW450205 




439204 


AF087987 


Hq 42RQR 


415642 


U1987B 




446847 


T51454 


lK> .0/0*4 D 


443359 


AI792581 




447336 


AW139383 


He 


449045 


BE072483 




422185 


AL1 17530 


He 

ns. i \cqLl. 


436030 


R02287 




449589 


AW752437 


no, 1 J OzOO 


436092 


AI345995 


He 197^*n 


415054 


AI733907 


412908 


AA121913 




409583 


AW440117 


Hs 95RA7Q 


410483 


BE1 63567 




435383 


R61083 




426629 


AI203933 


Hs.97142 


415831 


H15145 


Hs.30509 


412281 


AI810054 


Hs.14119 


434898 


AW500458 


He 29956 


422229 


AF134414 


Hs.113271 


447518 


T80061 




458546 


AI215667 


Hs.175044 


438648 


AA813125 


He liftttK 


450399 


AW511049 


He 9fl9ftfY7 


420833 


R47948 


Hs.188732 


453903 


AW?99finfi 


He "YXTTTt 


443650 


AI698330 


Hs. 151 4 44 


427419 


NM.000200 


Hs.177888 


423741 


AA330362 




451577 


N69101 


Hs.40730 


441358 


AW173212 


Hs.129041 


402706 




436054 


AI076262 


Hs.119813 


402749 




442472 


AW806859 




445762 


AI734002 


Hs.264590 


441420 


AA932872 


405584 







gb:EST376014 MAGE resequences, MAGH Homo 
Targe! Exon 

gb:Homo sapiens mRNA for Immunoglobulin 

ESTs 

ESTs 

gb:zl53d09.r1 Soares retina N254HR Homo 
gb:EST60880 Activated T-cetls XX Homo sa 
NM_002362:Homo sapiens melanoma antigen, 
ESTs 

gb:RC3-BT0386-301299-01 1-a09 BT0386 Homo 
ESTs 

Homo sapiens, clone MGC: 18257, mRNA, com 
ESTs 

C14000021:gi|7242973|dbj|BAA92547.lj{AB 
Target Exon 

gb:Human gene for cytochrome P-450c1 1, e 

ESTs 

ESTs 

C3001708^i|4758028MNP_004360.1l co 

ESTs 

ESTs 

ESTs 

G protein-coupled receptor 7 
annexln A6 

gb:CM0-BT0365-061299-122-g09 BT0365 Homo 

numb (Drosophila) homotog-like 

sarcolipin 

gb:601111034F1 NIHJ4GCJ 6 Homo sapiens c 
gb:DKFZp547F152_r1 547 (synonym: hfbrl) 
CX001454:gi|8393794|reqNP_058681.1| myo 
KIAA0042 gene product 

gb:RC1-BTO72O-28O30O-O1 1-f08 BT0720 Homo 
ESTs. Weakly similar to ALU7_HUMAN ALU S 
zincfinger 1111 

gb:yg21M1.r1 Soares infant brain 1NIB H 
C1000118*:gi|9951913|ref|NP_06283Z1J pr 
U6 snRNA-associated Sm-Bke protein 
ribosomal protein S14 
Target Exon 

hypothefical protein MGC11082 

Homo sapiens cDNA FU 10689 hs, clone NT 

ESTs 

EST 

Homo sapiens cDNA FU21897 lis, done H 

BCL2-fike1 

EST 

transmembrane protein with EGF-fike and 
Homo sapiens cDNA: FU21930 fe, done H 
ESTs 
ESTs 

Homo sapiens cDNA FU11537 fis, clone HE 

DKFZP4348172 protein 

ESTs 

ESTs, Weakly similar to ALU7.HUMAN ALU S 
ESTs 

gbzo86h09.y5 Stratagene ovarian cancer 
pregnancy-associated plasma protein-E 
ESTs 

gb:QV3-HT0460-230200-101-b08 HT0460Homo 

weel {S. pombe) homolog 

ESTs 

ESTs 

ESTs 

KIAA0460 protein 

ABO blood group {transferase A, alpha 1- 

gb.yd22fD8.s1 Soares fetal liver spleen 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

hlstatln3 

gb:EST34074 Embryo, 12 week II Homo sapi 

ESTs 

ESTs 

Target Exon 
ESTs 

Target Exon 

gb:MRO^T0rj2()-O811994)O4-c03 ST0020 Homo 
ESTs, Moderately similar to ALU5_HUMAN A 
gb:oo57d07.s1 NCI_CGAP_Lu5 Homo sapiens 
Target Exon 

725 
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406003 






Target Exon 


2.6 


4595B4 


A1910884 


Hs.346429 


ESTs 


16 


441597 


AW135032 


Hs.203625 


ESTs 


2.6 


411280 


N50617 


Hs.80506 


small nuclear ribonudeoprotetn porypept 


2.6 


420509 


MB3554 


Hs.1314 


tumor necrosis factor receptor superfami 


16 


445060 


AA830811 


Hs.28290B 


ESTs 


16 


436260 


BE172762 


Hs.292710 


ESTs, Weakly similar to ALU5.HUMAN ALU S 


2.6 


428717 


T78001 


Hs.133546 


hypothetical protein FU21 1 20 


26 


401716 






C16O00902^i|4O3440|gb|AAA73168.1| (MB17 


2.6 


416628 


W03955 




gb:za62dQ4.r1 Soares fetal fiver spleen 


2.6 


443B64 


N37059 


Hs.36250 


ESTs, Weakly similar to I38022 hypotheti 


2.6 


440702 


AA904178 


Hs.148233 


ESTs 


16 


456310 


AA225522 




gb:nc25c06.M NCLCGAP.Pr1 Homo sapiens 


16 


451255 


AAO20857 


Hs.90744 


ESTs 


2.6 


455737 


BE072246 




gb:QV4-BT0536-271299-059-b12 BT0536 Homo 


2.6 


445326 


AI220072 


Hs.344672 


ESTs 


2.6 


408432 


AW195262 




gb3(n67b05j(1 NCI.CGAP.CML1 Homo sapiens 


2.6 


445874 


BE326671 


Hs.1 70058 


ESTs ■ 


16 


441063 


AA913819 


Hs.188025 


ESTs 


2.6 


455505 


AW970640 


Hs.309071 


ESTs 


2.6 


453491 


AL040177 




gb:DKFZp434F0213 r1 434 {synonym: htes3) 


26 


45504B 


AW852749 




gb:PM1-CT0247-080100-008-h09 CT0247 Homo 


2.6 


456990 


NM 004504 


Hs.171545 


HIV-1 Rev binding protein 


16 


444130 


AI125263 


Hs.170410 


ESTs 


15 


422210 


BE269319 


Hs.171937 


steroid dehydrogenase-tike 


15 


424241 


AW995948 


Hs.182339 


Homo sapiens pyruvate dehydrogenase kina 


15 


451606 


AA018791 


Hs.7945 


AIE-75 binding protein protein 


15 


400427 


AB044934 


Hs.287388 


histamine H4 receptor 


15 


410443 


BE062906 


Hs.28338 


K1AA1546 protein 


15 


455210 


AW866599 




gb:QV4^N0024-21040(M81-b10 SN0024 Homo 


15 


429909 


AW977090 


Hs.184860 


CGt-203 protein 


15 


441191 


AI693930 


Hs.148816 


ESTs 


15 


413489 


BE144228 




gb:MRO-HT0165-140200,009<l04 HT0165 Homo 


15 


448215 


N34740 


Hs.6658 


ESTs 


15 


419354 


M62839 


Hs.1252 


apolipoprotein H (beta-2-grycoprote}n 1) 


15 


447610 


AW296286 


Hs.255534 


ESTs 


15 


450724 


R55428 




gb:yJ79b05.r1 Soares breast 2NbHBst Homo 


15 


414523 


AU076633 


Hs.76353 


serine (or cysteine) proteinase inhibito 


15 


414776 


M1 55598 


Hs.212839 


hypothetical protein FU14195; WAA1714 


15 


447730 


AI421251 


Hs.1 14085 


Homo sapiens mRNA for K1AA1755 protein, 


15 


434152 


AI792665 


Hs,291190 


ESTs 


15 


412671 


AW977734 


Hs.37931 


gb:EST389963 MAGE resequences, MAGO Homo 


15 


456401 


W28146 




gb:43M 1 Human retina cONA randomly prim 


15 


404678 






Target Exon 


15 


408520 


AA225063 


Hs.161614 


ESTs 


15 


411332 


AW837212 




gb:QV2-LT0038-140300-081-c01 LT0038 Homo 
aikylglycerone phosphate synthase 


15 


448920 


AW408009 


Hs.22580 


2.5 


429906 


AUJ80137 


hte.193743 


ESTs 


15 


433712 


AF090887 


Hs.306562 


Homo sapiens clone HQ0035 


15 


438353 


BE539951 


Hs.306996 


Homo sapiens, clone IMAGE :3447073, mRNA, 


15 


446224 


AW450551 


Hs.13308 


ESTs 


15 



TABLE 63B 



Pkey: Unique Eos probeset identifier number 

CAT number: Gene cluster number 

Accession: Genbank accession numbers 



Pkey 


.CAT Number 


Accession 


408229 


1048462J 


AW176091 H24234 


408432 


1058667J 


AW195262 R27868 AW811262 


409679 


114787 1 


BE250521 AA076837 BE249870 AA984291 AW502442 AW501551 A1221491 AA194239 D63046 AA1 93426 AA773243AA1 93293 


410483 


1204995 1 


BE163567 BE073689 BE073747 BE073780 BE073739 BE073748 BE163495 AW750178 BE163491 BE073763 BE073671 


411320 


1238624 1 


AW836646AW836580 AW836610 AW836636 AW836603 AW836632 


411332 


1239102 1 


AW83721 2 AW837408 AW837265 AW837380 AW83721 3 AW83741 1 AW83741 8 


411356 


1240273 1 


H45377 H21137AW838640 


411426 


1245515.1 


BE141714 AW845993 AW845989 


411829 


1260309 1 


AW865749 BE179419 BE179492 


411944 


1266482J 


AW8771 39 AW877135 AW877018 AW991835 AW8771 28 AW877108 AW877017 AW877107 


413155 


1351148 1 


BE057952 BE067945 BE067942 BE067943 BE067949 BE067954 BE067944 BE067953 BE067956 BE067946 


413381 


1365950 1 


BE090690 BE090688 BE090681 BE090693 BE090675 


413489 


1373392.1 


BE144228 BE144291 


415054 


151827.1 


AI733907 AA1 59708 A173261 4 


415098 


1522174J 


D59687 D59694 D59656 D59589 


415131 


1523680 1 


D61119 081508 081734 


415386 


1535550 1 


Z43087 F07410 H15506 H54108 R95033 H98000 


415981 


1564242.1 


R35694H12035 R53312 


416628 


1604848.1 


W03955 H82332 H69247 H72486 


416935 


163179.1 


AA190712 AA190665 AA252564 


419386 


184356.1 


AA236867 AA237Q66 AA354236 AW957759 H08961 


419896 


1888662J 


Z99362 Z99363 


420778 


196389.1 


AW970512AA280251 AI652287BE466438AI650725AA5S1854AA281574 AW571481 
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421342 
421813 
422731 
423741 
423772 



423871 
426481 
428132 
431847 
434407 
435383 
436190 
438535 
441420 
442472 
445797 
447518 
447600 
448516 
449923 
450724 
451004 
452351 
453412 
453491 
453752 
453826 
454445 
454549 
455048 
455210 
455649 
455737 
455791 
455887 
456075 
456310 
456401 



201427.1 
207654J 
220507J 
23158SJ 
23188J 



232749.1 

267878.1 

287430.1 

338402J 

385744J 

405360.1 

41555 1 

45946.1 

516748 1 

543371.1 

650943 1 

724787 1 

728288.1 

766241.1 

81926.1 

844585 1 

85453J 

91233.1 

S66264.1 

96917Z.-1 

979899.1 

982669.1 

1204468 1 

1223789.1 

1250599 1 

1260650 1 

1348708.1 

1353892.1 

1365954.1 

1380835 J 

1476756.1 

177089.1 

1844849.2 



AA504749AA287498 
BE048255 AA313083 AA298419 
AL138411 AL138412 AA315860 
AA330362AW962525H87796 

AA306637 NM.007241 AF156102BE388339 BE614027AW935016 AA315261 AW376418 AW304951 Al 859820 AA367436 AW516957 BE614519 
A1453152 AI453149 AI453139 AW168378 AI139491 AI538368 AW468227 AJ680027 AW090513 AA662830 F30995 AI351985 A1424349 AW009599 
C02215A16525 
AA331906AA332484 

AW963941 AW963944 AA379825 AA379564 
AA421765 AA456076 AI290275 AA455579 
AI79131 4 AI791 434 AA51 551 1 
AW815333 AW815409 AA632563 
R61083 R13743 AA679174 AA679193 242903 
AK001059 AA633055 

L09078 L03145 L09094 L09098 L03165 L09102 
AA932872 W28068 W28643 T96110 
AW806859 AW806852 AF049582 
AI253414AI366014R34822 
T80061 A1382804 
AI420990A1399725A1401757 

AW898595 AW898588 AW898590 AW898663 AW898592 A1525093 

BE258051 R45758 AA004732 BE255126 

R55428 AI820704 AJ732283 R54983 

AA044967 H86327 AA013079 AA058776 BE24271 3 AA019987 

AA025647 R45716 AW753786 

AJ003290 AJ003288 AW276947 

AL04O177 

AL120800BE378580 
AL138129AL138179BE064231 
AW749432 AW749434 R47332 

AW806910AW866461 AW866396 AWB66373 AW866611 AW866616 
AW852749 AW852755 AW852620 
AW866599 AW866294 AW866468 AW866467 

BE065O51 BE155165 BE064764 BE155231 BE064648 BE064671 BE064636 
BE072246 BE072229 BE072225 BE072210 BE072221 BE072255 BE07221 1 BE072242 



BE154173BE154098BE154096 
N73442 R98100BE410380 

AA225522 AA225465 AI820979 AW973985 AI791935 AA558735 
W28146 W28187 
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Pkey: Unique number corresponding to an Eos probeset 

Ref. Sequence source. The 7 digit numbers in this column are Genbank identifier (Gi) numbers. Dunham I. et at" refers to the publication entitled The DNA sequence of 

human chromosome 22." Dunham L et al., Nature (1999) 402:489-495. 
Strand: indicates DNA strand from which exons were predicted. 

NLposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


400461 , 


9929654 


Plus 


32727-32846,32929-33051 


400499 


9796071 


Minus 


14B495-148806 


400749 


7331445 


Minus 


9162-9293 


400831 


8576271 


Minus 


56502-57407 


401278 


9799936 


Plus 


98428-98573 


401411 


7799787 


Minus 


144144.144329 


401656 


9100664 


Minus 


1-382 


401716 


6715703 


Plus 


174722-174911 


401884 


8140731 


Minus 


89182-90053 


401896 


8569194 


Plus 


115129-115294 


401917 


9502466 


Plus 


25054-25229 


402422 


9796344 


Minus 


3284333008 


402460 


9796884 


Minus 


108901-109254,110246-110581,113613113960 


402490 


9797648 


Plus 


149982-150929 


402706 


8894426 


Minus 


148640-148805 


402749 


9212740 


Minus 


68787-68882,76602-76768 


402797 


3421043 


Minus 


15758-15930 


402817 


6822166 


Minus 


48611-49012 


402844 


9369286 


Plus 


54958-55313 


403451 


9838240 


Plus 


77382-78300 


403612 


8469060 


Minus 


94723-94859 


403630 




Minus 


13909-14466.15251-15760,16898-17431,41742-42440 


403649 


8705159 


Nfinus 


27141-27247 


404260 


9366879 


Plus 


51396-51513 


404267 


9581792 


Minus 


12209-12313,18241-18397 


404606 


9212936 


Minus 


22310-23269 


404660 


9797068 


Plus 


168215-168916 


404678 


9797204 


Plus 


115196-115448 


404979 


4160139 


Minus 


87762-88217 


404984 


6939882 


Plus 


87221-87505 


405001 


6015406 


Minus 


104646-104819 


405150 


9929758 


Plus 


126475-126773 
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405152 


9965561 


Minus 


137652-137969 


405258 




Plus 




405422 


7243869 


Minus 


101938-102079,102261.102443,102896-103202 


405564 


2114222 


Minus 


16766-17344 


405678 


4079670 


Plus 


151821-152027 


405735 


9931101 


Minus 


29854-29976 


405770 


2735037 


Plus 


61057-62075 


406003 


8247800 


Plus 


42079-42516 


406085 


9123888 


Plus 


18655-18843 


406177 


7279760 


Minus 


18930-19148 


406337 


9213455 


Plus 


90117-90337 


406398 


9256276 


Minus 


118691-118959 


406600 


8248616 


Minus 


36296-36610 



Table 64A fists about 703 genes up-regulated in BPH compared to normal adult tissues. These were selected from 59680 probesets on the Affymetrix/Eos Hu03 GeneChip array 
such that the ratio of 'average* BPH to •average" normal adult tissues was greater than or equal to 3.0. The "average" BPH level was set to the 75 s percentile amongst BPH tissues. 
The "average" normal adult tissue level was set to the 85* percentile amongst non-malignant tissues. In order to remove gene-specific background levels of non-speculc hybridization, 
the 1 0* percentile value amongst the non-malignant tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

TABLE 64* ABOUT 703 GENES UP-REGULATED IN BENIGN PROSTATIC HYPERPLASIA COMPARED TO NORMAL ADULT TISSUES 

Pkey: Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number, Gen bank accession number 
UnigenelD: Unigene number 
Unigene Titte: Unigene gene title 



R1: 


Ratio of BPH tissue to normal adult body tissue 




Pkey 


ExAccn 


Unigene ID 


Unigene Title 


R1 


420154 


A1093155 


Hs.95420 


JM27 protein 


49.6 


426747 


AA535210 


Hs.171995 


katlikrein 3, (prostate specific antigen 


47.2 


419526 


AI821B95 


Hs.193481 


ESTs 


43.6 


432441 


AW292425 


Hs.1 63484 


ESTs 


42.7 


431616 


AA508552 


Hs.195839 


ESTs. Weakly similar to 138022 hypctheU 


30.2 


407202 


N58172 


Hs.109370 


ESTs 


26.1 


432101 


AI918950 


Hs.123642 


EphA3 


25.8 


400299 


X07730 


Hs.171995 


katlikrein 3, (prostate specific antigen 


25.5 


425075 


AA506324 


Hs.1852 


add phosphatase, prostate 


24.6 


414569 


AF109298 


Hs.118258 


prostate cancer associated protein 1 


24.4 


410929 


H47233 


Hs.30643 


ESTs 


21.1 


400287 


S39329 


Hs.181350 


kaltikrein 2, prostatic 


20.3 


446057 


A1420227 


Hs.149358 


ESTs, Weakly similar to A46010 Winked 


19.8 


423073 


BE252922 


Hs.123119 


MAD (mothers against decapentaptegic, Dr 


18.6 


415989 


AI267700 




ESTs 


17.8 


428336 


AA503115 


Hs.183752 


microseminoprotein. beta- 


17.3 


450693 


AW450461 


Hs,203965 


ESTs 


16.7 


400298 


AA032279 


Hs.61635 


six transmembrane epithelial antigen of 


16.7 


407168 


R45175 


Hs.117183 


ESTs 


15.5 


408369 


R38438 


Hs.182575 


solute carrier family 15 (H??? transport 


15.5 


454119 


BE549773 


Hs.40510 


uncoupling protein 4 


14.5 


428819 


AL135623 


Hs.193914 


K1AA0575 gene product 


14.5 


400302 


N48056 


Hs.1915 


folate hydrolase (prostate-specific memb 


14.4 


400297 


A1127076 


Hs.306201 


hypothetical protein DKFZp56401278 


14.3 


418432 


M14156 


Hs.85112 


insulin-Eke growth factor 1 (somatomedi 


14.2 


432674 


AA641092 


Hs.257339 


ESTs, Weakly simitar to 13B022 hypotheti 


14.2 


433444 


AW975324 


Hs.129816 


ESTs 


13.8 


432240 


AI694767 


Hs.129179 


Homo sapiens cONA FLM3581 fis, done PL 


13.5 


428342 


AI739I68 




Homo sapiens cDNA FU 13458 fis, clone PL 


12.9 


401424 






NM_001 172:Homo sapiens arglnase, type 11 


12.7 


432435 


BE218886 


Hs.282070 


ESTs 


12.5 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-like and 


12.3 


446100 


AW967109 


Hs.13804 


hypothetical protein dJ462023.2 


12.0 


425154 


NMJJ01851 


Hs.154850 


collagen, type IX, alpha 1 


11.9 


407275 


AI364186 




gb:qw34h07jc1 NCLCGAPJM Homo sapiens 


11.8 


452340 


NMJM2202 


Hs.505 


ISL1 transcription factor, UM/homeodoma 


11.7 


432473 


AI202703 


Hs.152414 


ESTs 


11.3 


410330 


AW023630 


Hs.159425 


ESTs 


11.2 


431579 


AW971082 


Hs.222886 


ESTs. Weakly similar to TRHY.HUMAN TRtCH 


11.2 


452792 


AB037765 


Hs.30652 


K1AA1344 protein 


11.2 


418848 


AT820961 


Hs.193465 


ESTs 


10.9 


400292 


AA250737 


Hs.72472 


BMP-R1B 


10.9 


433647 


AA603367 


Hs.222294 


ESTs 


10.8 


453160 


AI263307 


Hs.239884 


H2B histone family, member L 


10.8 


409262 


AK000631 


Hs.52256 


hypothetical protein FU20624 


10.6 


431474 


AL1 33990 


Hs.190642 


CEGP1 protein 


10.3 


429220 


AW207206 




ESTs 


10.3 


428134 


AA421773 


Hs.161008 


ESTs 


10.2 


408622 


AA056060 


Hs.202577 


Homo sapiens cDNA FU12166 fis, done MA 


10.1 


456497 


AW967956 


Hs.123648 


ESTs. Weakly similar to AF108460 1 ubinu 


9.8 


434792 


AA649253 


Hs.132458 


ESTs 


9.7 


433466 


AA508353 


Hs.105314 


relaxin 1 (H1) 


9.5 


439176 


AI446444 


Hs.190394 


ESTs, Weakly similar to B28096 lbe-1 pr 


9.5 


428398 


AI249368 


HS.9855B 


ESTs 


9.4 



728 



WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



429290 


AF203032 


Hs.198760 


neurofilament heavy polypeptide (200kD) 


9.3 


407709 


AA456135 


Hs.23023 


ESTs 


9.3 


415293 


R49462 


Hs.106541 


ESTs 


9.1 


429918 


AW873986 


Hs.1 19383 


ESTs 


9.1 


440260 


AI972867 


Hs.7130 


copjnelV 


9.1 


453096 


AW294631 


Hs.11325 


ESTs 


9.1 


410467 


AF102546 


Hs.63931 


dachshund (DrosophiJa) homdog 


8.9 


456516 


BE172704 


Hs.222746 


K1AA1610 protein 


8.8 


430722 


AW96B543 


Hs.203270 


ESTs, Weakly similar to ALU 1 .HUMAN ALU S 


8.8 


456072 


AI890347 


Hs.271923 


Homo sapiens cDNA: FLI22785 fis, done K 


8.8 


453006 


AI362575 


Hs.303171 


ESTs 


8.7 


418339 


AA639902 


Hs.104215 


ESTs, Moderately similar to SPCN.HUMAN S 


8.7 


420424 


AB033036 


Hs.97594 


K1AA1210 protein 


8.7 


450642 


R39773 


Hs.7130 


copine IV 


8.7 


434036 


AI659131 


Hs.197733 


hypothetical protein MGC2849 


8.7 


428927 


AA441837 


Hs.90250 


ESTs 


8.6 


418829 


AA516531 


Hs.55999 


NK homeobox (Drosophila), family 3, A 


8.5 


420345 


AW295230 


Hs.25231 


ESTs 


8.5 


446336 


AW815036 


Hs.151251 


ESTs 


6.4 


419743 


AW408762 


Hs.5957 


Homo sapiens clone 24416 mRNA sequence 


8.4 


428728 


NMJM6625 


Hs.191381 . 


hypothetical protein 


8.3 


417169 


R13550 


Hs.246773 


ESTs 


8.2 


453387 


AI990741 


Hs.252B09 


ESTs 


8.2 


434666 


AF151103 


Hs.112259 


T cell receptor gamma locus 


8.1 


4179S8 


AA767382 


Hs.193417 


ESTs 


8.0 


433433 


AI692623 


Hs.121513 


Homo sapiens done 23-1 placenta expres 


7.9 


444609 


AW571659 


Hs.278081 


ESTs 


7.8 


424099 


AF071202 


Hs.139336 


ATP-binding cassette, sub-family C (CFTR 


7.8 


433923 


AI823453 


Hs.146625 


ESTs 


7.7 


437587 


AI591222 


Hs.72325 


Human DNA sequence from done RP1-187J1 1 


7.7 


441690 


R81733 


Hs.33106 


ESTs 


7.6 


453370 


AI470523 


Hs.139336 


ATP-binding cassette, sub-family C {CFTR 


7.6 


441247 


AW118681 


Hs.128051 


Homo sapiens thymic stromal lymphopoieti 


7.5 


439444 


AI277652 


Hs.54578 


ESTs, Weakly similar to I3B022 hypotheti 


7.5 


431448 


AL137517 


Hs.306201 


hypothetical protein DKFZp56401278 


7.4 


413597 


AW302885 


Hs.1 17183 


ESTs 


7.4 


404592 






NM_022739*:Homo sapiens E3 ubiquiUn Gg 


7.3 


409557 


BE162896 


Hs.211193 


ESTs 


7.3 


420352 


BE258835 




gb:601117374F1 N1H_MGCJ 6 Homo sapiens c 


7.3 


438231 


AW594539 


Hs.155689 


ESTs 


7.3 


440529 . 


AW207640 


Hs.16478 


Homo sapiens cDNA: FU21718 fis, clone C 


7.1 


449300 


A1656959 


Hs.346514 


ESTs 


7.1 


417332 


AW972717 


Hs.288462 


hypothetical protein FU21 511 


7.1 


453930 


AA419466 


Hs.36727 


hypothetical protein FU 10903 


7.1 


449249 


T52285 


Hs.193115 


Homo sapiens mRNA for K1AA1764 protein, 


7.0 


430187 


Al 799909 


Hs.158989 


ESTs 


7.0 


434217 


AW014795 


Hs.23349 


ESTs 


7.0 


431217 


NM.013427 


Hs.250830 


Rho GTPase activating protein 6 


6.9 


430188 


AL049242 


Hs.234794 


Homo sapiens mRNA: cONA DKFZp564B083 (fr 


6.9 


415786 


AW419196 


Hs.257924 


hypothetical protein FU 13782 


6.9 


421059 


AI654133 


Hs.30212 


thyroid receptor interacting protein 15 


6.8 


426384 


AI472078 


Hs.303562 


ESTs 


6.8 


458509 


AA654650 


Hs.282906 


ESTs 


6.8 


449821 


AI671141 


Hs.211122 


ESTs 


6.8 


407118 


AA156790 


Hs.262036 


ESTs, Weakly similar to Z223 HUMAN ZINC 


6.8 


443250 


A1041530 


Hs.132107 


ESTs 


6J 


428330 


L22524 


Hs.2256 


matrix metaUoprotemase 7 (matrilysln, 


67 


408197 


AA282262 


Hs.107410 


ESTs, Weakly similar to A46010 X-flnked 


a6 


454457 


AW753456 




gbK3V2-CT0261-2610994)11-d11 CT0261 Homo 


&6 


421154 


AA284333 


Hs.287631 


Homo sapiens cDNA FU14269 fis, clone PL 


6.5 


429433 


AA452899 


Hs.213586 


ESTs, Weakfy similar to KIAA1353 protein 


6.5 


431467 


N71831 


Hs.256398 


Homo sapiens mRNA; cDNA DKFZp434E0528 (f 


6.5 


424433 


H04607 


Hs,9218 


ESTs 


6.5 


450164 


AI239923 


Hs.63931 


ESTs 


6.5 


423566 


AW976434 


Hs.3623 


hypothetical protein FU1 1220 


6.5 


450497 


H54159 


Hs.15328 


ESTs 


6.5 


425312 


AA354940 


Hs.145958 


ESTs 


6.4 


426140 


AF131798 


Hs.343768 


Homo sapiens clone 251 19 mRNA sequence 


6.4 


440911 


AAS09536 


Hs.143562 


ESTs 


6.4 


412350 


AI659306 


Hs.73826 


protein tyrosine phosphatase, norwecept 


6.3 


432600 


AI821085 




gb:ns95a12.y5 NCI_CGAP_Pr3 Homo sapiens 


6.3 


435375 


A1733610 


Hs.187832 


ESTs 


6.3 


416370 


N9O470 


Hs.203597 


ESTs, Weakly similar to 138022 hypotheti 


6.3 


431359 


AW993522 


Hs.292934 


ESTs 


6.2 


424736 


AF230877 


Hs.152701 


rrucroUibule-inleracting protein that ass 


6.1 


403667 






Target Exon 


6.1 


424846 


AU077324 


Hs.1832 


neuropeptide Y 


6.1 


439569 


AW602166 


Hs.222399 


CEGP1 protein 


6.1 


436396 


A1683487 


Hs.152213 


wingless-type MMTV tntegrafion site f ami 


6.1 


448004 


AW451477 


Hs.257456 


ESTs 


6.1 


431770 


BE221880 


Hs.268555 


S-J exoribonuclease 2 


6.0 


453861 


AI026838 


Rs.30120 


ESTs, WeaWy similar to NUCUWMAN NUCLE 


6.0 


415621 


AI648602 


Hs.55468 


ESTs 


6.0 
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436873 N23874 Hs.50477 RAB27A, member RAS oncogene family 6.0 

442481 N99828 gbza32c04.r1 Scares fetal liver spleen 6.0 

432527 AW975028 Hs.102754 ESTs 5.9 

447156 AW274731 Hs.157920 ESTs 5.9 

5 404003 Target Exon 5.9 

424853 BE549737 Hs.1 32967 Human EST dona 122887 mariner transposo 5.9 

427726 AI359144 Hs.143688 Homo sapiens cDNA: RJ23031 fis, clone L 5.9 

433043 W575S4 Hs.125019 lymphoid nuclear protein (LAM) mRNA 5.9 

438138 R98299 Hs.177502 ESTs 5.9 

10 440129 AA865818 Hs.174936 ESTs, Weakly similar to S71886 Ste20-lik 5.8 

434973 AW449285 Hs.313636 EST 5.8 

408527 AL135018 Hs.33074 Homo sapiens, clone IMAGE:3606519, mRNA. 5.8 

459241 AA032275 Hs.99010 ESTs, Moderately similar to T 14342 NSD1 5.8 

434485 AI623511 Hs.118567 ESTs 5.8 

15 429716 R25685 Hs.211933 collagen, type XIII, alpha 1 5.7 

443980 AI093577 Hs.255416 hypothetical protein FU 21 986 5.7 

453200 AA033832 Hs.212433 ESTs 5.7 

428002 AA418703 gb:zv98c03.s1 Soares NhHMPu S1 Homosapi 5.7 

432966 AA650114 Hs.325198 ESTs 5.7 

20 448148 NMJJ16578 Hs.20509 HBV pX associated protein-8 5.7 

420948 AB016898 Hs.100469 myelotoVrymphdd ormixe(Wneageleukem 5.7 

' 425810 AI923627 Hs.31903 ESTs 5.6 

414312 AA155694 Hs.191060 ESTs 5.6 

404571 NM_015902*:Homo sapiens progestin induce 5.6 

25 424850 AA151057 Hs.153498 chromosoma 18 open reading frame 1 5.6 

439092 AA830149 gb»c44f08.s1 NCI_CGAP_GCB1 Homo sapiens 5.6 

427078 AI676062 Hs.1 11902 ESTs 5.6 

422805 AA436989 Hs.121017 H2A histone family, member A 5.6 

417511 AL049176 Hs.82223 chordin-like 5.6 

30 449625 NlvL.014253 odz {odd OzAen-m, Drosophila) homolog 1 5.6 

433927 AI557019 Hs.1 16467 small nuclear protein PRAC 5.5 

441676 BE564206 Hs.49889 ESTs 5.5 

421513 X00949 Hs.105314 retaxin 1 (HI) 5.5 

432682 A1376400 Hs.159588 ESTs 5.5 

35 435021 AA922192 Hs.54709 ESTs 5.5 

454171 AW854832 gb:QV2-CT0261-201099-01 1405 CT0261 Homo 5.5 

426581 AB040956 Hs.135890 WAA1523 protein 5.5 

439079 AF085937 Hs.38348 ESTs 5.5 

Ar . 443635 A1080230 Hs.134214 ESTs 5.5 

40 400080 Eos Control 5.5 

410196 AI936442 Hs.59838 hypothetical protein FU 10808 5.5 

436578 A1091435 Hs.134859 ESTs 5.5 

424051 AL110203 Hs.1 384 11 Homo sapiens mRNA; cDNA DKFZp5B6J 1922 (f 5.4 

450325 AI935962 Hs.26289 ESTs 5.4 

45 421863 AI952677 Hs.108972 Homo sapiens mRNA; cDNA DKFZp434P228 (fr 5.4 

432161 AK000400 Hs.341181 ESTs, Weakly similar to envelope [H.sapi 5.4 

435072 AW592176 Hs.116932 ESTs 5.4 

428647 AA830050 Hs.124344 ESTs 5.4 

441111 A1806867 Hs.126594 ESTs 5.4 

50 433087 AI720686 Hs.152520 ESTs S3 

450244 AA007534 Hs.125062 ESTs 5.3 

400294 N95796 Hs.278695 Homo sapiens prostein mRNA, complete cds 5.3 

415539 AI733881 Hs.72472 BMP-R1B 5.3 

__ 437267 AW511443 Hs.258110 ESTs 5.3 

55 441916 AA993571 Hs.129075 ESTs 5.3 

452784 BE463857 Hs.151258 hypothetical protein FU21 062 5.3 

446715 AI337735 Hs.173919 ESTs, Moderately similar to ZN91_HUMAN Z 5.3 

452531 AA429462 Hs.293946 ESTs, WeaWy similar to I38022 hypotheti 5.3 

_ 426503 AA380153 gb£ST93093 Skin tumor I Homo sapiens cD 5.3 

60 423101 M83941 Hs.123642 EphA3 5.3 

445704 AI493742 Hs.167700 ESTs, Moderately similar to 138022 hypot 5.3 

450813 A1739625 Hs.203376 ESTs 5.3 

409079 W87707 Hs.82065 interleukin 6 signal transducer (gp1 30, 5.2 

415890 H08225 Hs.268712 ESTs 5.2 

65 454968 AW849046 gb:IL3^T0214-l5030O^)85-H06 CT0214 Homo 5.2 

441054 AA913591 Hs.1 26480 ESTs 5.2 

408385 AF055634 Hs.44553 unc5 (Ceiegans homolog) c 5.2 

437752 AA767376 Hs.291631 ESTs, Moderately similar to S 65657 alpha 5.2 

448072 A1459306 Hs.24908 ESTs 5.2 

70 419536 AA603305 gb:np12d1 lal NCLCGAP_Pr3 Homo sapiens 5.2 

421040 AA715026 Hs.135280 ESTs 5.2 

446495 D60923 Hs.153460 ESTs 5.2 

415263 AA948033 Hs.130853 ESTs 5.2 

nc 426748 AL048409 Hs.97177 ESTs, Weakly similar to ALU 1.HUMAN ALU S 5.2 

/5 436338 W92147 Hs.118394 ESTs 5.2 

445238 AA883971 Hs.187506 ESTs 5.1 

450382 AA397658 Hs.60257 Homo sapiens cDNA FU 13598 fis, clone PL 5.1 

457211 AW972565 Hs.32399 ESTs, Weakly simflar to S51 797 vasodilal 5.1 

450582 AI339732 G-rich RNA sequence binding factor 1 5.1 

oO 438447 AI082883 Hs.30732 hypothetical protein FU 13409; K1AA1711 5.1 

430598 AK001764 Hs.247112 hypothetical protein FU 10902 5.0 

440995 T57773 Hs.10263 ESTs 5.0 

412775 AA7O9046 Hs.27552 Homo sapiens mRNA; cONA DKF2p586N2424 (f 5.0 
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425259 


AL049280 


Ue 1 qClQ7 


418334 


AA319233 


ns.ooi 1 


435401 


R44477 


Lie irkfirc 

ns.iuuoo 


418564 


AA631 143 


LL. 570CQC 


407198 


K91679 




403696 






452891 


N75582 


nS.ZiZaro 


457374 






430261 


AA30«i197 


nS.zo/^Zo 


408829 


NM 005049 

|TtlVI_UUOU**Z 


n5.«J0o04 


448041 


AW9Q97KQ 
mvzyZf gy 


ns.zUWzo 


451244 


A\A/nriQ7QQ 


HS.J4J877 


443180 


■MOOrO 


LL, irncip 

ns.Z5oo7o 


AlAAO'i 


AA147Z24 


Hs.249195 


^ 1 DuOD 


TKR7«U 
1 DOrO*) 




42XH551 


MAZolUqZ 


HS .29493 


428715 


AWzyono 


Hs.531 26 




AAooUBiW 


Hs. 11 9769 




KZ7Zb9 


Hs.10172 


«*O0 1 ot 


A AOfY71Y7C 

AAiw/U/b 


Hs.122060 


A A 7fl CD 


AlQOQjICC 

AJyj9455 


Hs.160870 


A1Q1B7 


AAzo4o5z 


Hs.44693 


*WOOZ<J 


nzyooz 




420871 


A A7T\0070 

AAAJzy/Z 


Hs.65300 


450317 


AI692689 




HJOOtO 


UZOZ1 3 


Hs.3oo04 


430172 


/vwoooy 1 


ns.lbloay 


431657 


AKWDZZ/ 


u. 4 fid AO 

NS.1 05448 


452843 


A|7QR7fiQ 


nS.^Uo320 


458229 


HlSZyOUZ 


U. 177 


420954 


A A 90 OA 7/ 


MS ZoiSZS 


452031 


MM/HI Jl*} 


Ltc ARC 


440354 




Ue 19C/tRQ 
nS.lZiHOO 


427212 


MV¥Zy,XHy 


Hs .58279 


443361 


A17Q9ROQ 


Ue 4^M7Q 


409731 


AAlOCQftc 


Ue CCIytC 

nS.ool4o 


420026 


AtA311CM 
rUOO 1 1 3 J 


Ue 1CCC7C 

ns.lt Db/o 


450330 


AWwinT?*; 


Ue 14017 


415788 
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Homo sapiens mRNA; cDNA DKFZp727C191 (fr 


3.6 




423349 


AF010258 


Hs.1 27428 


homeo box A9 


3.6 




426917 


AA913814 


Hs.172854 


DKFZP586B0923 protein 


3.6 




429430 


AI381837 


Hs.155335 


ESTs 


3.6 


10 


433563 


AI732637 


Hs.277901 


ESTs 


3.6 


425465 


11 8964 


Hs.1904 


protein kinase C, iota 


3.5 




452498 


AK000101 


Hs.2970O 


hypothetical protein FU20094 


3.5 




401132 






C12000517*:gi|4758712ireflNP_004659.1| a 


3.5 




421105 


AA766501 


Hs.125113 


ESTs 


3.5 


15 


435177 


AI018174 


Hs.42936 


ESTs 


3.5 


449343 


A1151418 




protein phosphatase 3 (formerly 26), cat 


3.5 




457653 


AI820719 


Hs.154662 


DnaJ (Hsp40) homolog, subfamily A, membe 


3.5 




419563 


AA526235 


Hs.193162 


Homo sapiens cDNA FU11983 fis. clone HE 


3.5 




419994 


AA282881 


Hs.190057 


ESTs 


3.5 


20 


427304 


AA761526 


Hs.163853 


ESTs 


3.5 


434763 


AA64861B 




gb:ns07a11.r1 NCLCGAP_Ew1 Homo sapiens 


3.5 




447497 


AW167254 


Hs.205722 


ESTs 


3.5 




449988 


AW372068 


Hs.201420 


ESTs. Moderately similar to ALU7.HUMAN A 


3.5 




422321 


AA906427 


Hs,181035 


hypothetical protein MGC11296 


3.5 


25 


418723 


AA504428 


Hs.10487 


Homo sapiens, done IMAG&3954132, mRNA, 


3.5 


438680 


AA906121 


Hs.173421 


ESTs 


3.5 




452903 


AI953425 


Hs.345291 


ESTs, Weakly similar to I38022 hypotheti 


3.5 




443273 


AI042063 


Hs.132156 


ESTs 


3.5 




403510 






Target Exon 


3.5 


30 


435681 


AA694192 


Hs.148979 


ESTs 


3.5 


451722 


H86374 


Hs.40881 


ESTs 


3.5 




435981 


H74319 


Hs.188620 


ESTs 


3.5 




449845 


AW971183 


Hs.96B3 


DnaJ (Hsp40) homolog, subfamily C, membe 


3.5 




436024 


AI800041 


Hs.190555 


ESTs 


3.5 


35 


429643 


AA455889 


Hs.167279 


FYVE-Rnger-containing Rab5 effector pro 


3.5 


443324 


R44013 


Hs.164225 


ESTs 


3.5 




458332 


AI000341 


Hs^20491 


ESTs 


3.5 




435688 


H72286 


Hs.128387 


ESTs 


3.4 




435047 


AA454985 


Hs.54973 


cadherin-like protein VR20 


14 


40 


432606 


NM.002104 


Hs.3066 


granzyme K (serine protease, granzyme 3; 


3.4 


409047 
404848 


AW961434 


Hs.31539 


ESTs 

ENSP00000240769*:BG153O3.1 (similar to C 


3.4 
3.4 




412494 


AL133900 


Hs.792 


ADP-ribosytation factor domain protein 1 


3.4 




417435 


NMJJ051B1 


Hs.82129 


carbonic anhydrase ill, muscle specific 


14 


45 


430403 


AF039390 


Hs.241382 


tumor necrosis factor (ligand) superfami 


3.4 


436340 


R42246 


Hs.21606 


ESTs 


3.4 




441596 


AA939300 


Hs.206768 


ESTs 


3.4 




442231 


W02434 


Hs.222413 


ESTs 


3.4 




447124 


AW976438 


Hs.17428 


RBP1-Iike protein 


3.4 


50 


449517 


AW500106 


Hs.23643 


serine/threonine protein kinase MASK 


3.4 


450297 


AW901347 


Hs.38592 


hypothetical protein FU23342 


3.4 




453682 


T79703 




gb^d71e08j1 Soares fetal fiver spleen 


3.4 




456995 


T89832 


Hs.170278 


ESTs 


3.4 




444324 


AI301330 


Hs.143838 


ESTs 


3.4 


55 


400379 


NM.016432 




Homo sapiens ovarian cancer related prot 


3.4 


419964 


AA811657 


H&220913 


ESTs 


3.4 




424026 


AI798295 


Hs.137576 


ribcsomal protein L34 pseudogene 1 


3.4 




427033 


AI457449 


Hs.192817 


ESTs 


3.4 




453942 


AW190920 


Hs.19928 


hypothetical protein SP329 


3.4 


60 


431421 


AW96911B 


Hs.108144 


ESTs, Weakly similar to unnamed protein 


3.4 


408784 


AW971350 


Hs.63386 


ESTs 


3.4 




420184 


AA168408 


Ks.95665 


hypothetical protein 


3.4 




420721 


AA927802 


Hs.159471 


ZAP3 protein 


14 




422728 


AW937826 


Hs.103262 


ESTs, Weakly similar to ZN91_HUMAN ZINC 


3.4 


65 


436703 


AWB80614 


Hs.146381 


RNA binding motif protein, X chromosome 


14 


429165 


AW009886 


Hs.1 18258 


prostate cancer associated protein 1 


14 




427674 


NM_003528 


Hs.2178 


H2B histone family, member Q 


3.4 




412505 


AA974491 


Hs.21734 


ESTs 


3.4 




431408 


AA504757 


Hs.105738 


ESTs 


3.4 


70 


438801 


AA825971 


Hs.124284 


ESTs 


3.4 


445432 


AV653771 




gbAV653771 GIC Homo sapiens cDNA clone 


3.4 




418575 


AA225313 


Hs.222886 


ESTs, Weakly similar to TRHY.HUMAN TRICH 


3.3 




436345 


AA873008 


Hs.121572 


ESTs 


3.3 




423023 


N50128 


Hs.173400 


ESTs 


13 


75 


427615 


BE410107 


Hs.179817 


CQ-82 protein 


3.3 


4295B8 


AI080271 


Hs.134533 


ESTs 


3.3 




400362 


AF06B294 


Hs.272414 


Homo sapiens HDCMB45P mRNA, partial cds 


3.3 




425523 


AB007948 


Hs.158244 


KIAA0479 protein 


3.3 




426237 


AK001104 


Hs.168241 


hypothetical protein FU10242 


3.3 


80 


427473 


AW274439 


Hs.252709 


ESTs 


3.3 


434520 


AA205273 


Hs.177011 


hypothetical protein 


3.3 




447282 


AI989963 


Hs.197505 


ESTs 


3.3 




433554 


AW957666 


Hs.8108 


disabled (Drosophila) homolog 1 


13 




414818 


BE541217 


Hs.23606 


ESTs 


13 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



418985 
436854 
43Q865 
447182 
423S45 
429227 
411928 
418051 
418719 
437714 
455710 
421590 
445707 
411435 
426657 
423412 
436962 
415319 
429318 
433213 
453973 
418245 
428043 
407385 
423595 
407021 



438118 
447516 
449570 
450687 
425657 
459646 
408480 
451025 
401416 
421928 
454860 
436995 
428736 
420120 
422352 
429037 
432625 
445218 
447597 
437866 
416882 
410870 



415862 
420969 
415467 
412666 
417380 
418319 
419088 
422165 
448044 
452862 
405548 
439584 
419839 
427359 
429569 
434512 
452102 
425856 
416836 
432589 
420512 
417206 
410821 



425905 
427773 
441817 



421823 
416812 
445784 
434384 
416140 



A1042330 

AA749167 

AI073424 

BE241668 

AI215632 

AI961456 

AA888624 

AW192535 

AW975590 

AA766346 

BE072049 

AF004715 

AI248720 

AW846433 

NMJJ15865 

AF109300 

AW377314 

AA659823 

AW861930 

AW665130 

AI291895 

AA088767 

T92248 

AA610150 

RB2826 

U52077 

AI123555 

AW753311 

W05355 

AA001793 

AA495800 

T89839 

AW883968 

AJ350337 

AW028689 

AF013758 

AW835767 

AI16001S 

AK001331 

AL049610 

AA766296 

X81895 

AI243596 

T79971 

Al 886036 

AA156781 

AJ 633044 

U81599 

AF085833 

R51034 

AI636310 

R50891 

AL08O116 

T06809 

AW611703 

AI538323 

AL041199 

AI458682 

AW378065 

AA838114 

U24577 

AW020782 

AA454993 

AW139932 

U04343 

AA364908 

054745 

AL135725 

AA262886 

AA291183 

All 14811 

AA331761 

AB032959 

AA412290 

AW969708 

AA909249 

N40850 

H91010 

AI253155 

AA631910 

AI918035 



Hs.87128 

Hs.173911 

Hs.5232 

Hs.17585 

Hs.147487 

Hs.21275 

Hs.197289 

Hs.19479 

Hs.161707 

Hs.293242 

Hs.105940 
Hs.1 14390 

Hs.171731 

Hs.5364 

Hs.34955 

Hs.102500 

Hs.137190 

Hs.61993 

Hs.83883 

Hs.2240 

Hs.272072 

Hs.220702 

Hs.81796 

Hs.346690 

Hs.102971 



Hs.119471 
Hs.321190 
Hs.164568 
Hs.301985 

Hs.109643 

Hs.118112 

Hs.192662 

Hs.95243 

Ks.99200 

Hs.194765 

Hs.94830 

Hs.12432 

Hs^13675 



hypothetical protein FLJ 23309 3.3 

ESTs 3.3 

HSPC125 protein 3.3 

KIAA0801 gene product 3.3 

ESTs 3.3 

hypothetical protein FU1 101 1 3.3 

rat>3 GTPase-activating protein, non-cata 3.3 

ESTs 3.3 

ESTs 3.3 

ESTs 3.3 

gb:PM4-BT0532.170100-004406 BT0532 Homo 3.3 

jerky (mouse) homotog-like 3.3 

ESTs 3.3 

gb:QVO-CT0179-070300-143*02 CT0179 Homo 3.3 

solute carrier family 14 {urea transport 3.3 

prostate cancer associated protein 5 3. 3 

OKFZP564I052 protein 3.3 

Homo sapiens cDNA FU13485 lis. clone PL 3.3 

hypothetical protein dJ51 1E16.2 13 

ESTs 3.3 

ESTs, Weakly similar to ALU1„HUMAN ALU S 3.3 

transmembrane, prostate androgen induced 3.2 

uteroglobin 3.2 

ESTs, Weakly similar to 138022 hypotheU 3.2 

ESTs 3.2 

gb:Human marinerl transposase gene, comp 3.2 

ESTs 3.2 

ESTs 3.2 

hypothetical protein FU 1 4751 3.2 

gb:zh86c06.r1 Scares_fetaljver_sp!een_ 3.2 

gfczw05b07.s1 Soares_NhHMPu_S1 Homo sapi 3.2 

ESTs 3.2 

gb:QV3-OT0063-290300-13^04 OT0063 Homo 3.2 

fibroblast growth factor 7 {keratinocyte 3.2 

ESTs 3.2 

C14000338*:gi|7459502|pir||S74665 outer 3.2 

polyadenylatB binding protein-interactin 3.2 

gb:QV4-LT0016-24020O-1 10*08 LT0016 Homo 3.2 

ESTs 3.2 

hypothetical protein FU10469 3.2 

transcription elongation factor A (Sli)- 3.2 

ESTs 3.2 

Rsapiens GENX-5624 mRNA, 3" UTR 3.2 

ESTs, Moderately similar to T03094 A-kin 3.2 

Homo sapiens done 24407 mRNA sequence 3.2 

ESTs 3.2 

metafiothionein 1 E (functional) 3.2 

tryptophanyltRNA synthetase 2 (mitochon 3.2 



Hs.66731 


horneoboxB13 


12 


Hs.135624 


ESTs 


3.2 


Hs.144513 


ESTs 


3.2 


Hs.28310 


ESTs 


3.2 


Hs.260274 


ESTs 


3.2 


Hs.74420 


origin recognition complex, subunit 3 (y 


3.2 


Hs.332086 


ESTs 


3.2 


Hs.190173 


ESTs, Weakly similar to A46010 X-linked 


3.2 


Hs.52620 


integrin, beta 8 


3.2 


Hs.1481 


histidhe decarboxylase 


3.2 




gb:tk13eOU1 NCLCGAPJ.U24 Homo sapiens 


3.2 


Hs.8687 


ESTs 


12 




Target Exon 


3.1 


Hs.221612 


ESTs 


3.1 


Hs.93304 


phospholipase A2, group VII (platetet-ac 


3.1 


Hs.79881 


Homo sapiens cDNA: FU23006 fis, clone L 


3.1 


Hs.138343 


ESTs, Weakly similar to 178885 serine/lh 


3.1 


Hs.188941 


ESTs 


3.1 


Hs.27954 


CD86 antigen (CD28 antigen Rgand 2, B7- 


3.1 


Hs.98927 


hypotheCcai protein FU13993 


3.1 


Hs.80247 


,•,1^,1 „ 

cnoiecystoKmin 


3.1 


Hs.131708 


ESTs 


3.1 


Hs.143817 


ESTs 


3.1 


Hs.81648 


hypothetical protein FU 11021 simflar to 


3.1 


Hs.92526 


ESTs, Weakly similar to T0O365 hypotheG 


3.1 


Hs.254859 


ESTs 


3.1 


Hs.318584 


novel C3HC4 type Zinc finger (ring tinge 


3.1 


Hs.98124 


ESTs 


3.1 


Hs.293332 


ESTs 


3.1 


Hs.112282 


solute carrier family 30 (zinc transport 


3.1 


Hs.28625 


ESTs 


3.1 


Hs.44940 


ESTs 


3.1 


Hs.146065 


ESTs 


3.1 


Hs.162849 


ESTs 


3.1 


Hs.301198 


roundabout (axon guidance receptor, Oros 


3.1 
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407426 


AF129533 




gfcHomo sapiens F-box protein FbI3b (FBL 


3.1 


416423 


H54375 


Hs.268921 


ESTs 


3.1 


418037 


AI990212 


Hs.86447 


ESTs 


3.1 


419197 


N48921 


Hs.27441 


WAA1615 protein 


3.1 


420179 


N74530 


Hs.21168 


ESTs 


3.1 


433610 


AA806822 


Hs.1 12547 


ESTs 


3.1 


436295 


N73895 




gb:za62d0&s1 Scares fetal liver spleen 


3.1 


444800 


AW1 19071 


Hs.153287 


ESTs 


3.1 


418858 


AW961605 


Hs.21145 


hypothetical protein RG083M05.2 


3.1 


446469 


BE094648 


Hs.15113 


homogentisate 1,2-cToxygenase (homogenti 


3.1 


431992 


NMJJ02742 


Hs.2891 


protein kinase C, mu 


3.1 


405510 






ENSP00000233779':Hypothetica1 68.0 kDa p 


3.1 


407349 


AA825449 


Hs.83332 


Homo sapiens cDNA: FU22437 fts, clone H 


3.1 


410869 


AW808361 




gb:MR1-ST01 1 1-1 1 109 9403-f04 ST01 1 1 Homo 


3.1 


425354 


U62027 


Hs.155935 


complement component 3a receptor 1 


3.1 


4254B0 


AB023198 


Hs.158135 


KIAA0981 protein 


3.1 


441492 


AI149998 


Hs.146346 


ESTs 


3.1 


447078 


AW885727 


Hs.9914 


ESTs 


3.1 


459324 


AW080953 




gb:xc28c12j<1 NCI_CGAP_Co1 8 Homo sapiens 


3.1 


433852 


AI378329 


Hs.126629 


ESTs 


3.0 


448658 


H71739 


Hs.200227 


ESTs, Moderately similar to A53959 throm 


10 


452242 


R50956 


Hs.1 59993 


gycosyi transferase 


3.0 


424690 


BE538356 


Hs.151777 


eukaryotic translation initiation factor 


3.0 


405264 






NM_03081 3*: Homo sapiens suppressor of po 


3.0 


407253 


AA411175 


Hs.141939 


ESTs, Moderately similar to S65657 alpha 


3.0 


452234 


AW084176 


Hs.223236 


ESTs, WeaWy similar b 138022 hypotheti 


3.0 


434497 


AI821803 


Hs.136580 


ESTs 


3.0 


420355 


AW968263 


Hs.123126 


ESTs 


3.0 


403481 






Target Exon 


3.0 


412988 


BE046680 




gb:hn42h03.x1 NCLCGAP_RDF2 Homo sapiens 


3.0 


452679 


Z42387 


Hs.83883 


transmembrane, prostate androgen Induced 


3.0 


416642 


T96118 


Hs.226313 


ESTs 


3.0 


418948 


AI217097 




gb:qd43h07jc1 Soares fetal hearLNbHH19W 


3.0 


426174 


AA547959 


Hs.1 15838 


ESTs 


3.0 


430459 


BE178539 


Hs.278634 


ESTs 


3.0 


439182 


AF086030 


Hs.21621 


hypothetical protein DKFZp762O076 


3.0 


446258 


AI283476 


Hs.263478 


ESTs 


3.0 


448686 


AA158659 


Hs.334712 


hypothetical protein FU 14744 


3.0 


453455 


AA063553 


Hs.221931 


ESTs, Weakly similar to JC1 087 RNA hefic 


3.0 


414441 


AA234759 


Hs.1 32950 


ESTs 


10 


427302 


AA400540 


Hs.135282 


Homo sapiens cDNA FU11554 Ms, done HE 


10 


437048 


AA743240 


Hs.91582 


ESTs 


3.0 


450963 


AI864668 


Hs.48B32 


ESTs 


3.0 


432336 


NM_002759 


Hs.274382 


protein kinase, interfercfl-indudble dou 


10 


459535 


AV654907 




gb:AV654907 GLC Homo sapiens cDNA done 


10 


448734 


BE614070 


Hs.326416 


Homo sapiens mRNA; cDNA DKFZp564H1916 (f 


10 


45146B 


AW503398 


Hs.293663 


ESTs, Moderately similar to 138022 hypot 


3.0 


407829 


AA045084 


Hs.29725 


hypothetical protein FU 131 97 


3.0 


420407 


AA814732 


Hs.145010 


Hpopolysaccaride-spetific response 54! 


10 


426743 


AA383833 


Hs.245022 


ESTs 


10 


442326 


H92962 


Hs.124813 


hypothetical protein MGC14817 


10 


449913 


AA004696 


Hs.333016 


ESTs 


3.0 


454096 


AW062757 




gb:Cfifl>-CT01 03-1 2089 !M)37-g07 CT0103 Homo 


10 


437323 


AA371145 


Hs.194397 


tepQn receptor 


3.0 


407137 


T97307 




gb:ye53h05.s1 Soares fetal fiver spleen 


3.0 


450580 


N40087 




ESTs 


3.0 


429084 


AJ001443 


Hs.195614 


spfiring factor 3b, subunit 3, 1 30kD 


3.0 


418365 


AW014345 


Hs.161690 


ESTs 


3.0 


423784 


AK000039 


Hs.132826 


Homo sapiens cDNA RJ14913 lis, done PL 


3.0 


435677 


AA694142 


Hs.293726 


ESTs, Weakly similar to TSGA RAT TESTIS 


3.0 


414951 


AW794931 


Hs.100861 


hypothetical protein FU14600 


3.0 


418819 


AA228776 


Hs.191721 


ESTs 


3.0 


428634 


AA811845 


Hs.1 06290 


i\e)cn mow containing protein 


10 


431869 


AA521136 


Hs.190176 


ESTs 


3.0 


435008 


AF150262 


Hs.162898 


ESTs 


10 


448880 


AW205507 


Hs.32360 


ESTs, Highly similar to 138587 retrovlru 


10 


451391 


AA017410 


Hs.40568 


ESTs 


10 


452959 


AI933416 


Hs.189674 


ESTs 


3.0 



TABLE 64B 

Pkey: Unique Eos probeset identifier number 
CAT number: Gene duster number 
Accession: Genbank accession numbers 



Pkey GAT Number Accession 

410790 1221131J AW803357 AW803423AW812233 R06814 

410869 1225123J AW808361 AW808404 AW808386AW808594AW808654AW808813AW808551 AWB08676AW808350 AW808406AW808694 AW808934 
AW808829 AW808335 AW808422 AW808401 AWB08409 AW808760AW808863AW808521 AWB08539 AW808609AW808472AW808739 
AW808704 AW808558 AW80871 4 AW808420 AW8 

411436 1245660 1 AW846433 AW846159 AW846377 AW846528 



736 



WO 03/042661 



PCT/US02/36810 



439092 
439306 
440840 

440947 
442481 
445432 
448044 
449343 



449570 
449625 

450317 
450580 



450582 
450687 
452462 
453682 
454037 
454096 
454171 
454457 
454860 
454968 
455276 
455645 
455710 
457374 
458912 



411479 1247077 1 AW848047 AW84B202AW848531 AW848142 AW848702 AW848121 AW848632 AW848140 AW848571 AW848009 AW848067 AW848069 

AW848905AW848214 
412988 1342150J BE046680 BE046738 BE044958 
413081 1348563J BE064415 BE064430 BE064448 

413525 1374635J BE145899 BE145848 BE145849 BE145853 BE145927 BE145925 

415989 156454 t AI267700 AI720344 AA191424 AI023543 AI469633 AA172056 AW95B465 AA172236 AW953397 AA355086 

416009 1566379.1 Z43062 R13213 H 14422 

416288 1585983 1 H51299 H44619 H46391 R86024 H51892 T72744 

416882 162718 T AI633044 AW016212 AW241 143 AA769058 R43272 AW068958 AA210918 AA293774 AI748815 A1763294 AI333114 AI277384 AI088297 AI468477 

AJ824624 AW189606 A1631751 Z40749 AI984673 AI671316 AA189024 AW235412 BE178426 R24677 R40635 H05100 R40597 
418259 173388.1 AA215404 AI990909 BE464132 AW271459 N74332 AI262061 
418866 179788 1 T65754 AA229857AA229658 

418948 180808 1 A1217097AW886090 W38035 W38792AA232835AW936043 

419536 185688.1 AA603305 AA244095 AA244183 

4201 1 1 190755.1 AA255652 AA28091 1 AW967920 AA262684 

420352 192979.1 BE258835 AW968316 AA258918 AW843305 R14744 A1580388 BE071923 R362B0 
423412 228001.1 AF1 09300 AI299378 AI202654 
424200 236595.1 AA337221 AA336756 AW966196 
426413 266650.1 AA377823 AW954494 A( 022688 
426503 268283.1 AA380153AA380233AW963529 

426991 27415.1 AK001536 AA191092 AW5 10354 AI554256 AL353968 AA1 34266 

428002 285602J AA418703 AA418711 BE071 91 5 BE07 1 920 BE07 1912 

428342 290035 2 AI739 1 68 AA426249 Al 199636 AW5051 98 AW977291 AA824583 AA883419 AA724079 AI01 5524 AI377728AW293682AI928140 AA731 438 

AI0924O4AI085630AA731340 
429163 300543.1 AA884766 AW974271 AA592975AA447312 
429220 301384.1 AW207206 AW341473 AA448195 AI951341 
430535 319643J AW968485 AW958670 AA480922 BE3 50425 

432600 350959.1 AI821085 AW973464AA554802AI821831 AA657438 AA640756 AA650339 
432765 353907 1 AJ003429 AJ003367 AA564825 

433523 368873 1 H29882 AW665533 AW149901 AI572917 AA598500 AI686466 AI336390 AW864390 AW864320 
434763 392847.1 AA648618 AW974389 H51771 
436295 41733.1 N73895AJ001872 

436326 41795.2 BE085236 BE0B531 7 X04236 AA577934 AA578392 AA502836 AA595852AA57825BAW270791 AA507151 AA559152 T57040BE503281 
AW593405 A1825755 AI350499 AI655710 AI972281 AI654949 BE073961 BE073962 BE041399 AW750214 AA228488 BE07401 6 AI9C8706 
AW270601 AW873282 

437866 44433.2 AA156781 AW293839 U52054 AA024963 AA778446 BE073977 AW444904 AW602574 BE164040 BE164012 BE163972 BE163974 BE163992 
AA837481 AW468444 BE185091 AW468002 AA687333 AA81 1830 AA58 1806 A1866686 AJ572124 AA043777 AA040926 020160 AI536733 
AA812489 AW874142 A147188 
AA830149 AW978407 M85983 AW503637 
BE220199 W01813 AF086118 N70760 BE221405 

AW629666AW959831 AW205739 BE620243 AA412367AW300025AW051920AJ288591 AW236114 AI302852AI03B548AA534496AI797207 
AA921877 

AA910403 AI815593 W5B361 AW162520AIB16550 
N99828 BE079873 AI1 10738 AF074645 
AV653771 BE089370 

AJ458682 H24240 R14537 R18426 AW867082 

AJ151418 W60401 AW631238 AI346936 AA862B55 W60310 N72501 H9006O BE150445 AW380821 AI540906 C04881 W03542 AA641764 H97053 
AW889353 AA521308 AA001203 W92828 A1207798 AA746655 R78710 W24617 AA024605 C01747 AW1 73095 W61229 W92685 AA742467 
H00789 R76925AW1828 
AA001793AA001871 

NM.014253 AF100772 BE088769 AL02271 8 BE161779 AW863569 BE161640 A1039060 BE168542 AW296554 AA323193 AA235370 AW779760 
N48674 AI375997 R45432 D59344 A1203107 F07491 R35360 R25094 AI913631 AJ498402 T61382 A1016320 N45526 T61415 AA331486 
A1692689R14223R18395 

N40087 H12925 AA460779 AA096372 BE160847 AW816890 AW816B93 AWB16577 AWB16B91 AW816882 AW816B68 AW816B89 AW816940 
AW816892AVV816941AW816578AA029183T83320 H86850AA010295BE160823 Z25353M150883A^ 
AA164518 AA730973 W00417 W65303 

AI339732 AA010300 AW515041 AA768334 N29860 AA425874 AA4251 18 AAB65829 AW936878 
AA495800 M495737 AA010738 AA654716 AA640726 
.1 BE173515BE173560AI902880 
977454.1 T79703 T96307AL079725 
996287.1 AW998716 AW022148 N68020 

1007449.1 AW062757 AW176890 AW062758 AW176895 AW176869 AW176900 AW176897 AW176928 AW176868 AW176892 
1049240 J AW854832 AW854798 AW854857 AW854816 AW854834 AW854817 
1207274.1 AW753456 AW753036 AW854868 AW854862 
1237732.1 AW835767 AW835537 BE160187 

1247029.1 AW849046 AW847956 AW849039 AW847957 AW848279 AW848698 AW849034 AW849033 
1272541.1 BE176479 BE176678 BE176357 BE176550 AW886079 BE176676 BE176615 BE176555 BE176489 BE176610 BE176362 
1348557.1 BE064420 BE064435 BE064429 BE064414 BE064400 BE064517 

1352368.1 BE072049 BE069471 BE069489 BE069478 BE069479 BE069492 BE069485 BE072122 BE072124 BE069491 BE069486 BE069464 
328758.1 AA493662 AW897396 BE154814 
8231 04J AI91 1066 AI933734 AI6B0888 AJ003599 



468554 1 
47088.1 
50357.2 

505904.1 
543588 1 
63943.1 
747196 1 
80517.2 



81018.1 
8113.1 

831956.1 
B3929.1 



83933 1 
84327.1 



TABLE 64C 



Pkey. Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank identifier (Gl) numbers. "Dunham I. et a!.' refers to the publication entitled Tne DNA sequence of 

human chromosome 22.' Dunham I. et at., Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 

Imposition; Indicates nucleotide positions of predicted exons. . 



Pkey Ref Strand NLposiSon 
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400533 


6981826 


Minus 


277132-277595 


400746 


7329328 


Minus 


147703.147896 


401132 


8705350 


Minus 


8567W5795 


401403 


7710966 


Plus 


146180-146294 


401416 


7452889 


Minus 


121456-121626 


401424 


8176894 


Plus 


24223-24428 


403242 


7637817 


Minus 


11297-12511 


403481 


9955004 


Plus 


93496-93633 


403510 


7652047 


Rus 


61B6W2027 


403667 


6850483 


Minus 


1344-1442.1545-1697 


4036S6 


3135242 


Minus 


143467-143634 


404003 


8655948 


Plus 


198349-199096 


404561 


9795980 


Minus 


69039-70100 


404571 


7249169 


Minus 


112450-112648 


404592 


9943965 


Minus 


39067-39225 


404848 


8248647 


Minus 


23955-24034,25143-25264 


405264 


7329374 


Plus 


28556-28684 


405348 


2914717 


Minus 


43310-43462 


405510 


7630909 


Minus 


101028-101174 


405548 


1532158 


Plus 


11552-11686 



Table 65A lists about 347 genes up-regulated in BPH compared to prostate cancer tissues. These were selected from 596B0 probesets on the Affymetrix/Eos Hu03 GeneChip array 
such thai the ratio of •average' BPH to 'average" prostate cancer tissues was greater than or equal to 3.0. The 'average' BPH level was set to the 75* percentile amongst BPH 
tissues. The 'average" prostate cancer tissue level was set to the 85* percentile amongst malignant prostate tissues. In order to remove gene-specific background levels of non- 
specific hybridization, the 10* percentile value amongst non-malignant body tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

TABLE 65A: ABOUT 347 GENES UP-REGULATED IN BENIGN PROSTATIC HYPERPLASIA COMPARED TO PROSTATE CANCER TISSUES 

Pkey: Unique Eos probeset Identifier number 
ExAccrc Exemplar Accession number, Genbank accession number 
UnigenelO. Unigene number 
Unigene Title: Untgene gene title 



R1: 


Ratio of BPH tissue to pros 


lalp ftimnr Itccim 




Pkey 


ExAccn 


Unigene ID 


Unigene Title 


R1 


428134 


AA421773 


Hs.161008 


ESTs 


9.4 


446336 


AW815036 


Hs.151251 


ESTs 


9.3 


456373 


BE247706 


Hs.89751 


membrane-spanning 4-domains, subfamily A 


8.9 


458072 


AI890347 


Hs.271923 


Homo sapiens cDNA: FU22785 (is, clone K 


8.8 


400533 






ENSP00000209376*:PRED65 protein {Fragmen 


8.7 


418310 


AA814100 


Hs.86693 


ESTs 


8.7 


404592 






NM_022739*:Homo sapiens E3 ubiquitin lig 


8.1 


454457 


AW753456 




gb:QV2-CT0261-261099411-d11 CT0261 Homo 


7.7 


400080 






Eos Control 


7.4 


459646 


AW883968 


Hs.321190 


gb:QV3-OT0063-290300-135-c04 OT0063 Homo 


7.4 


420352 


BE258835 




gb:601117374F1 N1H.MGCJ6 Homo sapiens c 


7.3 


438231 


AW594539 


Hs.155689 


ESTs 


7.3 


418387 


R18085 




gb:yg1 6b1 Zrl Soares infant brain 1N1B H 


7.2 


442481 


N99828 




gb:za32c04j1 Soares fetal liver spleen 


7.1 


449249 


T52285 


Hs.193115 


Homo sapiens mRNA for KIAA1764 protein, 


7.0 


457653 


AI820719 


Hs.154662 


DnaJ (Hsp40) homolog, subfamily A, membe 


6.9 


404967 






Target Exon 


6.9 


430535 


AW968485 




gb:EST380561 MAGE resequences, MAGJ Homo 


6.9 


454860 


AW835767 




gb:QV4-LT0016-240200-11(M)08 LT0016 Homo 


6.9 


423789 


AK002084 


Hs.132851 


hypothetical protein FU11222 


6.8 


412988 


BE046680 




gb:hn42h03j(1 NCI_CGAP_RDF2 Homo sapiens 


&8 


400440 


X83957 


Hs.83870 


nebutin 


6.6 


454171 


AW854832 




gb.-QV2-CT0261-2010m011^05 CT0261 Homo 


6.6 


400086 






Eos Control 


6.4 


440911 


AA909536 


Hs.143562 


ESTs 


6.4 


425312 


AA354940 


Hs.145958 


ESTs 


6.4 


426140 


AF131798 


Hs.343768 


Homo sapiens done 251 19 mRNA sequence 


6.4 


419015 


T79262 


Hs.14463 


ESTs 


6.3 


453789 


AA628517 


Hs.118502 


ESTs 


6.2 


424940 


AA985308 


Hs.283902 


ESTs 


6.1 


403667 






Target Exon 


6.1 


429014 


AI800518 


Hs.118158 


ESTs 


6.0 


417758 


U27699 


Hs.82535 


solute carrier family 6 (neurotransmitte 


6.0 


419999 


AI760942 


Hs.191754 


ESTs 


6.0 


405348 






C70O1664:gi|12698061|dbiIBAB21849.1| (AB 


6.0 


404003 






Target Exon 


5.9 


453200 


AA033832 


Hs.212433 


ESTs 


5.7 


428002 


AA418703 




gbzv98c03.s1 Soares„NhHMPu_S1 Homosapi 


5.7 


432319 


AW510770 


Hs.1283B6 


ESTs 


5.7 


445444 


AA380876 


Hs.270 


plectcstrin homology, Sec7 and coiled/coi 


5.6 


443361 


AI792628 


Hs.133273 


ESTs 


5.6 


411518 


AW850246 




gb:IL3^T0219-29109W)21-E07 CT0219 Homo 


5.6 


439079 


AF085937 


Hs.38348 


ESTs 


5.5 


422081 


AW136820 


Hs.196011 


ESTs 


5.5 


408197 


AA282262 


Hs.107410 


ESTs, Weakly similar to A46010 X-linked 


5.5 


423529 


T87318 


Hs.120411 


ESTs 


5.5 
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436578 AI091435 Hs.134859 ESTs 5.5 

450920 AA011526 Hs.133324 ESTs 5.5 

435072 AW592176 Hs.1 16932 ESTs 5.4 

_, 414403 AW969551 Hs.76064 ribosomal protein L27a 5.4 

5 443744 AI084326 Hs.271548 ESTs, Weakly similar to 178685 serine/th 5.4 

433087 AI720886 Hs.152520 ESTs 5.3 

441916 AA993571 Hs.129075 ESTs 5.3 

414818 BE541217 Hs.23606 ESTs 5.3 

452531 AA429462 Hs.293946 ESTs, Weakly similar to 138022 hypolheti 5.3 

10 454968 AW849046 gb:(L3-CT0214-15030W)85.H06CT0214Homo 5.2 

415890 H08225 Hs.268712 ESTs 5.2 

408385 AF055634 Hs.44553 uncS {C.elegans homdog) c 5.2 

437752 AA767376 Hs.291631 ESTs, Moderately similar to S65657 alpha 5.2 

_ _ 446495 D60923 Hs.1 53460 ESTs 5.2 

15 435375 AT733610 Hs.187832 ESTs 5.2 

426748 AL048409' Hs.97177 ESTs, Weakly similar to ALU 1 .HUMAN ALU S 5.2 

424994 AW954525 gb:EST366595 MAGE resequences. MAGC Homo 5.2 

405321 Target Exon 5.1 

416706 AA314676 Hs.288945 hypothetical protein FU13448 5.1 

20 438206 AA780385 Hs.187885 ESTs 5.1 

445238 AA883971 Hs.187506 ESTs 5.1 

455747 BE074910 gb:RC5-BT0580-1 70300-02 1-F1 2 BT0580 Homo 5.1 

420533 AI809510 Hs.1 18971 ESTs 5.1 

457374 AA493662 gb:nh05d12.s1 Nd_CGAP_Thy1 Homo sapiens 5.0 

25 440354 AA889386 Hs.125468 ESTs 5.0 

440388 AI693520 Hs.223000 ESTs 4.9 

421188 AA284658 Hs.261493 ESTs 4.9 

403481 Target Exon 4.8 

438132 AA907076 Hs.1 22060 ESTs 4.8 

30 403333 NM_002518*:Homo sapiens neuronal PAS dom 4.8 

450317 AI692689 gb:wd86g05j(1 NCI_CGAPJ_u24 Homo sapiens 4.8 

433597 AA708205 Hs. 100343 ESTs 4.8 

430172 AA468591 Hs.161889 ESTs 4.8 

452843 AI796769 Hs.208320 ESTs 4.7 

35 452031 AA741314 Hs.865 RAP1A, member of RAS oncogene family 47 

427302 AA400540 Hs.1352B2 Homo sapiens cDNA FIJ1 1554 lis, clone HE 4.7 

442123 AI697790 Hs.159961 EST 4.7 

438727 AW978756 Hs.205679 ESTs 4.7 

Ar% 420931 AF044197 Hs.100431 small inducible cytokine Bsubfam3y(Cy 4.6 

40 442160 A1337127 Hs.156325 ESTs 4.6 

442295 A1827248 Hs.224398 Homo sapiens cDNAFU 114698s, done HE 4.6 

434589 AF147363 gb:Homo sapiens full length Insert cDNA 4.6 

404995 ENSP00000251890*:Monocytic leukemia zinc 4.6 

422906 U80773 Hs.1 21 580 Human EST clone 42944 mariner transposon 4.5 

45 405549 C7001976 , :gi r 4758712lrefiNP„004659.1|al 4.5 

430697 AA484207 Hs.211B67 ESTs 4.5 

443998 AI620661 Hs.296276 ESTs 4.5 

455801 BE140643 gb:ROKHT0015-31059^016HT0015 Homo sap 4.5 

„ 444800 AW119071 Hs.153287 ESTs 4.5 

50 403371 Target Exon 4.5 

438431 AW207860 Hs.293116 ESTs 4.5 

421926 AA300591 gb:EST13437 Testis tumor Homo sapiens cD 4.5 

439752 T78968 Hs.14411 ESTs 4.5 

414441 AA234759 Hs.1 32950 ESTs 4.5 

55 454665 AW812866 gb:RC3-CT0186-3001(HW)17-b03ST0186Homo 4.5 

454585 BE069128 gb:QV3^T0379-31010u^071^06 BT0379 Homo 4.4 

452978 AA029994 Ks.61523 ESTs 4.4 

438042 AW296971 Hs.180610 ESTs 4.4 

_ 418059 AA211585 gbzn56d05£l Stratagene muscle 937209 H 4.4 

60 451469 NMJ)14809 Hs.26441 WAA0319 gene product 4.4 

433072 AI928037 Hs.158832 ESTs 4.4 

443318 AI051603 Hs.133141 ESTs 4.4 

424586 AA345504 gb:EST51529 Gall bladder II Homo sapiens 4.3 

' 415312 W02640 Hs.16247 ESTs, Weakly similar to 2004399A chromos 4.3 

65 415467 R60891 Hs.260274 ESTs 4.3 

459045 N69101 Hs.40730 ESTs 4.3 

415417 F1203B Hs.140970 ESTs, Weakly similar to ALU6_HUMAN ALU S 4.3 

409111 AL043362 Hs.7984 pteckslrin homology, Sec7 and coiied/coi 4.3 

„ 441620 R59595 Hs.26675 ESTs 4.2 

70 427S08 AA417272 Hs.24122 ESTs 4.2 

432765 AJ003429 gbAJ003429 Selected chromosome 21 cDNA 4.2 

448108 AW300021 Hs.170685 ESTs 4.2 

436345 AAS73Q08 Hs.121572 ESTs 4.2 

409500 U08098 Hs.54576 sulfotransferase, estrogen-preferring 4.2 

/5 413525 BE145899 gb:MRO-HT0208-221299-204b10 HT0208 Homo 4.2 

403305 NMJJ06825 transmembrane protein (63kD), endoplasmi 4.2 

436338 W92147 Hs.1 18394 ESTs 4.2 

427521 AW973352 Hs.290585 ESTs 4.2 

430124 AW204994 Hs.253450 ESTs 4.2 

OO 410790 AW803357 gb:IL2-UM0079O9030(M)5f>A08 UM0079 Homo 4.1 

434360 AW015415 Hs.127780 ESTs 4.1 

416385 H54253 Hs.205241 ESTs, WeaWy similar to S65657 a!pha-1 C- 4.1 

442786 H50733 Hs.256261 ESTs. Moderately similar to ALU8.HUMAN A 4.1 
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445206 AI3S0199 Hs.269990 ESTs 4.1 

424200 AA337221 gb:EST4l944 Endometrial tumor Homo sapie 4.1 

448152 AI741053 Hs.170770 ESTs 4.1 

453713 R20840 Hs.79133 cadherin 8, type 2 4.1 

5 400746 Target Exon 4.1 

413081 BE064415 gb:RC4-BT031 1-241 1 99-01 2-b03BT03 11 Homo 4.1 

442338 AI761976 Hs.156080 ESTs 4.0 

455388 AW936234 gb:QVO-DT0020-090200-1 05^05 DT0020 Komo 4.0 

455276 BE176479 gb:RCS-HT05B5-16030(W)22-b09 HT0585 Homo 4.0 

10 421312 AA824627 Hs.291670 ESTs 4.0 

431421 AW969118 Hs.108144 ESTs, Weakly similar to unnamed protein 4.0 

448882 AJ001531 Hs.22404 protease, serine, 12 (neurotrypsin, rnoto 4.0 

441568 AI733322 Hs.127176 ESTs 4.0 

455646 BE064420 gb:RC4-BT031 1-241 199-012-C08BT0311 Homo 3.9 

15 424765 M428211 Hs^84256 hypothetical protein FU 14033 similar to 3.9 

454024 AA993527 Hs.293907 hypothetical protein FU23403 a9 

453387 AI990741 Hs.252809 ESTs 3.9 

434222 AF11988S Hs.283941 Homo sapiens PR02591 mRNA, complete cds 3.9 

454806 AW872430 H&273743 ESTs 3.9 

20 429066 AA868555 Hs.178222 ESTs 3.9 

435878 R08330 Hs.20152 ESTs 3.9 

453055 AW29I436 Hs.31917 Homo sapiens, clone MGC:9658, mRNA, comp 3.9 

447530 AW192063 Hs.248855 ESTs. Moderately simBar to JC5238gatac 3.9 

__ 407834 AW084991 Hs.26100 ESTs 3.9 

25 40039B AF137396 Hs.283879 ubtquifin 3 3.9 

421353 AW292857 Hs.255130 ESTs 3.9 

401459 C14000482*:gi|9790241|ref|NPJ6^28.1| S 3.9 

403433 NM_001622:Homo sapiens alpha-2-H^glycop 3.9 

444911 U06117 Hs.250 xanlhene dehydrogenase 3.9 

30 436350 AA713661 Hs.121091 ESTs 3.9 

447930 R44574 Hs.107510 ESTs 3.9 

410559 AW754192 gb:RC2-CT0321-131 2994)1 2-a04 CT0321 'Homo 3.8 

452320 AA042873 Hs.160412 ESTs 3.8 

402145 Target Exon 3.8 

35 458438 AI141520 Hs.151464 ESTs. Weakly similar to ALUC_HUMAN !U! 3,8 

440450 AI333129 Hs.156147 ESTs 3.8 

437587 AI591222 Hs.72325 Human DNA sequence from clone RP1-187J1 1 3.8 

416009 Z43062 gb:HSC12E041 normalized Infant brain cON 18 

434381 AA631834 gbmp77W)5.s1 Na.CGAP_Pr2 Homo sapiens 3.8 

40 416534 H69043 Hs^24961 Homo sapiens cDNAFU 14366 fis, done HE 3.8 

433523 H29882 ESTs 3.8 

411436 AW846433 gb:QVO-CT017947030O-143-b02 CT0179 Homo 18 

424830 AW270580 HS.1B9311 ESTs, Weakly similar to putative p1 50 [H 3.8 

Atr 431447 AA505138 Hs.291341 ESTs 3.8 

45 435932 W03928 Hs.1 14524 ESTs 3.8 

442447 AA999723 Hs.129607 ESTs 3.8 

419831 AW448930 Hs.5415 ESTs 3.8 

403242 Target Exon 3.8 

455490 AW953477 gb:EST365547 MAGE resequences, MAGB Homo 18 

50 449264 AI637649 Hs.196105 ESTs 3.8 

443635 AI080230 Hs.134214 ESTs 17 

428200 AI039624 Hs.98388 ESTs 17 

452462 BE173515 gb:RC2-HT0560-21020(M)12-l03HT0560Horno 17 

418759 AA227879 Hs.187621 ESTs 3.7 

55 450497 H64159 Hs.15328 ESTs 3.7 

447785 AL041765 Hs.340375 ESTs 17 

451746 M86178 Hs^11258 ESTs 17 

416321 H94331 Hs.34024 ESTs 3.7 

448135 AI470874 Hs.343799 ESTs 17 

60 405510 ENSP00000233779*:Hypothelical68.0kDap 17 

407437 AF220264 gb:Homo sapiens MOST-1 mRNA, complete cd 17 

451859 H44491 Hs.252938 ESTs, Weakly similar to ALU 1 .HUMAN ALUS 17 

455135 AW857989 gb:PM2^T032&-281 299403*04 CT0328 Homo 3.7 

409189 AA125984 gb:zn27h06.r1 Stratagene neuroeptthelrum 3.7 

65 420300 AA258245 Hs. 127573 Homo sapiens FKSG41 (FKSG41) mRNA, compl 3.7 

427726 AI359144 Hs.143688 Homo sapiens cDNA: FU23031 fis, clone L 3.7 

434306 AW081757 Hs.44241 Homo sapiens cONA: FU 21447 fis, done C 17 

456354 X56411 Hs.1219 alcohol dehydrogenase 4 (class II), pi p 17 

419261 X07876 Hs.B9791 wingless-type MMTV Integration site farm 17 

70 422899 D16471 Hs.121571 Human mRNA, Xq terminal portion 3.7 

447458 A1741082 Hs.158961 ESTs 17 

411421 BE272110 Hs.21177 ESTs 17 

439075 AF085933 Hs.292620 ESTs 17 
440947 AA910403 ESTs 17 

75 417565 AI203405 Hs.47831 ESTs 16 

430096 U91935 Hs^33321 Retina-derived POlkJomain factor-1 16 

448658 H71739 Hs^00227 ESTs, Moderately similar to A53959 throm 16 
404561 trichorhinophalangeal syndrome 1 gene (T 3.6 

0 _ 429073 AA446167 Hs.47385 ESTs 16 

80 419002 T78625 Hs.268594 ESTs 16 

450630 AA010429 Hs.191939 ESTs 3.6 
455067 AW854538 gb:RC3-CT0255-200100424-b02 CT0255Homo 16 

412768 AW996044 Hs.26239 Human DNA sequence from clone RP11-438B2 3.6 
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439481 AF086294 Hs.125844 ESTs 3.6 

419622 AA452054 Hs.1 19338 ESTs 3.6 

449821 AI671141 Hs.211122 ESTs 3.6 

451193 N29850 Hs.44098 ESTs 3.6 

5 412701 AW984757 9b:RC1-HN0015-040400-011-g10HN0015Homo 3.6 

419611 AB031479 Hs.91600 SEEK1 protein 3.6 

433563 AI732637 Hs.277901 ESTs 3.6 

427235 AI126288 Hs.192232 ESTs 3.6 

449045 BE072483 Hs.278337 Homo sapiens cONAFUl 1537 fis, done HE 3.5 

10 401132 C12000517':gil4758712|reqNP_004659.1|a 3.5 

421105 AA766501 Hs.125113 ESTs 3.5 

405264 NMJJ3081 TMomo sapiens suppressor of po 15 

417675 M808607 Hs.3781 similar to murine leucine-rich repeat pr 3.5 

449988 AW372068 Hs.201420 ESTs, Moderately similar to ALU7 HUMANA 3.5 

15 434763 AA648618 gb:ns07a11.r1 NCI CGAP Ew1 Homo sapiens 3.5 

416379 N38857 Hs.203933 ESTs 3.5 

407557 Z83803 gb:H.sapiens mRNA for axonemal dynein he 3.5 

437956 AA773283 Hs.203559 hypolhetical protein FU 12701 3.5 

403510 Target Exon 3.5 

20 451722 H86374 Hs.40861 ESTs 3.5 

435681 AA694192 Hs.148979 ESTs 3.5 

427125 AA683362 Hs.97612 ESTs 3.5 

424287 AL133105 Hs.144633 hypolhebcat protein DKFZp434F2322 3.4 

434497 AI821803 Hs.136580 ESTs 3.4 

25 453682 T79703 gb:yd71e0B.r1 Soares fetal liver spleen 3.4 

404848 ENSP00000240769':BG153O3.1 {simflar to C 3.4 

417435 NM_005181 Hs.82129 carbonic anhydrase til. muscle specific 3.4 

442231 W02434 Hs.222413 ESTs 3.4 

450297 AW901347 Hs.38592 hypothetical protein FU 23342 3.4 

30 436340 R42246 Hs.21606 ESTs 3.4 

441596 AA939300 Hs.20676B ESTs 3.4 

456995 T89832 Hs.17027B ESTs 3.4 

456304 AI820973 gb:nc21c02.y5 NCLCGAPJ'rl Homo sapiens 14 

427033 AI457449 Hs.192817 ESTs 3.4 

35 400379 NMJM8432 Homo sapiens ovarian cancer related prot 14 

410551 R36730 Hs.21816 ESTs 3.4 

423357 A1285124 Hs.157505 ESTs 3.4 

450582 AJ339732 G-rich RNA sequence binding factor 1 3.4 

437662 AA765387 Hs.145095 ESTs 3.4 

40 442388 AW663442 Hs.129485 ESTs 3.4 

445004 A1204616 Hs.148701 ESTs 3.4 

450597 A1701635 Hs.207077 ESTs 3.4 

438801 AA825971 Hs.124284 ESTs 3.4 

445432 AV653771 gbAV653771 GLC Homo sapiens cONA clone 3.4 

45 450003 AA777B09 Hs.191995 ESTs 3.4 

431408 AA504757 Hs.105738 ESTs 14 

428923 BE047698 Hs,188785 ESTs 3.4 

407344 AKB8025 Hs.271418 gb:ox29f07.x1 SoaresJotalJetus_Nb2HF8_ 13 

425523 AB007948 Hs.158244 WAA0479 protein 13 

50 427473 AW274439 Hs.252709 ESTs 13 

437115 AA744703 Hs.12903O ESTs 13 

434520 AA205273 Hs.177011 hypothetical protein 13 

447282 A1989963 Hs.197505 ESTs 13 

453328 AW292635 Hs.346145 ESTs 13 

55 418985 A1042330 Hs.87128 hypolhetical protein FU23309 3.3 

449256 AA059050 Hs.59847 ESTs 3.3 

432550 AW297206 Hs.164018 ESTs 13 

423101 MB3941 Hs.123642 EpnA3 3.3 

424853 BE549737 Hs.132967 Human EST clone 122887 mariner transposo 13 

60 410700 AA352335 Hs.65641 hypothetical protein FU20073 13 

418719 AW975590 Hs.161707 ESTs 13 

402703 Target Exon 3.3 

455710 BE072049 gb:PM4-BT0532-17010(M)04-f06 BT0532 Homo 3.3 

452011 AW628911 Hs.211429 ESTs 13 

65 453973 AI291895 Hs.61993 ESTs, WeaWy similar to ALU 1 .HUMAN ALU S 13 

420355 AW968263 Hs.123126 ESTs 12 

418898 T66847 Hs.194040 ESTs, WeaWy similar to I38022 hypothec 12 

416986 AI123555 Hs.81796 ESTs 12 

_^ 449570 AA001793 gb2h86c08j1 Soares_fetaI_Rver_spleen_ 12 

70 447516 W05355 Hs.102971 hypothetical protein FU 14751 12 

408304 AW810279 gb:MR4-ST0125-151299O29-a09ST0125Homo 3.2 

402454 C1002501*:gi|129092|splP23270|OLF7 RATO 12 

411552 AW851255 gb:IL3^T0220-16020(W)66-H02CT0220Homo 12 

407896 D76435 Hs.41154 Zic family member 1 ((xJd-paired Drosophi 3.2 
75 436786 H09175 Hs.26085 ESTs 12 
447597 AI886036 Hs.213675 ESTs 12 
432625 AI24359B Hs.94830 ESTs, Moderately similar to T03094 A-kin 3.2 
459535 AV654907 gb:AV654907 GLC Homo sapiens cONA clone 3.2 

or . 447183 A1554733 Hs.173182 ESTs 3.2 
oO 426629 AI203933 Hs.97142 ESTs 3.2 
447892 AI435848 Hs.172978 ESTs 3.2 
457136 AA428240 Hs.126083 ESTs 12 
443585 AW466983 Hs.283949 enameTin 11 
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451399 
450687 
416812 
452102 
434512 
458251 
439950 
429569 
403805 
422666 
408799 
429350 
430454 
441817 
427773 
415901 
445758 
403291 
436295 
455772 
418037 
438142 
416423 
448765 
457021 
420301 
420721 
436013 
441492 
410869 
419386 
435628 
444326 
413774 
434352 
434269 
416422 
416642 
439182 
418948 
433796 
427813 
405733 
426743 
449913 
454096 
440129 
410929 
458187 
429430 
451391 
414951 



AL042110 

AA495800 

H91010 

U04343 

AW139932 

AL040927 

AW937417 

AA454993 

AA677981 

AA059412 

AI754634 

AW469011 

AW969708 

AA412290 

H0B396 

R60715 

N73895 

W28799 

AI990212 

T90309 

H54375 

R15337 

AW96B934 

AA767526 

AA927802 

AA703419 

AI149998 

AW808361 

AA236867 

W88732 

AI939357 

AA131782 

AF129505 

AK001991 

H60457 

T96118 

AFO86030 

AI217097 

AA810867 

029833 

AA383833 
AA004696 
AW062757 



Hs.326728 ESTs 



H47233 

D56919 

AI381837 

AA017410 

AW794931 



Hs.44940 

Hs.27954 

Hs.188941 

Hs.210422 

Hs.293561 

Hs.138343 

Hs.119023 

Hs.47986 

Hs.131987 

Hs.105635 

Hs.293332 

Hs.98124 

Hs.76118 

Hs.25804 



Hs.86447 
Hs.269651 
Hs.268921 
Hs.21958 
Hs.173108 
Hs.22030 
Hs.159471 
Hs.287749 
Hs.146346 



Hs.36107 

Hs.270710 

Hs.182314 

Hs.86492 

Hs.3781 

Hs.226313 
Hs.21621 

Hs.186997 
Hs.2207 

Hs.245022 
Hs.333016 

Hs.174936 
Hs.30643 
Hs.265848 
Hs.1 55335 
Hs.40568 
Hs.1 00861 



gb.-zw05b07.s1 Soares_NhHMPu_S1 Homo sapi 
ESTs 

C086 anligen (CD28 antigen Bgand 2, B7- 
ESTs 
ESTs 
ESTs 

ESTs, Weakly similar to 178885 serinerth 
Target Exon 

SMC2 (structural maintenance of chromoso 

hypothetical protein MGC10940 

ESTs 

ESTs 

ESTs 

ESTs 

ubtquitin carboxyt-termina) esterase L1 
ESTs 

Target Exon 

gbza62d06.s1 Scares fetal Over spleen 

gb:52g1 1 Human retina cDNA randomly prim 

ESTs 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA DKFZp547O086 (fr 
Homo sapiens cDNA* FU21897 fis, clone H 
paired box gene 5 {B-celt lineage specif 
ZAP3 protein 

Homo sapiens cDNA: FLJ23593 fis, done L 
ESTs 

gb:MR1-ST01 11-1 1 1099-003-ID4 ST01 1 1 Homo 

ESTs, Weakly similar to I38022 hypotheti 

ESTs 

ESTs 

ESTs 

small muscle protein, X-tinked 
similar to murine leudne-rich repeat pr 
ESTs, Moderately similar to ZN91.HUMAN Z 
ESTs 

hypothetical protein DKFZp762O076 
gb:qd43h07jc1 SoaresJetal_hearLNbHH19W 
ESTs 

salivary proTme-nch protein 
NM_02114(T:Homo sapiens ubiquitously tra 
ESTs 
ESTs 

gb:CMO-CT0103-ia)89W)37^07 CT0103 Homo 
ESTs, Weakly simBar to S71886 Ste20-tik 
ESTs 

myomegaOn 

ESTs 

ESTs 

hypothetical protein FU1 4600 



3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
11 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.1 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 
3.0 



TABLE 65B 

Pkey: Unique Eos pro beset identifier number 

CAT number Gene duster number 

Accession: Genbank accession numbers 



Pkey 
408304 



409189 

410559 
410790 
410869 



411436 
411518 
411552 
412701 
412988 
413081 
413525 
416009 
416422 
418059 
418387 
418948 



CAT Number 
1050848J 



110687 J 

1208283.1 
1221131 1 
1225123.1 



1245660.1 
1246692J 
1249255J 
1322268 1 
1342150 1 
1348563 1 
1374635.1 
1666379.1 
1593811 1 
171879.1 
174731.1 
180808.1 



AW810279 BE146684 BE146693 BE146694 BE146679 AW81 0472 AWB10208 AW81 0356 AW81 0193 AW178838 AW178837 AW178857 AW81 0515 
AW81 0330 AW81 0514 AW81 0441 AW810358 AW178852 AW81 0359 AW81 0322 AW81 0327 AW810211 AW17B835 AW81 0635 AW81 0288 
AW81 0263 AW810325 AW81 0443 AW8 

AA125984AA127189AA065075AA070377AA100017AA079891 AA1 13255 AA0751 68 AA082764 AA083380 NB4829 AA084752AA076512 
AA085119AA085208AA085045 

AW754192 W00554 AW857797 AW754203 AW754197 AW754193 
AW803357 AW803423 AW812233 R06814 

AW808361 AW808404 AW808386 AW808594 AW808654 AW808813 AW808551 AW80B676 AW80835O AW808406 AW808694 AW808934 

AW808829 AW808385 AW808422 AW808401 AW808409 AW808760 AW808863 AW808521 AW808539 AW808609 AW808472 AW808739 

AW808704 AW808558 AW808714 AW808420 AW8 

AW84S433 AW846159 AW846377 AW846528 

AW850246 AW850251 AW850302 

AW851 255 AW851432 AW850955 

AW984757 AW984797 AW984734 AW984745 

BE046680 BE046738 BE044958 

BE064415 BE064430 BE064448 

BE145899 BE145848 BE145849 BE145853 BE145927 BE145925 

Z43062R13213H14422 

H60457 H68709 H73528 H54335 R87154 

AA211586 F35799 AA211641 F29720 AW937387 AW937408 

R18085 AA219028 R17712Z44345 

AI217097 AW886090 W38035 W38792 AA232835 AW936043 
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419386 


184356.1 


AA236867 AA237066 AA354236 AW957759 H08961 


420352 


192979J 


BE25B835 AW968316 AA258918 AW843305 R14744 AI580388 BE071923 R36280 


421926 


209246 1 


AA300591 AW963893AA300493 


424200 


236595.1 


AA337221 AA336756AW966196 


424686 


242486.1 


AA345504 AA345251 AW963243 


424994 


245786 1 


AW954525 AI372685 AA349501 AI372687 H10564 


428002 


285602 1 


AA418703 AA418711 BE071915 BE071920 8E071912 


430535 


319643 1 


AW968485 AW968670 AA480922 BE350425 


432765 


353907J 


AJ003429 AJ003367 AA564825 


433523 


368873.1 


H29882 AW665533 AW1 49901 AI5729 1 7 AA598500 A1686466 AI336390 AW864390 AW854320 


434381 


385155J 


AA631 834 AA633425 AA632455 AI79231 2 AI79231 1 


434589 


38929.T 


AF147363T47219T47218 


434763 


392847.1 


AA648618 AW974389 H51771 


436295 


41733J 


N73895AJ001872 


440947 


505904 1 


AA910403 AI815593W58361 AW1 62520 AI8 16550 


442481 


543588 1 


N99828 BE079873 AI1 10738 AF074645 


445432 


63943J 


AV653771 BE089370 


449570 


81 01 8 J 


AA001793 AA001871 


450317 


831956.1 


A1692689 R14223 R18395 


450582 


83933 T 


AI339732 AA010300 AW515041 AA768334 N29860 AA425874 AA4251 1 8 AA865829 AW936878 


450687 


8432 7 J 


AA495800 AA495737 AA010736 AA654716 AA640726 


452462 


9185B0J 


BE173515 BE173560 AI902860 


453682 


977454J 


T79703 T96307 AL079725 


454096 


1007449 J 


AW062757 AW176890 AW062758 AW176895 AW176869 AW1 76900 AW176897 AW176928 AW176858 AW176892 


454171 


1049240~1 


AW854832 AW854798 AW854857 AW854816 AW854834 AW854817 


454457 


1207274~1 


AW753456 AW753036 AW854868 AW854862 


454585 


1225852.1 


BE069128 BE069023 AW809375 


454665 


12285991 


AW81 2866 AW812746 AW81 2747 AW81 2884 AW81 2763 AW812722 


454860 


1237732J 


AW835767 AW835537 BE160187 


454968 


1247029 1 


AWB49046 AW847956 AW849039 AW847957 AWB48279 AW848698 AW849034 AW849033 


455067 


1252050 1 


AW854538 AW854418 AW854412 


455135 


1254729 1 


AW857989AW858016AW861677 AW861689AW861691 AW858056 


455276 


1272541J 


BE176479 BE176678 BE176357 BE176550 AW886079 BE176676 BE176615 BE176555 BE176489 BE176610 BE176362 


45538B 


1287904.1 


AW936234 AW936074 AW936181 AW936179 AW936217 AW936077 AW935227 AW936191 


455490 


1297826.1 


AW953477 Z41970 F12435T73989T09387 


455646 


1348557 J 


BE064420 BE064435 BE064429 BE064414 BE064400 BE064517 


455710 


1352368J 


BE072049 BE069471 BE069489 BE069478 BE069479 BE069492 BE069485 6E072122 BE072124 8E069491 BE069486 BE069464 


455747 


1355877 J 


BE074910 BE074913 BE074911 BE074903 BE074892 BE074935 


455772 


1363114.1 


W28799BE086078 


455801 


1370508J 


BE140643 BE140645 BE140644 BE140657 BE140660 BE140659 BE140661 


456304 


176820.1 


AIB20973 A1734077 AI820984 AA225796 AA225060 AA225101 


457374 


328758.1 


AA493662 AW897396 BE154814 



TABLE 65C 



Pkey: Unique number corresponding to an Eos probes el 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gt) numbers. Dunham I. et at" refers to the publication entitled The DNA sequence of 

human chromosome 22." Dunham I. et al., Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 

Nt, position: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


Ntposloon 


400533 


6981826 


Minus 


277132-277595 


400746 


7329328 


Minus 


147703-147898 


401132 


8705350 


Minus 


85679-85795 


401459 


9212270 


Minus 


182001-183323 


402145 


8018280 


Plus 


113086-114800 


402454 


7534025 


Minus 


14826-15803 


402703 


8705069 


Minus 


15335-15500 


403242 


7637817 


Minus 


11297-12511 


403291 


7230870 


Plus 


95177-95435 


403305 


8099945 


Plus 


114632-114805 


403333 


8568833 


Nfinus 


124794-124941 


403371 


9087278 


Pius 


105655-108050 


403433 


9719611 


Minus 


72225-72437 


403481 


9965004 


Rus 


93496-93633 


403510 


7652047 


Plus 


61866-62027 


403667 


6850483 


Minus 


1344-144Z1545-1697 


403805 


8140491 


Minus 


51483-51742,53429-53511 


404003 


B655948 


Plus 


198349-199096 


404561 


9795980 


Minus 


69039-70100 


404592 


9943965 


Minus 


39067-39225 


404848 


8248647 


Minus 


23955-24034,25143-25264 


404967 


7523744 


Minus 


89944-90729 


404995 


6006247 


Minus 


154015-154123 


405264 


7329374 


Rus 


28556-28684 


405321 


3419846 


Minus 


44654-45210 


405348 


2914717 


Minus 


4331043462 


405510 


7630909 


Minus 


101028-101174 


405549 


1552494 


Plus 


10878-11048 


405733 


9884689 


Plus 


124832-125051 
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Table 66A lists about 370 genes up-regulated in BPH compared to prostate cancer and normal adult tissues. These were selected from 59680 probesets on the Aflymetrix/Eos Hu03 
GeneChip array such that the ratio of "average" BPH to "average" prostate cancer and norma! adult tissues was greater than or equal to 10. The "average" BPH level was set to the 
75* percentile amongst BPH tissues. The "average" prostate cancer and normal adult tissue level was set to the 85* percentile amongst maDgnanl prostate tissues and normal adult 
tissues. In order to remove gene-specific background levets of non-specific hybridization, the 10* percentBe value amongst non-malignant body tissues was subtracted from both the 
numerator and the denominator before the ratio was evaluated. 

TABLE 66* ABOUT 370 GENES UP-REGULATED IN BENIGN PROSTATIC HYPERPLASIA COMPARED TO PROSTATE CANCER AND NORMAL ADULT TISSUES 

TReyi unique tos prooesei laenuner numoer 
ExAcca' Exemplar Accession number, Gen bank accession number 
UnigenelD: Unigene number 
Unigene Title: Unigene gene title 



R1* 


Ratio of BPH tissue to prostate tumor and normal body tissue 




Pkey 


C A 

cxAccn 


it • in 
Unigene \u 


Uluycllo HUB 


R1 


410929 


H47233 




ESTs 


21.1 


4S0S93 


AW4S0461 


He. 903%5 


ESTs 


16.7 


418432 


M14156 


Ue AMI 9 


fnciilin JTVq nrnvulh faefnr 1 /cnmalnm^Hi 


14.2 


432473 


Al 202703 


Hs 152414 


ESTs 


11.3 


446336 


AVVOIOUJO 


TVS. \ 0\cO\ 


PCTe 
LO 15 


10.9 


407275 






nh'nw?4h07 *1 NCI CRAP 1114 Homo eankns 


10.7 


428134 


AAA91779 


ns. io iuuo 


ESTs 


10.2 


400297 


Al 127076 


Hs. 306201 


hypothetical protein DKF2p56401278 


9.8 


433466 


AA508353 


Ue m^Hd 


reuuin i \n\j 


9.5 


415293 


R49462 


ue infill 

no. IU0O4 1 


ESTs 


9.1 


458072 


AiOQfyw7 
AlocJlW/ 


Ue 971 Q99 


Unmn eanhne rDMA- PI I997ft<^ fie rlnne k 

nomo saptens cuixa. rLjz^/ oo ns, cnjiie i\ 


8.B 


J19BQ97 




ue on^n 


ESTs 


ft R 

0.0 


420345 




Ue 9k?91 


ESTs 


8.5 


453387 


AIQQH741 


Ur 9<;9Rnq 
no.zoiouj 


ESTs 


8.2 


454457 


MVV I D^OO 




ntvOA/9_rTft9<\t 9fiinQ0_ni1_H11 PTI19fi1 Hnmn 
yo.uv^Hrf i u/o i-iO my j-u i i-u 1 1 uzd i nomo 


7.7 


441247 


AW11Rfift1 
AW 1 1 OOO 1 


ns. 1ZOUD1 


nomo sapiens mynuc struma lympnopoieu 


7.5 




ml OOO D 




hydroxysteroid (1 1-beta) dehydrogenase 1 


7 A 


yinnfiRn 
wuuou 






Eos Control 


7 A 


AHAAQ 
«H31*WU 


Al 1 97K17 
ALIO/O 1/ 


ns.ouozui 


nypouieitca pro* em uf\rz.poo4u i^/o 


7 A 








MM A9979Q**Unmn eanlane C9 tiHimMfin tin 

iHW\_u«/«w .nomo sapiens co uuiquiun ug 


7 9 
/.o 


420352 


Dt ZOO OOO 




gD.ou 1 11/ j/*ipi ixin_wiuo_io nomo sapions c 


7.3 


A9R991 

HOQCO 1 




ns. l doooj 


CCTe 

co is 


7 9 
1.0 


a 1 nrsn 




Ue 1C0A9C 


CCTe 
CO IS 


7 9 






• Ue "iAGCiA 
nS.d400l4 


CCTe 

colS 


7 1 
/. 1 


AAQOAQ 


TR99BC 


Ue 1091 1C 


LWnn ritJonr mDKIA for V IA A17CX nmlflln 

nomo sapiens itikna ior waai /o4 protein, 


7 n 
/.U 




A 1*79(17(1 
AWi Alio 


Ue 9n9RC9 


nypouieucai protein ruuioy (ruuioy; 


0.0 


•KW1/1 


AlAMC/MDO 

AWoo4oJ/ 




gD:uv2-oi u/oi-^iuyy-Ui i-tuo l i ffitoi nomo 


D.D 




AA9A79R9 

AAZO^ZOZ 


Ue iri7iin 
ns. iu/t tu 


CCTe WaaUw etmltar In AdfiMfl Y JnWdH 

co 1 5, waawy similar 10 aiouiu AHinKea 


o.b 


4907 




Ue 9inn 


lymphocyte cytosolic protein 2 (SH2 doma 


c c 

D.D 


491114 
1 IM 




Ue OB7CJ1 

Hs.^b/bol 


Homo saptens cuna ru wtbs its, clone rL 


D.D 


X71JIG7 


N/ 1001 


Ue 1KC1QB 


Homo sapiens hkna, cuna ur\r£.p t W4tuozo \i 


D.D 


AOAA'i'i 


MIWOU/ 


Ue C91Q 


CCTe 
COlS 


D.D 


«WZ*h}I 






gb:za32c04 j1 Soares fetal liver spleen i 


fi A 




AAoMyw 


Ue 14COCH 


CCTe 

ColS 


6.4 




AP1917Qfl 
AT 10 1 /SO 


Ue 9A97RA 


nomo sapions cjorw to \ la mr\iv\ sequence 


fi A 


440911 


AAaUiKWO 


Ue 1/*3CO 

MS. l4oDO£ 


CCTe 
COlS 


fi A 
O.I 


*HJUO*5 






CKICDnnnnn9n097C*«PDCnR<i nmloin /Cranman 


fi 9 


418310 


AHO I S 1 w 


Ue RfifiQ9 


ESTs 


fi 9 


403667 






Target Exon 


6,1 


436396 


A1683487 


Hs.152213 


wingless-type MMTV Integration site faml 


6.1 


404003 






Target Exon 


5.9 


424853 


BE549737 


Hs.132967 


Human EST done 1 22887 manner transpose 


5.9 


438138 


R98299 


Hs.177502 


ESTs 


5.9 


424940 


AA985308 


Hs.283902 


ESTs 


5.8 


434485 


AJ623511 


Hs.1 18567 


ESTs 


5.8 


453200 


AA033832 


Hs.212433 


ESTs 


5.7 


428002 


AA418703 




gb2v98c03.s1 Soares_NhHMPu_S1 Homosapl 


5.7 


424850 


M151057 


Hs.153498 


chromosome 1 8 open reading frame 1 


5.6 


445444 


AA380876 


Hs.270 


pleckstrin homology, Sec7 and cdled/coi 


5.6 


443361 


A1792628 


Hs.133273 


ESTs 


5.6 


421513 


X0O949 


Hs.105314 


relaxin 1 (H1) 


5.5 


439079 


AF085937 


Hs.38348 


ESTs 


S5 


430535 


AW968485 




gb:EST380561 MAGE resequences, MAGJ Homo 


5.5 


436578 


AI091435 


Hs.134859 


ESTs 


5.5 


424051 


AL1 10203 


Hs.138411 


Homo sapiens mRNA; cONA DKFZp586J1922 (f 


5.4 


421863 


A1952677 


Hs. 108972 


Homo sapiens mRNA, cOMA DKFZp434P228 (fr 


5.4 


435072 


AW592176 


Hs.1 16932 


ESTs 


5.4 


435375 


AJ733610 


Hs.187832 


ESTs 


5.4 


444609 


AW571659 


Hs.278081 


ESTs 


5.4 


416602 


NM 006159 


Hs.79389 


nel{chickenHike2 


5.4 


433087 


AJ720686 


Hs.152520 


ESTs 


5.3 


439092 


AA830149 




gb:w44f08.s1 Na.CGAP_GCB1 Homo sapiens 


5.3 


437267 


AW511443 


Hs.258110 


ESTs 


5.3 


441916 


AA993571 


Hs.1 29075 


ESTs 


5.3 


452784 


BE463857 


Hs.151258 


hypothetical protein FU21062 


5.3 


452531 


AA429462 


Hs.293946 


ESTs, Weakly similar to 138022 hypolheti 


5.3 
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423101 M83941 Hs.123642 EphA3 5.3 

437587 AI591222 Hs.72325 Human DNA sequence from clone RP1-187J 11 5.2 

415890 H08225 Hs.268712 ESTs 5.2 

454968 AW849045 gb:IL3-CT0214-150300-085-H06 CT0214 Homo 5.2 

5 408385 AF055634 Hs.44553 uncS (Celegans homolog) c 5.2 

437752 AA767376 Hs.291631 ESTs. Moderately similar to S65657 alpha 5,2 

446495 D60923 Hs.153460 ESTs 5.2 

422906 U80773 Hs.121580 Human EST done 42944 mariner transposon 5.2 

427726 AI359144 Hs.143688 Homo sapiens cDNA: FU23031 As, done L 5.2 

10 426748 AL048409 Hs.97177 ESTs, Weakly similar to ALU 1 .HUMAN ALUS 5.2 

436338 W92147 Hs.1 18394 ESTs 5.2 

416706 AA314676 Hs.288945 hypothetical protein FLJ13448 5.1 

440129 AA865818 Hs.174936 ESTs, Weakly similar to S71 888 Ste20-lik 5.1 

, _ 445238 AA883971 Hs.187506 ESTs 5.1 

15 450582 AI339732 G-rich RNA sequence binding factor 1 5.1 

420533 AI809510 Hs.118971 ESTs 5.1 

438447 A1082883 Hs.30732 hypothetical protein FU 1 3409; KIAA1 711 5.1 

440354 AA889386 Hs.125468 ESTs 5.0 

452891 N755B2 Hs.212875 ESTs. Weakly similar to DYH9_HUMAN CILIA 5.0 

20 457374 AA493662 gb:nh05d1Zs1 NCLCGAP_Thy1 Homo sapiens 5.0 

408829 NMJJ06042 Hs.48384 heparan sulfate (glucosamine) 3-O-sulfot 5.0 

448041 AW292769 Hs.206228 ESTs 5.0 

457653 AI820719 Hs.154662 DnaJ(Hsp40)homolc^,subfaniilyAmembe 4.9 

450497 H64159 Hs.15328 ESTs 4.8 

25 438132 AA907076 Hs.122060 ESTs 4.8 

414818 BE541217 Hs.23506 ESTs 4.8 

429433 AA452899 Hs.2135B6 ESTs, Weakly similar to KIAA1353 protein 4.8 

433523 H29882 ESTs 4.8 

450317 A1692689 gb:wd86g05.x1 NCI_CGAP_Lu24 Homo sapiens 4.8 

30 443635 AJ080230 Hs.134214 ESTs 4.8 

430172 AA468591 Hs.161889 ESTs 4.8 

452843 AT796769 Hs.208320 ESTs 4.7 

427302 AA400540 Hs.135282 Homo sapiens cDNA FIJ1 1554 fis, done HE 4.7 

452031 AA741314 Hs.865 RAP1 A, member of RAS oncogene famDy 4.7 

35 423789 AK002084 Hs.132851 hypothetical protein FU11222 4.7 

417173 U61397 Hs.81424 ublquifin-like 1 (sentrin) 4.6 

420931 AF044197 Hs.100431 smalt fndudbte cytokine B subfamily (Cy 4.6 

454024 AA993527 Hs.293907 hypothetical protein FU23403 4.6 

40534B C7001664:gj|12698061|dbj|BAB21849.1|(AB 4.6 

40 419511 AA429750 Hs.75113 general transcription factor tllA 4.6 

447058 AI939456 Hs.160870 ESTs 4.6 

428218 AA424266 Hs.123642 EphA3 4.6 

430697 AA484207 Hs^11867 ESTs 4.5 

433280 AA581404 Hs.289037 Homo sapiens cDNA FU 14135 fis, done MA 4.5 

45 449821 AI671141 Hs.211122 ESTs 4.5 

420905 AA521307 Hs.186651 ESTs 4.5 

439752 T78968 Hs.14411 ESTs 4.5 

452055 A1377431 Hs.141693 hypolhetjcaJ protein MGC10858 4.5 

„ 430188 AL049242 Hs.234794 Homo sapiens mRNA; cDNA DKFZp564B083 (fr 4.4 

50 423352 AA324808 Hs.193576 ESTs 4.4 

438042 AW296971 Hs.180610 ESTs 4.4 

452978 AA029994 Hs.61523 ESTs 4.4 

420154 AI093155 Hs.95420 JM27 protein 4.4 

428249 AA130914 Hs.183291 zinc finger protein 268 4.4 

55 442242 AV647908 Hs.90424 Homo sapiens cDNA: FU 23285 fis, done H 4.4 

452498 AK000101 Hs.29700 hypothetical protein FU 20094 4.4 

459527 AW977556 Hs.291735 ESTs.WeaWysimaartol78885serine/th 4.3 

433597 AA708205 Hs.100343 ESTs 4.3 

_ 416312 W02640 Hs.16247 ESTs,WeaWysirnilarto20()4399Achrornos 4.3 

60 420111 AA255652 gfczs21h11.r1 NCI_CGAP_GCB1 Homo sapiens 4.3 

459045 N69101 Hs.40730 ESTs 4.3 

409705 M37762 Hs.56023 brain-derived neurotrophic factor 4.3 

433433 AI692623 Hs.1 21513 Homo sapiens clone Z3-1 placenta expres 4.2 

427908 AA417272 Hs.24122 ESTs 4.2 
65 432765 AJ003429 gb AJ003429 Selected chromosome 21 cDNA 4.2 

413525 BE145699 gb:MR0-HT0208-221 299-204-b10 HT0208 Homo 4.2 

420355 AW968263 Hs.123126 ESTs 4.2 

427521 AW973352 Hs.290585 ESTs 4.2 
„ 458912 A1911066 ESTs 4.2 

70 410790 AW803357 gb:ltf-UMOOT9490300-050-A08 UM0O79 Homo 4.1 

415245 N59650 Hs.27252 ESTs 4.1 

434360 AW015415 Hs.127780 ESTs 4.1 

442786 H50733 Hs.256261 ESTs, Moderately similar to ALU8.HUMAN A 4.1 

„ 450597 AJ701635 Hs.207077 ESTs 4.1 
75 424200 AA337221 gb:EST41944 Endometrial tumor Homo sapie 4.1 

445206 AI350199 Hs.269990 ESTs 4.1 

438431 AW207860 Hs.293116 ESTs 4.1 

448152 A1741053 Hs.170770 ESTs 4.1 

ori 438875 AA827640 Hs.189059 ESTs 4.1 
80 400746 Target Exon 4.1 

413081 BE064415 gb:RC4-BT031 1-241 199-01 2-D03 BT0311 Homo 4.1 

404967 Target Exon 4.0 

427203 AW629517 Hs.244B55 ESTs 4.0 
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442338 AI761976 Hs.156080 ESTs 4.0 

455276 BE176479 gb:RC3-HT0585-1 6030 W)22-b09 HT0585 Homo 4.0 

452903 AI953425 Hs.345291 ESTs. Weakly similar to 138022 hypotheO 4.0 

435136 R27299 Hs.10172 ESTs 4.0 

5 416760 H85182 Hs.191327 ESTs, Highly similar to KIAA1 102 protein 4.0 

421312 M824627 Hs.291670 ESTs 4.0 

441568 AI733322 Hs.127176 ESTs 4.0 

441736 AW292779 Hs.8182 ESTs 4.0 

448882 AJ001531 Ks.22404 protease, serine, 12 (neurotrypsin, moto 4.0 

10 434222 AF 11 9886 Hs.283941 Homo sapiens PR02591 mRrM, complete cds 3.9 

420301 AA767526 Hs.22030 paired box gene S (B-cel! lineage specif 19 

429066 AA868555 Hs.178222 ESTs 3.9 

43587B R08330 Hs.20152 ESTs 3.9 

447530 AW192063 Hs.248865 ESTs, Moderately similar 1o JC5238 galac 3.9 

15 41298B BE046680 gb:hn42h03jc1 NCl_CGAP_RDF2 Homo sapiens 3.9 

410196 AI936442 Hs.59838 hypothetical protein FU 10808 3.9 

41 1084 T18987 Hs.125472 ESTs. Moderately similar to K1AA0877 pro 3.9 

419629 AB020695 Hs.91662 KIAA0888 protein 3.9 

455646 BE064420 gb:RC4-BTQ31 1-241 199>012-c08 BT0311 Homo 3.9 

20 414441 AA234759 Hs.132950 ESTs 3.9 

425810 AI923627 Hs.31903 ESTs 3.9 

409111 AL043362 Hs.7984 pleckstrin homology. Sec7 and coiledfcoi 3.9 

411479 ' AW848047 gb:IL^CT0214-29129M52-A12CTO214Homo 3.9 

440450 AI333129 Hs.156147 ESTs 3.8 

25 428342 AI739168 Homo sapiens cDNA FU 13458 fis, clone PL 3.8 

431421 AW969118 Hs.108144 ESTs, Weakly similar to unnamed protein 3.8 

416009 Z43062 gb:HSC12E041 normalized infant brain cDN 3.8 

416534 H69043 Hs.224961 Homo sapiens cONA FU14366 fis, clone HE 3.8 

407198 H91679 gbryv04a07.s1 Soarestetal liver spleen 3.8 

30 419831 AW448930 Hs.5415 ESTs 3.8 

424830 AW270580 Hs.189311 ESTs. Weakly similar to putative p1 50 |H 18 

431447 AA505138 Hs.291341 ESTs 18 

435932 W03928 Hs.114524 ESTs 3.8 

442447 AA999723 Hs.129607 ESTs 3.8 

35 403242 Target Exon 3.8 

433908 AW298141 Hs.157975 ESTs 3.8 

454037 AW998716 gb:PM4-BN0067-25030(W»2-f11 BN0067Homo 3.7 

432101 AI918950 Hs.123642 EphA3 3.7 

418759 AA227879 Hs.187621 ESTs 3.7 

40 452462 BE173515 gb:RC2-HT0560-210200O12-f03HT0560Homo 3.7 

448568 AA149121 Hs.71947 ESTs 3.7 

447785 AL041765 Hs.340375 ESTs 17 

451746 M86178 Hs.311258 ESTs 17 

436345 AA873008 Hs.121572 ESTs 17 

45 446862 AV660697 Hs.282700 ESTs 17 

419875 AA853410 Hs.93557 proenkephaHn 17 

421040 AA715026 Hs.135280 ESTs 17 

454860 AW835767 gb:QV4-LT0016.240200-110*08LT0016Homo 17 

„ 450687 AA495800 gb:zwO5b07.s1 Soares_NhHMPu_S1 Homosapi 17 

50 407437 AF220264 gb:Homo sapiens MOST-1 mRNA, complete cd 3.7 

431474 AL133990 Hs.190642 CEGP1 protein 3.7 

448004 AW451477 Hs.257456 ESTs 3.7 

419261 X07B76 Hs*9791 wingless-type MMTV integration site fami 3.7 

422899 D16471 Hs.121571 Human mRNA, Xq terminal portion 17 

55 439075 AF085933 Hs.292620 ESTs 3.7 

440947 AA910403 ESTs 17 

447458 AI741082 Hs.158961 ESTs 17 
403481 Target Exon 16 
404561 (jfchorhtnophatangea) syndrome i gene (T 16 

60 417565 AI203405 Hs.47831 ESTs 16 

430096 U91935 Hs.233321 Retirwlenved POlWomam factor-! 16 

448658 H71739 Hs.200227 ESTs, Moderately similar to A53959 Ihrom 16 

449655 AI0219B7 Hs.59970 ESTs 16 

450630 AA010429 Hs.191939 ESTs 16 

65 455067 AW854538 gb:RC3^T0255-20010OO24-b02 CT0255 Homo 16 

423566 AW976434 Hs.3623 hypothetical protein FU 11220 16 

451193 N29850 Hs.44098 ESTs 3.6 

420026 AI831190 Hs.166676 ESTs 3.6 

426917 AA913814 Hs.172854 DKFZP586B0923 protein 16 

70 429430 AI381837 Hs.1 55335 ESTs 16 

433563 AI732637 Hs.277901 ESTs 3.6 

443744 A1084326 Hs.271548 ESTs, Weakfy similar to 178885 serfneAh 15 

456373 BE247706 Hs.89751 membrane-spanning 4-domains, subfamily A 15 

419589 AW973708 Hs.201925 Homo sapiens cDNAFU 13446 fis, clone PL 15 
75 401132 C12000517*:gi|47587l2lrefiNP_004659.1|a 3.5 

421105 AA766501 Hs.125113 ESTs 3.5 

435177 AI018174 Hs.42936 ESTs 15 

434763 AA648618 gb:ns07a11j1 NCJ_CGAP„Ew1 Homo sapiens 3.5 

449988 AW372068 Hs.201420 ESTs, Moderately similar to ALU7_HUMAN A 3.5 

80 450216 AA873345 Hs.60226 Homo sapiens, clone I MAGE: 362 1638, mRNA, 15 
403510 Target Exon 3.5 

435681 AA694192 Hs.148979 ESTs 3.5 

451722 H86374 Hs.40861 ESTs 15 
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430865 AI073424 Hs.5232 HSPC125 protein 3.5 

444800 AW119071 Hs.153287 ESTs 3.5 

42B647 AA830050 Hs.124344 ESTs 3.5 

_ 412775 AA709046 Hs.27552 Homo sapiens mRNA; cDNA DKFZp586N2424 (f 3.5 

5 429543 AA455889 Hs.167279 FYVE^inger-containing RabS effector pro 3.5 

443324 R44Q13 Hs.1 64225 ESTs 3.5 

430124 AW204994 Hs.253450 ESTs 3.4 

430701 AI760833 Hs.293971 ESTs 3.4 

436714 AA728964 Hs.293399 ESTs 3.4 

10 404848 ENSP00000240769*:BG153O3.1 (similar to C 3.4 

408480 AI350337 Hs. 164568 fibroblast growth factor 7 (keratinocyte 3.4 

412494 AL133900 Hs.792 ADP-ribosylation factor domain protein 1 3.4 

417435 IWI_005181 Hs.82129 carbonic anhydrase III. musde specific 3.4 

430403 AF039390 Hs.241382 tumor necrosis factor (tigand) superfami 3.4 

15 436340 R42246 Hs.21606 ESTs 3.4 

441596 AA939300 Hs.206768 ESTs 3.4 

442231 W02434 Hs.222413 ESTs 3.4 

447124 AW976438 Hs.17428 RBP1 -like protein 3.4 

450297 AW901347 Hs.38592 hypothetical prolein RJ23342 3.4 

20 453682 T79703 gb:yd71e08.r1 Soares fetal liver spleen 3.4 

456995 T89832 Hs.170278 ESTs 3.4 

405510 ENSP0O000233779*:Hypothet)cal 68.0 kDa p 14 

400379 NrvL018432 Homo sapiens ovarian cancer related prot 3,4 

0 _ 419964 AA811657 Hs.220913 ESTs 3.4 

25 427033 AI457449 Hs.192817 ESTs 3.4 

422321 AA906427 Hs.181035 hypothetical protein MGC1 1296 14 

430829 AW451999 Hs.194024 ESTs ' 3.4 

420721 AA927802 Hs.159471 2AP3 protein 3.4 

0 _ 433628 AI821784 Hs.188578 ESTs 3.4 

30 436703 AW880614 Hs.146381 RNA binding motif protein, X chromosome 14 

429716 R25685 Hs.211933 collagen, type XIII, alpha 1 3.4 

427235 AM 26288 Hs.192232 ESTs 3.4 

459646 AW883968 Hs.321190 gb:QV3-OT0063-290300-13Sc04OT0063Homo 14 

428923 BE047698 Hs.188785 ESTs 14 

35 431408 AA504757 Hs.105738 ESTs 3.4 

438801 AA825971 Hs.124284 ESTs 14 

445432 AV653771 gb:AV653771 GIC Homo sapiens cONA clone 14 

450003 AA777809 Hs.191995 ESTs 14 

448108 AW300021 Hs.170685 ESTs 3.3 

40 425523 AB007948 Hs.158244 WAA0479 protein 13 

427473 AW274439 Hs.252709 ESTs 3.3 

434520 AA205273 Hs.177011 hypothetical protein 3.3 

447282 AI989963 Hs.197505 ESTs 3.3 

447182 BE241868 Hs,17585 WAA0801 gene product 13 

45 432229 AW290976 Hs.143587 ESTs 13 

418985 AI042330 Hs.B7128 hypothetical protein FU23309 13 

418719 AW975590 Hs.161707 ESTs 13 

455710 BE072049 gb:PM4-BT0532.1 701 00404408 BT0532 Homo 13 

„ 420300 AA258245 Hs.127573 Homo sapiens FKSG41 (FKSG41) mRNA, compl 3.3 

50 416662 T25853 Hs.7538 ESTs 13 

41 1436 AW846433 gb:QV0-CT017W)7030O-143-b02 CT0179 Homo 13 

420851 AA281062 Hs.29493 hypothetical protein FU20142 13 

428715 AW293716 Hs.53126 ESTs 3.3 

„ 429318 AW861930 Hs.102500 hypothetical protein dJ511E1 6.2 13 

55 444246 H93281 Hs.1O710 hypothetical protein FU2041 7 13 

453973 A1291895 Hs.61993 ESTs, Weakly similar to ALU LHUMAN ALUS 13 

434497 AI821803 Hs.136580 ESTs 3.2 

439306 BE220199 WD40 protein Ciao1 12 

420508 BE548277 Hs.103104 ESTs 3.2 

60 418986 AI123555 Hs.81796 ESTs 3.2 

436116 AW753311 Hs.346690 ESTs 12 

447516 W05355 Hs.102971 hypotheBcal protein RJ 14751 3.2 

449570 AA001793 gb2h86c06.r1 Soares fetaljtver spleen 12 

424994 AW954525 gb:EST366595 MAGE resequences, MAGC Homo 3.2 

65 417675 AI808607 Hs.3781 similar to murine leuctne-nch repeat pr 3.2 

402145 Target Exon 3.2 

448131 AI675054 Hs.200481 ESTs 3.2 

422352 AA766296 Hs.99200 ESTs 12 

„ 432625 AI243596 Hs.94830 ESTs, Moderately similar to T03094 A-Wn 12 

70 447183 A1554733 Hs.173182 ESTs 3.2 

447597 AI886036 Hs.213675 ESTs 12 

459535 AV654907 gb:AV654907 GLC Homo sapiens cDNA clone 12 

415467 R60891 Hs.260274 ESTs 12 

__ 434408 AI031771 Hs.132586 ESTs 12 

75 456354 X56411 Hs.1219 alcohol dehydrogenase 4 (class II), pi p 12 

453789 AA628517 Hs.1 18502 ESTs 3.2 

412666 AL080116 Hs.74420 origin recognition complex, subunit 3 (y 12 

418319 AW611703 Hs.190173 ESTs, Weakly similar to A46010 X-linked 12 

OA 419088 AI538323 Hs.52620 integrin, beta 8 12 

oO 420397 NM_007018 Hs.97437 centrosomal protein 1 12 

422165 AL041199 Hs.1481 hisfdine decarboxylase 12 

448044 AI458682 gb:tk13e01.x1 NCLCGAP_Lu24 Homo sapiens 12 

454665 AW812866 gb:RC3-ST018S-300100417-b03ST0186Homo 11 
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Target Exon 


3.1 


429569 


AA454993 


Hs.1 38343 


ESTs, Weakly similar to 178885 serine/th 


3.1 


434512 


AW139932 


Ks.188941 


ESTs 


3.1 


452102 


U04343 


Hs.27954 


C086 antigen (CD28 antigen Rgand 2, 87- 


3.1 


433444 


AW975324 


Hs.1 29816 


ESTs 


3.1 


410821 


AH 14811 


Hs.92526 


ESTs, Weakly similar to T00365 hypolheti 


3.1 


415861 


Z43123 


Hs.144513 


ESTs 


3.1 


422299 


AK000181 


Hs.1 14556 


hypothetical protein FU20174 


3.1 


432527 


AW975028 


Hs.102754 


ESTs 


3.1 


427773 


AA4 12290 


Hs.98124 


ESTs 


3.1 


441817 


AW969706 


Hs.293332 


ESTs 


11 


416812 


H91010 


Hs.44940 


ESTs 


3.1 


417958 


AA7R73R? 

tv\f Of ooc 


f K>. 1 JVM 1 1 


ESTs 


3.1 


407426 


AF1 29533 




gb.Homo sapiens F-box protein Fb13b {FBL 


3.1 


416423 


H54375 




ESTs 


3.1 


418037 


Al 99021 2 


Hs.86447 


ESTs 


3.1 


419197 


N48921 


Hs.27441 


KIAA1R15 nrnfpin 


3.1 


420179 


N74530 


Hs.21168 


ESTs 


3.1 




N73895 




nh*7sR2r(nR r1 ^oamt fatal fivpr «;nJppn 


3.1 










3,1 


423595 


R82826 


Hs 220702 


ESTs 


3.1 


412533 


AA67q8G3 




ESTs 


3.1 


434072 






nuiiu cjajjicfij r rvvj woe inr\i<ir\, iahh|jicig ww 


3.1 


405264 






NM_030813*;Homo sapiens suppressor of po 


all 




HlVUUOJU 1 




oh'MR1^Tni11-11in9<J-n03-f04 ST0111 Homo 


3.1 


425354 


U62027 


Hs.1 55935 


complement component 3a receptor 1 


3,1 


441492 


A!1 49998 


Hs 146346 


ESTs 


3,1 


447078 


AW88S727 


Ks.9914 


ESTs 


3.1 


435021 


AA922192 


Hs. 54709 


ESTs 


3.0 


408832 


AW0S5690 


Hs 63428 


ESTs Weaklv similar to Z1 95 HUMAN ZINC 


3.0 


450580 


N40087 




ESTs 


3.0 


432319 


AW510770 


Hs 128386 

l 13. KUJUU 


ESTs 


3.0 


453713 


R20640 


Hs.79133 


cadherin 8, type 2 


3.0 


445784 


AI253155 


Hs 146065 


ESTs 


3,0 


416642 


T96118 


Hs.226313 


ESTs 


3.0 


418948 


AI217097 




ab ad43h07j(1 Soares fetal heart NbHH19W 


3.0 


433796 


AA810867 


Hs.1 86997 


ESTs 


3.0 


439182 


AF086030 


Hs.21621 


hvnnlhfiiira! nmtaln nKF7n762O076 


3.0 


404995 






ENSP00000251890 , -Monocvtic leukemia zinc 


3.0 


444794 


Al 4 19991 


Hs.1 45225 


ESTs 


3.0 


443634 


H73972 


u<= 1344RO 


ESTs 


3.0 


420133 


AA42R117 


no. ( ixw+o 


ESTs 


3.0 


407829 


AA045084 


Hs 29725 


hypothetical protein FU13197 


io 


426743 


AA383833 


Hs.245022 


ESTs 


3.0 


442326 


H92962 


Hs.124813 


hypothetical protein MGC14817 


3.0 


449913 


AA004696 


Hs.333016 


ESTs 


3.0 


454096 


AW062757 




gb:CMO-CT0103-12Q899-037-307 CT0103 Homo 


3.0 


419622 


AA452054 


Hs.1 19338 


ESTs 


3.0 


449745 


AJ668593 




gb:yl38a05.x5 Soares breast 3NbHBst Homo 


3.0 


428412 


AA428240 


Hs.126083 


ESTs 


3.0 


428200 


A1039624 


Hs.98388 


ESTs 


3.0 


414951 


AW794931 


Hs.100861 


hypothetical protein FU14600 


ao 


431869 


AA521136 


Hs.190176 


ESTs 


3.0 


451391 


AA017410 


Hs.40568 


ESTs 


3.0 


452959 


AI933416 


Hs.189674 


ESTs 


10 



TABLE 668 

Pkey: Unique Eos probeset Identifier number 

CAT number Gene cluster number 

Accession: Genbank accession numbers 



Ptey, 

410790 
410869 



411436 
411479 

412988 
413081 
413525 
416009 
418948 
420111 
420352 
424200 
424994 
428002 



CAT Number Accession 

1221 1 31 J AW803357 AW803423 AW812233 R06814 

1225123 J AW808361 AW608404 AW808386 AW808594 AW808654 AW80B81 3 AW808551 AW808676 AW808350 AW80B406 AW808694 AW808934 
AW808829 AW808385 AW808422 AW808401 AW808409 AW808760 AW80B863 AW808521 AW808539 AW808609 AW808472 AW808739 
AW8O8704 AW808558 AW808714 AW80842O AW8 

1245660.1 AW846433 AW846159 AW846377 AW846528 

1247077 1 AW848047 AW848202AW848631 AWB48142AW848702 AW848121 AWB48632AW848140 AW848571 AW848009 AW848067 AW848069 

AW848905AW848214 
1342150J BE046680 BE046738 BE044958 
1348563J BE064415 BE064430 BE064448 

1374635.1 BE145B99 BE145848 BE145849 BE145853 BE145927 BE145925 
1566379.1 Z43062 R13213 H14422 

180808 J AI217097 AW886090 W38035 W3B792 AA232835 AW936043 
190755J AA255652 AA28091 1 AW967920 AA2626B4 

192979.1 BE258835 AW968316 AA258918 AW843305 R14744 AI580388 BE071923 R36280 

236595.1 AA337221 AA336756 AW966196 

2457B6J AW954525 A1372685 AA349501 AI372687 H10564 

285602.1 AA418703AA418711 BE071915BE071920BE071912 
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428342 290035 2 AI739 1 68 AA426249A1 199636 AW505 198 AW977291 AA824563 AAB83419 AA724079 A1015524 AI377728AW293682AI928140AA731438 
AI092404AI08563QAA731340 

319643.1 AW968485AW96B670 M480922BE350425 

353907 1 AJ003429 AJ003367 AA564825 

368873~1 H29882 AW665533 AW1 49901 AI572917 AA598500 AI686466 A1336390 AW864390 AW864320 

392847 1 AA648618AW974389 H51771 

41733 J N73895AJ001872 

468554.1 AA830149 AW978407 M85983 AW503637 

47088J BE220199 W01813 AF0861 18 N70760 BE221405 

505904 J AA910403 AI815593 W58361 AW162520 AI816550 

543588 1 N9982B BE079873 AH 10738 AF074645 

63943 J AV653771 BE089370 

747196 1 AI458682 H24240R14537R18426AW867082 

81018.1 AA001793AA001S71 

814534.1 AI668593 AI820774 R86205 H39971 H22177 H26241 

831955.1 AI692689 R14223 R18395 

83929 1 N40087 H1 2925 AA460779 AA096372 BE160847 AW816890 AW816893 AW816577 AW816891 AW816882 AW816868 AW816889 AW816940 
AW816892 AW816941 AW816578 AA029183 T83320 H86850 AA010295 BE160823 Z25353 AA1508B3 AW887764 AW023806 AW022095 
AA164518 AA730973 W0O417 W65303 

83933 1 A1339732 AA010300AW515041 AA768334 N29860 AA425874 AA425118 AA865829AW936878 

84327.1 AA495800 AA495737 AA010736 AA654716 AA640726 

918580.1 BE173515 BE173560 AI902860 

977454 1 T79703T96307AL079725 

996287 1 AW998716AW022148N68020 

1007449 1 AW062757 AW176890 AW06275B AW176895 AW176869 AW176900 AW176897 AW176928 AW176868 AW176892 

1049240 1 AW854832AW854798AW854857AW854816AW854834AW854817 

1207274 1 AW753456AW753036AW85486BAW854862 

1228599 1 AW812866 AW812746 AW812747 AW812884 AW812763 AW812722 

1237732.1 AW835767 AW835537 BE160187 

1247029 1 AVV849046AW847956AW849039AW847957AWB4B279AVV848698AW849034AW849033 

1252050J AW854538AW854418AW854412 

1272541 1 BE176479 BE176678BE176357BE176550 AW886079 BE1 76676 BE1 7661 5 BE1 76555 BE1 76489 BE 176610 BE176362 

1348557 1 BE064420 BE064435 BE064429 BE064414 BE064400 BE064517 

1352368 1 BE072049 BE069471 BE069489 BE069478 BE069479 BE069492 BE069485 BE072122 BE072124 BE069491 BE069486 BE069464 

328758.1 AA493662 AW897396 BE154814 

823104.1 AJ91 1066 AI933734 AJ680888 AJ003599 



430535 
432765 
433523 
434763 
436295 
439092 
439305 
440947 
442481 
445432 
448044 
449570 
449745 
450317 
450580 



450582 
450687 
452462 
453682 
454037 
454096 
454171 
454457 
454665 
454860 
454968 
455067 
455276 
455646 
455710 
457374 



TABLE 66C 



Pkey. Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (GJ) numbers. "Dunham L el at/ refers to the publication en tilled The ONA sequence of 

human chromosome 22." Dunham I. et al, Nature (1999) 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 

Nlposifton: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposilion 


400533 


6981826 


Minus 


277132-277595 


400746 


7329328 


Minus 


147703-147896 


401132 


8705350 


Minus 


B567W5795 


402145 


8018280 


Plus 


1130B6-114800 


403242 


7637817 


Minus 


11297-12511 


403481 


9965004 


Phis 


93496-93633 


403510 


7652047 


Plus 


6185*62027 


403667 


6850483 


Minus 


1344-1442,1545-1697 


404003 


8655948 


Plus 


198349-199096 


404561 


9795980 


Minus 


69039-70100 


404592 


9943965 


Minus 


39067-39225 


404848 


8248647 


Minus 


23955-24034,25143-25264 


404967 


7523744 


Minus 


89944-90729 


404995 


6006247 


Minus 


154015-154123 


405264 


7329374 


Plus 


28556-28684 


405321 


3419846 


Mmus 


4465445210 


405348 


2914717 


Minus 


4331043462 


405510 


7630909 


Minus 


101028-101174 


405548 


1532158 


Plus 


11552-11686 



TABLE 67A: 689 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 

Table 67A fists about 689 genes up-regulated in prostate cancer compared to normal adult tissues. These were selected from 9009 probesets on the Affymetrix/Eos Ku03 GeneChip 
array that showed some expression in human xenograft tumors and cell lines. The 689 genes were selected such that the ratio of "average" prostate cancer b "average" normal adult 
tissues was greater than or equal to 2.5, The "average" prostate cancer level was set to the 75th percentile amongst prostate cancers. The "average" normal adult tissue level was set 
to the B5th percentile amongst non-malignant tissues. In order to remove gene-specific background leveb of non-specific hybridization, the 10th percentile value amongst non- 
malignant tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession n umber 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of tumor to normal body tissue 
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10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-like and 


73.2 


426747 


AA535210 


Hs.171995 


kallikrein 3, (prostate specific antigen 


65.0 


432441 


AW292425 


Hs.163484 


ESTs 


56.0 


446057 


AI420227 


Hs.149358 


Trp-p8 transient receptor potential cat) 


55.0 


400302 


N46056 


Hs.283946 


folate hydrolase (prostate-specific memo 


48.1 


414569 


AF109298 


Hs.1 18258 


prostate cancer associated protein 1 


41.4 


432240 


AI694767 


Hs.129179 


Homo sapiens cDNA FU 13581 lis, clone PL 


40.3 


419526 


A1821895 


Hs.1 93481 


ESTs 


35.9 


400298 


AA032279 


Hs.61635 


six transmembrane epithelial antigen of 


35.7 


400299 


X07730 


Hs.171995 


kallikreln 3, (prostate specific antigen 


34.9 


453370 


AI470523 


Hs.139336 


ATP-Unding cassette, sub-family C (CFTR 


33.9 


409731 


AA125985 


Hs.56145 


thymosin, beta Identified in neuroblast 


32.8 


424099 


AF071202 


Hs.139336 


ATP-binding cassette, sub-family C (CFTR 


32.6 


400292 


AA250737 


Hs.72472 


BMP-R1B 


28.8 


400287 


S39329 


Hs.1 81350 


kallikrein 2, prostatic 


28.8 


425075 


AA506324 


Hs.1 852 


acid phosphatase, prostate 


28.6 


409361 


NM 005982 


Hs.54416 


sine ocuHs homeobox (Drosophila) homolo 


27.8 


415539 


A3733881 


Hs.72472 


BMP-R1B 


27.0 


428819 


AL135623 


Hs.193914 


KIAA0575 gene product 


25.7 


409262 


AK000631 


Hs.52256 


hypothetical protein FU20624 


25.5 


432374 


W68815 


Hs.301885 


Homo sapiens cDNA FU11346 fis, done PL 


24.8 


407168 


R45175 


Hs.1 17183 


ESTs 


24.5 


400296 


AA305627 


Hs.139336 


ATP-blndlng cassette, sub-family C (CFTR 


23.6 


428336 


AA503115 


Hs.183752 


microseminoprotein, beta- 


23.5 


433043 


W57554 


Hs.125019 


rymphoid nuclear protein (LAF-4) mRNA 


214 


403047 






NM_005656*:Homo sapiens transmembrane pr 


23.4 


444484 


AK002126 


Hs.11260 


hypothetical protein FU11264 


22.0 


423073 


BE252922 


Hs.123119 


MAD (mothers against decapentaplegic, Or 


21.6 


407709 


AA456135 


Hs.23023 


ESTs 


21.5 


401424 






NM_001172:Homo salens arginase, type II 


20.6 


448290 


AK002107 


Hs.20843 


Homo sapiens cDMA FU11245 fis. done PL 


19.7 


434666 


AF151103 


Hs.1 12259 


T cell receptor gamma locus 


18.5 


415989 


AI267700 




ESTs 


17.9 


437052 


AA861697 


Hs.1 20591 


ESTs 


17.8 


451939 


U80456 


Hs.27311 


single-minded (DrosophQa) homolog 2 


16.8 


431548 


AI834273 


Hs.9711 


novel protein 


16.6 


425628 


NM 004476 Hs.283946 


folate hydrolase (prostate-specific memb 


16.5 


428862 


NMJW0346 Hs.2316 


SRY (sex determining region Y)-box 9 (ca 


16.5 


450096 


AI682088 


Hs.79375 


rtdccarboxylase synthetase (biotin-[prop 


16.5 


413597 


AW3028B5 


Hs.1 17183 


ESTs 


16.1 


411096 


U80034 


Hs.68583 


mitochondrial intermediate peptidase 


15.7 


435677 


AA694142 


Hs.293726 


ESTs, Weakly similar to TSGA RAT TESTIS 


15.3 


419743 


AW408762 


Hs.5957 


Homo sapiens clone 24416 mRNA sequence 


15.3 


407122 


H2Q276 


Hs.31742 


ESTs 


15.1 


427958 


AA4180O0 


Hs.98280 


potassium intermediate/small conductance 


14.1 


418829 


AA516531 


Hs.55999 


NK homeobox (Drosophila), family 3, A 


13.9 


426501 


AW043782 


Hs.293616 


ESTs 


13.9 


428898 


AB033070 


Hs.194408 


K1AA1244 protein 


13.7 


418951 


AW967646 


Hs.23023 


ESTs 


13.3 


448519 


AW175665 


Hs.278695 


Homo sapiens prostetn mRNA, complete cds 


13.2 


418848 


AI820961 


Hs.193465 


ESTs 


13.1 


428398 


A1249368 


Hs.98558 


ESTs 


13.0 


429220 


AW207206 




ESTs 


1Z7 


401451 






NM_004496*:Homo sapiens hepatocyte nude 


^ZA 


424012 


AW368377 


Hs.137569 


tumor protein 63 kDa with strong homolog 


1Z4 


419078 


M93119 


Hs.89584 


insulinoma-assoctated 1 


12.3 


450382 


AA397658 


Hs.60257 


Homo sapiens cDNA FU 13598 fis, clone PL 


11.9 


430376 


AW292053 


Hs.12532 


chromosome 1 open reading frame 21 


11.8 


408826 


AF216077 


Hs.48376 


Homo sapiens done HB-2 mRNA sequence 


11.4 


429918 


AW873986 


Hs.119383 


ESTs 


11.3 


427212 


AW293849 


Hs.58279 


ESTs. Weakly similar to ALU7_HUMAN ALU S 


11.1 


412446 


A(768015 




ESTs 


11.1 


433404 


T32982 




ESTs 


10.9 


420757 


X78592 


Hs.99915 


androgen receptor (dihydrotestosterone r 


10.9 


427674 


NM_003528 Hs.2178 


H2B histone family, member Q 


10.6 


444151 


AW972917 


Hs.128749 


alpha-meftylacyt-CoA racemase 


10.4 


447342 


AI199268 


Hs.19322 


Homo sapiens, Similar to RIKEN cDNA 2010 


10.3 


418278 


AI088489 


Hs.83937 


hypothetical protein 


10.3 


430226 


BE245562 


Hs.2551 


adrenergic, beta-2-, receptor, surface 


10.2 


433927 


AI557019 


Hs.116467 


small nudear protein PRAC 


10.2 


40 8000 


L11690 


Hs.198589 


bullous pemphigoid antigen 1 (230/240kD) 


10.1 


449625 


NM.014253 


odz (odd Oz/ten-m, Drosophila) homolog 1 


10.1 


431117 


AF003522 


Hs.250500 


delta (DrosophilaHikel 


10.0 


439444 


A1277652 


Hs.54578 


ESTs. Weakly similar to 138022 hypotheU 


9.8 


437718 


AI927288 


Hs.196779 


ESTs 


9.8 


440529 


AW207640 


Hs.16478 


Homo sapiens cDNA: FU21718 fis, done C 


9.7 


453160 


AI263307 




H2B histone famay, member L 


9.7 


432715 


AA247152 


Hs.200483 


ESTs, Weakly similar to KIAA1074 protein 


9.7 


450325 


AI935962 


Hs.91973 


ESTs 


9.6 


434170 


AA626509 


Hs.122329 


ESTs 


9.6 


428600 


AW863261 


Hs.138860 


hypothetical protein DKFZp434K1421 


9.6 
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447033 AI357412 Hs.157601 ESTs 9.5 

401747 Homo sapiens keratin 17 (KRT17) 9.3 

434423 NMJJ06769 Hs.3844 LIM domain only 4 9.3 

411887 AW182924 Hs.128790 ESTs 9.2 

5 457211 AW972565 Hs.32399 ESTs, Weakly similar to S51797 vasodilat 9.2 

415263 AA948033 Hs.130853 ESTs 9.2 

432729 AK000292 Hs.130732 hypothetical proleln FU20285 9.2 

421896 N62293 Hs.45107 ESTs 9.1 

432101 AI918950 Hs.123642 EphA3 9.1 

10 451640 AA195601 Hs.26771 Human DNA sequence from clone 747H23 on 9.0 

428046 AW812795 Hs.337534 ESTs, Moderately similar to I38022 hypot 8.9 

420218 AW958037 ribosomal protein L4 8.8 

434926 BE543269 Hs.50252 mitochondrial ribosomal protein L32 8.6 

_ 424692 AA429834 Hs.1 51791 KIAA0092 gene product a6 

15 417333 AL157545 Hs.173179 bromodomatn and PHD finger containing, 3 8.6 

452594 AU076405 Hs.29981 solute carrier family 26 (sulfate transp 8.5 

446100 AW967109 Hs.13804 hypothetical protein dJ462023.2 8.5 

400294 N95796 Hs.278695 Homo sapiens prostein mRNA, complete cds 8.5 

416182 NM 004354 Hs.79069 cyclinG2 ' 8.5 

20 431542 H63010 Hs.5740 ESTs 8.4 

447397 BE247676 Hs.18442 E-1 enzyme 8.3 

432674 AA641092 Hs.257339 ESTs, Weakly similar to I38022 hypotheti 8.1 

456660 AA909249 Hs.1 12282 solute carrier family 30 (zinc transport 8.1 

443822 A1087412 Hs.143611 ESTs,VVea%sirnilarto2()04399Achromos 8.1 

25 451684 AF216751 Hs.26813 CDA14 M 

437124 AA554458 K1AA0666 protein 8.0 

416239 AL038450 Hs.48948 ESTs 8.0 

432415 T16971 Hs.289014 ESTs, Weakly similar to A43932 mucin 2 p 7.9 

424800 AL035588 Hs.153203 MyoO family inhibitor 7.9 

30 428728 NNL016625 Hs.191381 hypothetical protein 7.9 

418564 AA631143 Hs.278695 Homo sapiens prostein mRMA, complete cds 7.8 

442049 AA310393 Hs.190044 ESTs 7.8 

429597 NM_003816 Hs.2442 adismtegrin and metalloproleinase doma 7.8 

410889 X91662 Hs.66744 twist (Drosophaa) homotog (acrocephalos 7.7 

35 443180 R15875 Hs.258576 claudin12 7.5 

433285 AW975944 Hs.237396 ESTs 7.5 

. 410870 U81599 Hs.66731 homeoboxB13 7.4 

418836 AI655499 Hs.161712 ESTs 7.4 

444922 AI921750 Hs.144871 Homo sapiens cONA FU 13752 fis, done PL 7.3 

40 431992 NM.002742 Hs.2891 protein kinase C, mu 7.3 

425905 AB032959 Hs.3185B4 novel C3HC4 type Zinc finger (ring tinge 7.3 

432586 AA568548 ESTs 7.3 

431325 AW026751 Hs.5794 ESTs, Weakly slmSar to 210926QA B cell 73 

435047 AA4549B5 Hs.54973 cadherin-Bke protein VR20 7.3 

45 447476 BE293466 Hs.20880 ESTs, Weakty similar to I3B022 hypotheti 7.3 

422728 AW937826 Hs.103262 ESTs, WeaWy similar to ZN91_HUMAN ZINC 7.2 

426108 AA622037 Hs.166468 programmed cell death 5 7.1 

433323 AA805132 Hs.159142 ESTs 7.1 

423349 AF010258 Hs.127428 homeoboxA9 7.0 

50 416815 U41514 Hs.80120 UDP-r^tyMpha^aladosamlne:pc)Jyp 6.9 

425154 NM.001851 Hs.154850 collagen, type IX, alpha 1 6.9 

438869 AF075009 gb:Homo sapiens full length insert cDNA 6.9 

418329 AW247430 Hs.84152 cystalhbnine-beta-synthase 6.8 

452367 U71207 Hs.29279 eyes absent (DrosophOa) homotog 2 6.8 

55 418601 AA279490 Hs.86368 caJmegln 6.B 

429769 NMJJ04917 Hs.218366 kaltikrein 4 (prostase, enamel matrix, p 6.8 

436962 AW377314 Hs.5364 DKFZP5641052 protein 6.8 

425465 L18964 Hs.1904 protein kinase C. iota 6.6 

_ 450377 AB033091 K1AA1 265 protein 6.6 

60 451418 BE387790 Hs.26369 hypothetical protein FU20287 6.6 

418250 U29926 Hs.83918 adenosine monophosphate deaminase (isofo 6.6 

416111 M033813 Hs.79018 chromatin assembly factor 1, subunitA { 6.5 

426350 NMJJ03245 Hs.2022 transglutaminase 3 (E polypeptide, prate 6.5 

440774 AI420611 Hs.153934 ESTs &S 

65 413992 W26276 Hs.136075 RNA, U2 small nuclear 6.4 

421928 AF013758 Hs.1 09643 potyaderrytate binding protelrwnleracfin 6.4 

433293 AF007835 Hs.32417 hypothetical protein MGC4309 6.4 

452340 NM.002202 Hs.505 ISL1 transcription factor, UM/homeodoma 6.4 

451027 AW519204 Hs.40808 ESTs 6.4 

70 436063 AK000028 ribosomal protein S24 6.3 

440749 W22335 Hs.7392 hypothetical protein MGC31 99 6.3 

432103 T15B03 Hs.272458 protein phosphatase 3 (formerly 2B), cat 6.3 

431958 X63629 Hs.2877 cadherin 3, type 1, P-cadherin (placenta 6.2 

411019 AW993097 Hs.46617 Homo sapiens cONA FU12540 fis, done NT 6.2 

75 421566 NM_000399 Hs.1395 earty growth response 2 (Krox-20 (Drosop 6.2 

452744 AI267652 Hs.245107 Homo sapiens mRNA; cDNA DKF2p434E082 (fr 6.1 

425259 AL049280 Hs.155397 Homo sapiens mRNA; cDNA DKFZp564K1 43 (fr 6.1 

442772 AW503680 Hs.5957 Homo sapiens ctone 24416 mRNA sequence 6.1 

0 . 448045 AJ297436 Hs.20166 prostate stem ceU antigen 6.0 

80 42B342 AI739168 Homo sapiens cONA FU13458 fis, done PL 6.0 

453439 AI572438 Hs.32976 guanine nudeotide binding protein 4 6.0 

433517 AW022133 Hs.189838 ESTs 6.0 

424036 AA770688 H2A Wstone famBy, member L 5.9 
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420092 AA814043 Hs.88045 ESTs 5.9 

410268 AA316181 Hs.61635 six transmembrane epithelial antigen of 5.8 

425071 NMJH3989 Hs.154424 dekxfinase. iodothyranine. type II 5.8 

441866 BE464341 Hs.21201 nectin 3; OKFZP56680846 protein 5.8 

5 450244 AA007534 Hs.125062 ESTs 5.8 

429165 AW009886 Hs. 11 8258 prostate cancer associated protein 1 5.7 

451952 AL120173 Hs.301663 ESTs 5.7 

429084 AJ001443 Hs.195614 splicing factor 3b, subunit 3, 130kD 5.7 

445873 AA250970 Hs.251946 pdy(AH)inding protein, cytoplasmic U 5.7 

10 412935 BE267045 Hs.75064 tubuRn-specific chaperone c 5.7 

415068 Z19448 Hs.131887 ESTs, Weakly similar to T24396 hypotheti 5.7 

434826 AF155661 Hs.22265 pyruvate dehydrogenase phosphalase 5.7 

415621 AI648602 Hs.55468 ESTs 5.7 

416653 M768553 Hs.193145 metaflothionein IE (functional) 5.6 

15 433332 AI367347 Hs.44898 Homo sapiens clone TCCCTA00151 mRNAsequ 5.5 

455497 AA1 12573 Hs.278695 Homo sapiens prostein mRNA, complete cds 5.5 

418245 AA088767 Hs.83883 transmembrane, prostate androgen induced 5.4 

428593 AW207440 Hs.185973 degenerative spermatocyte (homolog Droso 5.4 

425211 M18667 Hs.1867 progastricsin (pepsinogen C) 5.4 

20 456508 AA502764 Hs.123469 ESTs, Weakly similar to AF208855 1 BM-01 5.4 

458809 AW972512 Hs.20985 stn3*ssocteted polypeptide, 30kD 5.4 

410762 AF226053 Hs.66170 HSKM-B protein 5.4 

440594 AW445167 Hs.126036 ESTs 5.4 

413328 Y15723 Hs.75295 guanylate cyclase 1, soluble, alpha 3 5.3 

25 447805 AW627932 Hs.302421 gemin4 5.3 

434808 AF155108 Hs.256150 Homo sapiens. Similar to RtKEN cDNA 2B10 5.3 

453308 AW959731 Hs.323099 ESTs 5.3 

421470 R27496 Hs.1378 annexinA3 5.3 

„ 418555 AI417215 Hs.87159 hypothetical protein FU 12577 5.2 

30 404632 NM_022490:Homo sapiens hypothetical prot 5.1 

450861 A1523898 Hs.17617 ESTs 5.1 

431583 AL042613 Hs.262476 S^erKtfylmelhiorine decarboxylase 1 5.1 

400303 AA242758 Hs.79136 LIV-1 protein, estrogen regulated 5.1 

„ 400290 H18836 Hs.3160B hypothetical protein FU20041 5.1 

35 410037 AB020725 Hs.58009 KIAA091 8 protein 5.1 

410240 AL157424 Hs.61289 synaptojanin 2 5.0 

403046 NM_005B56*:Homo sapiens transmembrane or 5.0 

419647 AA348947 Hs.91816 hypothetical protein 5.0 

450203 AF097994 L^urenine/alpha-aminoadipate aminotra 5.0 

40 450164 AI239923 Hs.63931 ESTs 5.0 

417318 AW953937 Hs.240845 ESTs 4.9 

417153 X57010 Hs.81343 collagen, type II, alpha 1 (primary oste 4.9 

412350 AI659306 Hs.73826 protein tyrosine phosphatase, noiwecept 4.9 

456088 BE177320 Hs.156148 hypothetical protein FU13231 4.9 

45 433852 AI378329 Hs.126629 ESTs 4.9 

452679 242387 Hs.83883 transmembrane, prostate androgen induced 4.9 

430387 AW372884 Hs.240770 nuclear cap binding protein subunit 2, 2 4.9 

416276 U41060 Hs.79136 UV-1 protein, estrogen regulated 4.8 

441021 AW578716 Hs.7644 H1 histone tamHy, member 2 4.8 

50 453171 R76472 Hs.65646 ESTs 4.8 

416795 AI497778 Hs.20509 HBV pX associated protein-8 4.8 

427615 BE410107 Hs.179817 CG1-82 protein, PSDR1 4.8 

419440 AB020689 Hs.90419 WAA0882 protein 4.8 

422048 NMJM2445 Hs.288126 spondin 2, extracdutar matrix protein 4.8 

55 453082 H16835 Hs.31608 hypothetical protein FU20041 4.8 

420948 AB0 16898 Hs. 100469 myetold/lymphotd or mixed-tineage leukem 4.8 

442592 BE566623 Hs.29899 ESTs, Weakly simflar to G02075 transcrip 4.8 

421685 AF189723 Hs.106778 . ATF*3se, Ca transporting, type 2C, member 4.7 

431724 AA514535 Hs.283704 ESTs 4.7 

60 423242 AL039402 Hs.125783 DEME-6 protein 4.7 

434485 AI623511 Hs.118567 ESTs 4.7 

407103 AA424881 Hs,256301 hypothetical protein MGC13170 4.6 

414085 AA114016 Hs.75746 aldehyde dehydrogenase 1 family, member 4.6 

_ 422486 BE514492 Hs.117487 gene near HD on 4p16.3 with homology to 4.6 

65 422083 NMJW1141 Hs.111256 arachidonate lipoxygenase, second typ 4.6 

439735 A1635386 Hs.142846 hypothetical protein 4.6 

420039 NMJJ04605 Hs.94581 sulfotranstarase family, cytosottc, 2B, 4.6 

449845 AW971183 Hs.6019 DnaJ (Hsp40) homotog, subfamily C, membe 4.5 

„ 423445 NMJJ14324 Hs.128749 dpha^lhytacyt-CoA racemase 4.5 

70 433730 AK002135 Hs.3542 hypothetical protein FU1 1 273 4.5 

426008 R49031 Hs.22627 ESTs 4.5 

4519B2 F13036 Hs.27373 Homo sapiens mRNA; cDNA DKFZp56401 763 (f 4.5 

415082 AA160000 Hs.137396 ESTs, Weakly sintiar to JC5238 galactosy 4.5 

409799 D11928 Hs.76845 phosphoserine phosphatase-Gke 4.5 

75 423583 AL122055 Hs.129836 WAA1028 protein 4.4 

452017 AF109302 Hs.27495 prostate cancer associated protein 7 4.4 

437162 AW005505 Hs.5464 thyroid hormone receptor coactrvating pr 4.4 

451468 AW503398 Hs.293663 ESTs, Moderately similar to 138022 hypot 4.4 

„ 429467 NM_004477 Hs.203772 FSHD region gene 1 4.4 

80 451752 AB032997 WAA1171 protein 4.3 

430294 AI538226 Hs.32976 guanine nucleotide binding protein 4 4.3 

452259 AA317439 Hs.28707 signal sequence receptor, gamma (trarelo 4.3 

456362 AW973003 Hs.179909 hypothetical protein FU22995 4.3 
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449048 


Z45051 


Hs.22920 


similar to S68401 (cattle) glucose indue 


4.3 


440300 


N39760 


Hs.8859 


Homo sapiens, Simitar to RIKEN cDNA 5830 


4.3 


427308 


D26067 


Hs.174905 


WAA0033 protein 


4.3 


435706 


W31254 


Hs.7045 


GL004 protein 


4.3 


416854 


H40164 


Hs.80296 


Purklnjecell protein 4 


4.2 


451406 


AI694320 


Hs.6295 


ESTs, Weakly similar to T17248 hypotheti 


4.2 


410076 


T05387 


Hs.7991 


ESTs 


4.2 


410275 


U85658 


Hs.61796 


transcription factor AP-2 gamma (activat 


4.2 


419239 


AA468183 


Hs.184598 


Homo sapiens cDNA: FU23241 fis. clone C 


4.2 


442501 


AA315267 


Hs.23128 


ESTs 


4.2 


436761 


AI817776 


Hs.236557 


ESTs 


4.2 


420380 


AA640891 


Hs.102406 


ESTs 


4.2 


436556 


AI364997 


Hs.7572 


ESTs 


4.2 


458440 


A1095468 


Hs.135254 


Homo sapiens done 1 thrombospondin mRNA 


4.2 


446416 


AV658299 


Hs.163959 


ESTs 


4.2 


417873 


BE266659 


Hs.293659 


Homo sapiens. Similar to RIKEN cDNA A430 


4.2 


430598 


AK001764 


Hs.247112 


hypothetical protein FU 10902 


4.1 


421305 


BE397354 


Hs.324830 


diptheria toxin resistance protein requi 


4.1 


429299 


AI620463 


Hs.347408 


hypothetical protein MGC13102 


4.1 


407894 


AJ278313 


Hs.41143 


phosphoinositidB-spectfic phospholipase 


4.1 


414664 


AA587775 


Hs.66295 


mufti-PDZ-domain-containing protein 


4.1 


408418 


AW963897 


Hs.44743 


KIAA1435 protein 


4.1 


430945 


U80669 


Hs.55999 


NK homeobox (Drosophila), family 3, A 


4.1 


432363 


AA534469 




gb:nf76g1U1 NCI_CGAP_Co3 Homo sapiens 


4.1 


447574 


AF162666 


Hs.18B95 


tousleoMike kinase 1 


4.0 


447595 


AW379130 


Hs.18953 


phosphodiesterase 9A 


4.0 


453857 


AL080235 


Hs.35861 


DKFZP586E1621 protein 


4.0 


444108 


R55784 


Hs.140942 


ESTs 


4.0 


422890 


Z43784 




ankyrin 3, node of Ranvier (ankyrin G) 


4.0 


417379 


AA196390 




gb:zp99b10.s1 Stratagene muscle 937209 H 


4.0 


418818 


AA228899 


Hs.101307 


Homo sapiens HUT1 1 protein mRNA, partial 


4.0 


410102 


AW248508 


Hs.279727 


ESTs; homologue of PEM-3 (Cfona savignyi 


4.0 


418821 


AA436002 


Hs.183161 


ESTs 


4.0 


438825 


BE327427 


Hs.79953 


ESTs 


4.0 


433233 


AB040927 


Hs.301804 


KIAA1494 protein 


4.0 


415276 


U88566 


Hs.78353 


SFRS protein kinase 2 


4.0 


440146 


AW014231 


Hs.90790 


Homo sapiens cDNA: FU22930 fis, clone K 


4.0 


407819 


R42185 




ESTs 


4.0 


450402 


BE218027 


Hs.89969 


ESTs 


4.0 


432527 


AW975028 


Hs.102754 


ESTs 


4.0 


419733 


AW362955 




Homo sapiens cDNA FU14415 fis. done HE 


3,9 


422134 


AW179019 


Hs.112110 


mitochondrial ribosoma) protein L42 


3.9 


432435 


BE218886 


Hs.282070 


ESTs 


3.9 


450680 


AF131784 


Hs.25318 


Homo sapiens done 25194 mRNA sequence 


3.9 


436420 


AA443966 


Hs.31595 


ESTs 


3.9 


430122 


NJ013342 Hs.233765 


TCF3 (E2A) fusion partner ftn childhood 


3.9 


411031 


W37943 


Hs.34892 


KIAA1 323 protein 


3.9 


429259 


AA420450 


Hs.292911 


Plakophflin 


3.9 


407813 


AL120247 


Hs.40109 


KIAA0872 protein 


19 


417067 


AJ001417 


Hs.81086 


solute carrier famBy 22 (extraneuronal 


19 


410227 


AB009284 


Hs.61152 


exostoses (muItipieHike 2 


19 


417958 


AA767382 


Hs.193417 


ESTs 


3.9 


427176 


AW381569 


Hs.40334 


ESTs 


3.9 


448826 


AI5B0252 


Hs.293246 


ESTs, Weakly simitar to putative p150 [H 


18 


447966 


AA340605 


Hs.105887 


ESTs, Weakly similar to Homotog of rat Z 


3.8 


432675 


AI791855 




ESTs 


3.8 


419713 


AW968058 


Hs.92381 


nudix (nucleoside diphosphate linked mot 


18 


427479 


BE410092 


Hs.178471 


KIAA0798 gene product 


18 


443162 


T49951 


Hs.9029 


DKFZP434G032 protein 


3.8 


413950 


AA249096 


Hs.32793 


ESTs 


3.8 


439963 


AW247529 


Hs.6793 


platelet-activating factor acetyihydrola 


3.8 


419083 


AI479560 


Hs.98613 


Homo sapiens cDNA FU 12292 fis, done MA 


3.8 


448148 


NM.016578 Hs.20509 


HBV pX associated protein-8 


18 


419465 


AW500239 


Hs.211B7 


Homo sapiens cDNA: FU23068 fis, done L 


IB 


432274 


AK000382 


Hs.274251 


hypothetical protein FU20375; KIAA1797 


18 


447620 


AW290951 




ESTs 


18 


430589 


AJ002744 


Hs^46315 


UDP-^aceryt-dpha-D-gaIactosarnlne:poryp 


18 


418004 


U37519 


Hs.87539 


aldehyde dehydrogenase 3 famBy, member 


18 


416655 


AW968613 


Hs.79428 


BCL2/adenovirus E1B 19kD-interacting pro 


18 


459284 


AF155660 


HSJ00496 


mitochondrial solute carrier 


18 


421829 


AB018330 


Hs.108708 


caldumteatmodulirwiependent protein kin 


3.7 


437252 


AI433833 


Hs.164159 


ESTs, Weakly similar to ALU1JHUMAN ALU S 


3.7 


437967 


BE277414 


Hs.5947 


met transforming oncogene (derived from 


17 


417061 


AI675944 


Hs.188691 


Homo sapiens cDNA FU 12033 fis, clone HE 


17 


423337 


N^.004655 Hs.127337 


axin 2 (conducfin, axil) 


3.7 


418838 


AW385224 


Hs.35198 


ectonudeofide pyrophosphatase/phosphofi 


17 


453469 


AB014533 


Hs.33010 


WAA0633 protein 


17 


408063 


BE086548 


Hs.42346 


cateineurin-binding protein calsarctn-1 


3.7 


422072 


AB018255 


Hs.111138 


KIAA0712gene product 


17 


420297 


AI628272 


Hs.88323 


ESTs. Weakly simflar to ALU1_HUMAN ALU S 


3.7 


420522 


AW957137 


Hs.98541 


hypothetical protein 


16 


408833 


AW612232 


Hs.254835 


ESTs 


16 


426647 


AA243464 


Hs.294101 


pre-B-ceB teukemia transcription factor 


16 
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456177 NMJJ12391 Hs.79414 prostate epilhefiurn-spedfic Ets transcr 3.6 

425689 W16480 Hs.24283 ESTs, Moderately similar to reduced expr 3.6 

432370 AA308334 Hs.274424 N^etymeurammic acid phosphate synlha 3.6 

422424 A1186431 Hs.296638 prostate differentiation factor 3.6 

5 446157 BE270828 Hs.131740 Homo sapiens cDNA: FU22562 fis, done H 3.6 

433339 AF019226 Hs.B036 glioblastoma overexpressed 3.6 

421887 AW161450 Hs.109201 CGI-86 protein 3.6 

435114 M775483 Hs.288936 mitochondrial ribosomal prolein L9 3.6 

412520 AA442324 Hs.795 H2A histone family, member 0 3.6 

10 436476 AA326108 Hs. 33829 bHLH protein DEC 2 3.6 

441224 AU076964 Hs.7753 caiumenin 3.5 

404922 NMJX)3071:Homo sapiens SWI/SNF related. 3.5 

432278 AL1 37506 Hs.274256 hypothetical protein FU2356 3 3.5 

452747 BE153855 Hs.61460 Ig superfamity receptor LNIR 3.5 

15 429686 AIB71613 Hs.28538 Homo sapiens cDNA: RJ21086 fis, clone C 3.5 

408001 AA046458 Hs.95296 ESTs 3.5 

428330 L22524 Hs.2256 matrix metalloproteinase 7 (matrflysin, 3.5 

418113 A1272141 Hs.83484 SRY (sex determining region Y)-box 4 3.5 

428055 AA420564 Hs.101760 ESTs 3.5 

20 418827 BE327311 Hs.47166 HT021 3.5 

431103 M57399 Hs.44 plefotrophtn (heparin binding growth fac 3.5 

427701 AA411101 Hs.243886 nuclear autoantigenic sperm protein (his 3.5 

419168 AI336132 Hs.33718 Homo sapiens cDNAFU 12641 fis, done NT 3.5 

409151 AA306105 SEC22, vesicle trafficking protein (S. c 3.5 

25 439671 AW162840 Hs.6641 kinesin family member 5C 3.4 

452721 AJ269529 Hs.301871 solute carrier family 37 (gtyceroW-pho 3.4 

449933 AW157098 Hs.324104 Human DNA sequence from done RP1-63M2 o 3.4 

432615 AA557191 Hs.55028 ESTs, Weakly slmaar to 154374 gene NF2 3.4 

443884 N20617 Hs.194397 leptin receptor 3.4 

30 403752 NM_002753*:Homo sapiens rnitogen-activate 3.4 

427723 AI355260 Hs279789 histone deacetylase 3 3.4 

421878 AA299652 Hs.1 11496 Homo sapiens cDNA FU1 1643 fis, done HE 3.4 

440494 BE618768 HsJ232 acetyl-Coenzyme A carboxylase alpha 3.4 

426716 NMJ06379 Hs.171921 sema domain, hnmunogtobulin domain (Ig), 3.4 

35 433647 AA603367 Hs.222294 ESTs 3.4 

407137 T97307 gfcye53h05.s1 Soares fetal liver spleen 14 

432886 BE159028 Hs.279704 chromatin accessibility complex 1 14 

427715 BE245274 Hs.180428 WAA1181 protein 3.3 

437617 AI026701 Hs.5716 KIAA0310 gene product 3.3 

40 447818 W79940 Hs.21906 Homo sapiens done 24670 mRNA sequence 3.3 

414407 AA147026 Hs.76704 ESTs 3.3 

421537 BE383488 Hs.105547 neural proliferation, differentiation an 3.3 

435655 AW105663 Hs.6947 HSPC069 protein 3.3 

. 427871 AW992405 Hs.59622 Homo sapiens, done IMAG&3507281, mRNA, 3.3 

45 421662 NMJH4141 Hs.106552 cell recognition molecule Caspr2 3.3 

407204 R41933 Hs.140237 ESTs, Weakly similar to ALU1_HUMAN ALU S 13 

407908 BE379758 Hs.1 10853 ^characterized hematopoietic stem/proge 3.3 

407846 AA426202 Hs.40403 Cbp/p30CMnteracting transacfivator, wit 3.3 

420568 F09247 Hs.247735 protocadherin alpha 10 3.3 

50 436873 N23874 Hs.50477 RAB27A, member RAS oncogene family 13 

411145 BE439553 Hs.250528 Homo sapiens, done IMAG&4098694, mRNA, 3.3 

435017 AA336522 Hs.12854 angiotensin II, type I receptor-assodal 13 

435020 AW505076 Hs.301855 DIGeorge syndrome critical region gene 8 13 

443991 NM.002250 Hs.10082 potassium tatermafiatefemaD conductance 3.3 

55 409960 BE261944 hexoWnase 1 3.3 

433891 AA613792 gb:no97h03.s1 Na_CGAP_Pr2 Homo sapiens 3.3 

430389 AL1 17429 Hs.240845 OKFZP434D1 46 protein 13 
432242 AW022715 Hs.162160 ESTs, Weakly similar to ALU4_HUMAN ALU S 3.3 
419972 AL041465 Hs.182982 go(gtfv67 13 
60 445707 A1248720 Hs.1 14390 ESTs 13 
412628 A1972402 Hs.306051 hypothetical protein MGC2648 13 
425263 NMJW1197 Hs.155419 BCL2-lnteracting kfller (apoptosis-induc 13 
419879 Z17805 Hs.93564 Homer, neuronal Irnrnediate early gene, 2 13 
rgm 433345 AI681545 Hs.152982 hypothefical protein FU13117 13 
65 417515 L24203 Hs.82237 ataxia-telangiectasia group Ctesodated 13 
414922 D00723 glycine deavage system protein H (amino 13 

437898 W81260 Hs.43410 ESTs 12 
426126 AL118747 Hs.26691 ESTs 12 
422089 AA523172 Hs.103135 ESTs, Weakly similar to SFR4_HUMAN SPUC 12 
70 450649 NMJW1429 Hs.25272 E1 A binding protein p300 3.2 
404210 NMJX)5936:Homo sapiens myeloIoVtymphoid 3.2 

434954 AF161455 Hs.284295 Homo sapiens HSPC337 mRNA, partial cds , 12 

401519 C15000476*:gi|12737279|ref|XP_012163.1| 12 

419517 AF052107 Hs.90797 Homo sapiens clone 23620 mRNA sequence 12 
75 431585 BE242803 Hs.262823 hypothetical protein FU 10326 12 
4Z7461 AA531527 Hs.332040 hypothetical protein MGC1 3010 3.2 
4532B8 AW583292 Hs.274412 similar to yeast Upf3, variant A 12 
412513 AA322599 Hs.5163 ESTs, Weakty similar to AF151840 1 CGI-8 12 
432579 AF043244 Hs.278439 nucleolar protein 3 (apoptosis repressor 12 
80 439593 BE073597 Hs.124863 ESTs 12 
451945 BE504055 Hs.211420 ESTs 12 
434614 AI249502 Hs.29669 ESTs 12 
445525 BE149866 Hs.14831 Homo sapiens, Similar to zinc finger pro 12 
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419991 


AJ000098 


Hs.94210 


eyes absenl (DrosophBa) homotog 1 


3.2 


408101 


AW968504 


Hs.123073 


CDC2-retated protein kinase 7 


3.2 


425810 


AI923627 


Hs.31903 


ESTs 


3.2 


443123 


AA094538 


Hs.272808 


putative transcription regulation nuclea 


3.2 


447439 


AA313565 


Hs.145020 


ESTs, Weakly similar to KIAA1 205 protein 


' 3.2 


452167 


N75238 


Hs.13075 


Homo sapiens cDNA: FU23013 fis, done L 


3.1 


440789 


AB007857 


Hs.7416 


KIAA0397 gene product 


3.1 


436087 


BE300296 


Hs.5054 


CQ- 133 protein 


3.1 


414222 


AL135173 




sorbitol dehydrogenase 


3.1 


419749 


X73608 


Hs.93029 


sparc/osteonectin, cwcv and kazaVlike d 


3.1 


418559 


AA225048 


Hs.104207 


ESTs 


3.1 


408784 


AW971350 


Hs.63366 


ESTs 


3.1 


424285 


BE207168 


Hs.144630 


nuclear receptor subfamily 2, group F, m 


3.1 


417193 


AI922189 


Hs.288390 


hypothetical protein FU22795 


3.1 


428738 


NMJJ00380 Hs.192803 


xeroderma pigmentosum, complementation g 


3.1 


436489 


AJ272269 


Hs.121429 


zinc-binding protem Rbcc728 


3.1 


433006 


BE242758 


Hs.190223 


ESTs, Moderately similar to T292B5 hypot 


3.1 


426991 


AK001536 




Homo sapiens cDNA FU10674 (is, clone NT 


3.1 


445943 


AW898533 


Hs.1B1574 


ESTs 


3.1 


434194 


AF1 19847 




Homo sapiens PRO1550 mRNA, partial cds 


3.1 


432426 


AW973152 


Hs.31050 


ESTs 


3.1 


416974 


AF010233 


Hs.80667 


RALBP1 associated Eps domain containing 


3.1 


451131 


A! 267586 


Hs.268012 


fatty-acid-Coenzyme A ligase, long-chain 


ai 


423453 


AW450737 


Hs.128791 


CGI-09 protein 


3.1 


417215 


BE2531B1 


Hs.81687 


non-metastatic cells 3, protein expresse 


3.1 


436278 


BE396290 


Hs.5097 


synaptogyrln 2 


3.1 


432908 


A1861896 




ESTs 


3.1 


432952 


AA813887 


Hs.188173 


Homo sapiens cDNA FU12187 fis. clone MA 


3.1 


438705 


AI049624 


Hs.283390 


ESTs, Weakly similar to 2109260A B cell 


3.1 


427982 


NM_016156 Hs.181326 


KIAA1073 protein 


3.1 


431578 


AB037759 


Hs.261587 


GCN2eIF2aipha kinase 


3.1 


409757 


NMJ301898 Hs.123114 


cystatinSN 


3.1 


407136 


T64896 


Hs.287420 


Homo sapiens cDNA FU11533 fis, done HE 


3.1 


434293 


NMJXM445 Hs.3796 


EphB6 


3.1 


410001 


AB041036 


Hs.57771 


kaJtikreir.11 


ai 


434970 


AW272262 


Hs.225767 


ESTs 


3.1 


432800 


BE391046 


Hs.278962 


AIM-1 protein 


3.1 


423392 


AA195037 


Hs.169341 


HTPAP protein 


3.1 


432205 


A18065B3 


Hs.125291 


ESTs 


3.1 


448807 


AI571940 


HsJ549 


ESTs 


ai 


439979 


AW600291 


Hs.6823 


hypothetical protein FU10430 


3.1 


435561 


AA351978 


Hs.4943 


hepatocellular carcinoma associated prot 


ao 


427315 


AA179949 


Hs.175563 


Homo sapiens mRNA; cDNA DKFZp564N0763 (f 


3.0 


410082 


AA081594 


Hs.158311 


Musashl (Drcsophfla) homolog 1 


ao 


432621 


AI298501 


Hs.21192 


ESTs. Weakly similar to T46428 hypolherj 


3.0 


429638 


AI916662 


Hs.211577 


kinectin 1 (kinesin receptor) 


3.0 


452908 


AB001451 


Hs.30965 


neuronal She adaptor homolog 


3.0 


426030 


BE243933 


Hs.108642 


zinc finger protein 22 (KOX 15) 


3.0 


407688 


W25317 


Hs.37616 


Human 09 spBce variant B mRNA, complete 


3.0 


434958 


T99949 


Hs.303428 


Homo sapiens cDNA FL) 14832 fis, done OV 


3.0 


418610 


AW245993 


Hs.223394 


hypothetical protein MGC2742 


3.0 


451815 


AW974911 


Hs.184793 


Homo sapiens cDNA: FU21880 fis, done H 


3.0 


433556 


W56321 


Hs.111460 


calcwm/cal moduli n-dependenl protein kki 


3.0 


413010 


AA393273 


Hs75133 


transcription factor 6-fike 1 (mitochond 


3.0 


449459 


BE546846 


Hs.195048 


ESTs 


3.0 


438523 


H66220 


Hs278177 


ESTs 


3.0 


434263 


N34895 


Hs.44648 


ESTs 


3.0 


446825 


BE266822 


Hs.344097 


filamai A, alpha (actin-Wndjing protein- 


3.0 


408681 


AW953853 


Hs.292833 


ESTs. Weakly similar to 138022 hypotheu' 


ao 


429956 


BE081342 


Hs.283037 


HSPC039 protein 


ao 


412652 


AI801777 




ESTs 


ao 


442409 


BE208843 


Hs.129544 


hypothetical protein MGC15438 


ao 


450832 


AW970602 


Hs.105421 


ESTs 


ao 


440074 


AA863045 


Hs.10669 


ESTs, Weakly similar b T00O50 hypotheti 


3.0 


436032 


AA150797 


Hs.109276 


latexin protein 


ao 


419594 


AA013051 


H2L91417 


topoisomerase (DNA) II binding protein 


3.0 


421674 


T10707 


Hs.296355 


hypothetical protein FU23138 


2.9 


432302 


AA345857 


Hs.274307 


WAA1442 protein 
phosphodiesterase 8B 


2.9 


415172 


AF079529 


Hs78106 


Z9 


412926 


AI879076 


HsJ5061 


macrophage myristoylated aianine-rich C 


29 


413142 


MB 1740 


Hs.75212 


ornithine decarboxylase 1 


29 


437179 


AA393508 




serologically defined colon cancer antig 


29 


418372 


AA311833 


Hs.84318 


repticalion protein A1 (70kD) 


29 


439609 


AW971945 


Ks.293236 


ESTs 


29 


427398 


AW390020 


Hs.20415 


chromosome 21 open reading frame 1 1 


29 


447958 


AW795524 


Hs.68644 


Homo sapiens microsomal signal peptidase 


29 


409340 


BE174629 


Hs.321130 


hypothetical protein MGC2771 


29 


420061 


AW024937 


Hs.29410 


ESTs 


29 


431663 


NM_016569 Hs.267182 


TBX34so protein 


29 


417622 


AW298163 


Hs.82318 


WAS protein family, member 3 


29 


420344 


BE463721 


Hs.97101 


putative G protein-coupled receptor 


29 


446791 


A1632278 


Hs.1 95922 


ESTs 


29 


433313 


W20128 


Hs.296039 


ESTs 


29 
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428465 AW970976 Hs.293853 ESTs 29 

457489 A1693815 Hs.127179 cryptic gene 29 

452092 BE245374 Hs.27842 hypothetical proleinFUl 1210 2.9 

_ 446880 AI8U807 Hs.108646 Homo sapiens cDNA FU 14934 fis, clone PL 2.9 

5 419829 A1924228 Hs.1 15185 ESTs, Moderately similar to PC4259 ferri 2.9 

437396 BE140396 Hs.21621 hypothetical protein DKFZp762O076 2.9 

413125 BE244589 Hs.75207 gtyoxalasel 2.9 

401785 NMJ»2275*:Homo sapiens keratin 15 (KRT1 2.9 

433495 AW373784 Hs.71 alpha-2-giycoprotein l.zinc 2.9 

10 452099 BE612992 Hs.27931 hypothetical protein FU 10607 similar to 2.9 

437296 AA350994 Hs.20281 WAA1700 2.9 

421254 AK001724 Hs.102950 coal protein gamma-cop 2.9 

445109 AF039916 Hs.12330 ectonudeoside triphosphate diphosphohyd 19 

423551 AA327598 Hs.89633 ESTs 2.9 

15 421154 AA284333 Hs.287631 Homo sapiens cDNA FU 14269 fis, clone PL 29 

410193 AJ132592 Hs.59757 zinc finger protein 281 2.9 

435854 AJ 278 120 Hs.4996 putative ankyrirHepeat containing prate 2.9 

423396 A1382555 Hs.1 27950 bromodomaiivcontaining 1 2.8 

442202 BE272862 Hs.106534 hypothetical protein FU 22625 2.8 

20 441345 AW068579 Hs.7780 Homo sapiens mRNA; cDNA DKFZp564A072 (fr 28 

444367 H54892 Hs.10974 hypothetical protein FU 22390 2.8 

422522 AI023428 Hs.34549 ESTs. Highly similar to S94541 1 clone 4 2.8 

443337 Y07604 Hs.9235 non-metastatic ceils 4, protein expresse 2.8 

418166 AI754416 Cdc42 effector protein 3 18 

25 448734 BE614070 Hs.326416 Homo sapiens mRNA; cDNA DKFZp564H 1916 (f 2.8 

413550 W03011 Hs.306881 MSTP043 protein 28 

426170 BE161065 Hs.167531 methylcrotonoyl-Coenzyme A carboxylase 2 28 

444101 R19175 Hs.169793 ribosomal protein L32 28 

425320 U29344 Hs.83190 fatty acid synthase 2.8 

30 431631 AA548906 Hs.122244 ESTs 28 

448B04 AW512213 Hs.342849 ADP-ribosylalion factor-like 5 2.8 

431416 AA532718 ESTs 28 

447881 . BE620886 GCN1 (general control of ammo-acid synt 28 

445309 AL157474 Hs.12504 likely orthotog of mouse Arkadia 28 

35 453186 AKD01708 Hs.32271 hypothefcal protein FU10846 28 

439778 AL109729 Hs.99364 putative transmembrane protein 28 

425010 T16837 Hs.4241 ESTs 28 

432640 AK001403 Hs.279521 hypothetical protein FU 20530 28 

Arx 450546 AA010200 Hs.175551 ESTs 27 

40 431674 AA098901 Hs.301642 Gixotein coupled receptor 27 

422017 NM.003877 Hs.1 10776 STAT induced STAT inhibitor-2 27 

443161 AI039201 Hs.283316 ESTs 27 

448913 AA194422 Hs.22564 myosin VI 27 

440193 AW902312 Hs.7037 Homo sapiens ctone 24923 mRNA sequence 27 

45 452941 AL110347 Hs.31074 N-suIfogtucosaminesutfohydrolase (sulfa 27 

451338 AW612322 Hs.19131 transcription factor Dp-2 (E2F dimerizat 27 

411190 AA306342 Hs.69171 protein kinase Wike 2 27 

434629 AA789081 Hs.4029 gtaa^mpJified sequence-41 27 

407192 AA609200 gb:af12e02s1 SoaresJestis.NHT Homo sap 27 

50 434747 AA8370B5 ESTs 27 

428171 AA489323 Hs.182825 ribosomal protein L35 27 

426657 NMJM5865 Hs.171731 solute carrier famSy 14 (urea transport 27 

447147 AA910353 Hs.75432 ESTs, Weakry similar to T23482hvpoteti 27 

452955 AW390282 Hs.31130 transmembrane 7 superfamity member 2 27 

55 407748 AL079409 Hs.38176 WAA0606 protein; SCN Orcadian OsciDat 27 

445595 R89543 Hs.12942 vesicle trafficking protein 27 

452258 NM.003512 Hs.28777 H2A histone family, member L 27 

446494 AA463276 Hs_2B8905 WW Domain-Containing Gene 27 

438157 AW137011 Hs.49576 ESTs 27 

60 452260 AA453208 Hs.330994 RAB9, member RAS oncogene family 27 

409648 AW451449 Hs.57749 ESTs 27 

401866 Target Exon 27 

400301 X03635 Hs.1657 estrogen receptor 1 27 

. e 453390 AA862496 Hs.28482 ESTs 27 

65 426514 BE616633 Hs.170195 bone morphogenetic protein 7 (osteogenic 27 

425294 AF033827 Hs.155553 HNK-1 sulfotransferase 27 

405387 NM-022170^HorrosaplensWiniams-Beuren 27 

441265 H15968 Hs.293B45 Homo sapiens, done IMAGE:3502329, mRNA, 27 

432388 X15218 Hs.2959 v-ski avian sarcoma viral oncogene homol 27 

70 450937 R49131 Hs^6267 ATP-dependant interferon response protei 27 

447210 AF035269 Hs.17752 phosphafidylsenne-speciricphospholipas 27 

445098 AL050272 Hs.12305 DKFZP566B183 protein 27 

451404 AM60775 Hs.6295 ESTs, Weakly similar to T1 7248 hypothec 27 

409650 T08490 Hs.288969 HSCARG protein 27 

75 452707 AI093823 Hs.45070 ESTs 27 

451134 AA318315 Hs.25999 hypothetical protein FU221 95 27 

452826 BE245286 Hs.301636 peroxisomal biogenesis factor 6 27 

420818 AW969635 Hs.33032 ESTs, Weakly similar to 1207289A reverse 27 

438510 AL080220 Hs.6285 DKFZP585P0 123 protein 27 

80 406627 T64904 Hs.163780 ESTs 27 

442315 AA173992 Hs.7956 ESTs, Moderately similar to ZN91_HUMAN Z 27 

421717 AF230924 Hs.107187 divalent cation tolerant protein CUTA 2.6 

425910 AA830797 Hs.184760 CCAAT-box-binding transcription factor 26 
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440695 


AW088363 


Hs.246240 


ESTs 


2.6 


416941 


BE000150 


Hs.48778 


ntban protein 


2.6 


422717 


A1557623 


Hs,1 19475 


cold inducible RNA-binding protein 


2.6 


426110 


NMJJ02913 Hs.166563 


replication factor C {activator 1) 1 (14 


2.6 


422027 


AL043100 


Hs.306319 


fatty acid amide hydrolase 


2.6 


401197 






ENSP00000229263':HSPC213. 


26 


442607 


AA507576 


Hs.288361 


Homo sapiens cDNA: FU22696 6s, clone H 


2.6 


410297 


AA148710 




lumfcan 


2.6 


447963 


A1452973 


Hs.165900 


ESTs. Weakly similar to ALU INHUMAN ALU S 


ZS 


433101 


AW572317 


Hs.12082 


Homo sapiens mRNA; cDNA DKF2p566L203 (fr 


2.6 


437546 


AW074836 


Hs.173984 


T-box1 


2.6 


443725 


AW245680 


Hs.9701 


growth arrest and ONA-damageHnductbte, 


26 


436213 


AA325512 


Hs.71472 


hypothetical protein FU10774; KIAA1709 


2.6 


408157 


AA047665 


Hs.62946 


ESTs 


ZS 


420805 


110333 


Hs.99947 


reticiiiOn 1 


ZS 


454144 


BH280478 


Hs.182695 


hypolhelicai protein MGC3243 


ZS 


426761 


AI015709 


Hs.172089 


Homo sapiens mRNA; cDNA OKFZp586l2022 (f 


2.6 


428695 


AI355647 


Hs.1 89999 


purinergic receptor (family A group 5) 


2.6 


431725 


X65724 


Hs.2839 


Nome disease (pseud oglioma) 


ZS 


425174 


D87450 


Hs.1 54978 


KIAA0261 protein 


ZS 


410467 


AF102546 


Hs.63931 


dachshund (Drosophila) homotog 


2.6 


413435 


X51405 


Hs.75360 


carboxypeptidase E 


2.6 


428293 


BE250944 


Hs.183556 


solute carrier famiry 1 (neutral amino a 


2.6 


428180 


AI129767 


Hs.182874 


guanine nucleotide binding protein (G pr 


ZS 


439680 


AW245741 


Hs.58461 


ESTs, Weakly similar to A35659 krueppel- 


2.6 


424395 


AA165082 


Hs.146388 


microtubule-associated protein 7 


26 


406670 


W79632 


Hs.256301 


hypolhefca! protein MGC13170 


26 


413762 


AW411479 


Hs.848 


FK506-Wnding protein 4 (59kD) 


ZS 


429922 


Z97630 


Hs.226117 


H1 histone family, member 0 


2.6 


449518 


BE395253 


Hs.30861 


ESTs 


26 


445919 


T53519 


Hs.334692 


hypothetical protein MGC14141 


2.6 


429343 


AK000785 


Hs.199480 


Homo sapiens, Similar to epsin 3, clone 


26 


438552 


AJ245820 


Hs.6314 


type 1 transmembrane receptor (seizure-r 


2.6 


431472 


AK001023 


Hs.256549 


nucleotide binding protein 2 (E.coli Min 


26 


409299 


AA045650 


Hs.53125 


smaO nuclear ribonucteoprotein D2 polyp 


26 


434672 


AW29402O 


Hs.1 17721 


ESTs 


26. 


443015 


R33261 


Hs.6614 


ESTs, Weakly similar to A43932 mucin 2 p 


26 


452576 


AB023177 


Hs.29900 


K1AA0960 protein 


26 


412843 


AF007555 


Hs.74624 


protein tyrosine phosphatase, receptor 1 


26 


430375 


AW371048 


Hs.93758 


H4 histone family, member H 


26 


408196 


AL034548 


Hs.43627 


SRY (sex determining region Y)-box 22 


26 


424339 


BE257148 




endoglycan 


26 


416292 


AA179233 


Hs.42390 


nasopharyngeal carcinoma susceptibility - 


26 


451040 


AA324743 


Hs.40808 


ESTs 


26 


445636 


AW105401 




ribosomal protein L29 


26 


419175 


AW270037 




KIAA0779 protein 


26 


422000 


M30599 


Hs.1 10637 


homeoboxAlO 


26 


441126 


AA570256 




ESTs, Weakly similar to T23273 hypothec 


26 


446237 


AW270515 


Hs.149596 


Homo sapiens, Similar to RIKEN cDNA 2310 


26 


431797 


BE169641 


Hs.270134 


hypothetical protein FU20280 


25 


406789 


A1041403 




ribosomal protein L29 


25 


423217 


NMJJ00Q94 


Hs.1640 


coOagen, type VII, alpha 1 (epidermotys 


25 


423115 


AA421973 


Ms.169119 


ESTs, Weakly similar to T25731 hypotheti 


25 


420460 


AA262331 


Hs.48376 


Homo sapiens done HB-2 mRNA sequence 


25 


436165 


AI373544 


Hs.331328 


Intermediale filament protein syncoiiin 


25 


430542 


AI557486 


Hs.1 19122 


ribosomal protein L1 3a 


25 


452827 


A1571835 


Hs.55468 


ESTs 


25 


431609 


AW792792 


Hs.264330 


N-acytsphingosine amidohydroiase (acid c 


25 


431108 


AA991508 


Hs.105317 


ESTs 


25 


410310 


J02931 


Hs.62192 


coagulation factor III (thromboplastin, 


25 


430333 


S70114 


H^239489 


T1A1 cytotoxic granuJe-assodated RNA-bi 


25 


439864 


AI720078 


Hs^91997 


ESTs, Weakly similar to A47582 B-ceil gr 


25 


438821 


AA826425 


Hs.192375 


ESTs 


2.5 


421091 


W22821 




ribosomal protein L26 


25 


439414 


NM_001183 Hs.6551 


ATPase, H transporting, lysosomal (vacuo 


25 


400263 






Eos Control 


2.5 


451428 


AW083384 


Hs.1 1067 


ESTs, Highly similar to T46395 hypothefi 


25 


449051 


AW961400 


Hs.333526 


HER2 receptor tyrosine kinase (c-erM>2, 


25 


431615 


AW295859 


Hs.235860 


ESTs 


25 


433037 


NW.014158 Hs.279938 


HSPO067 protein 


25 


409504 


AA304961 


Hs.699 


peptidylprofyl isomerase B (cydophHin 


25 


409330 


AK001231 


Hs.53940 


hypothetical protein FU 10369 


25 


436299 


AK000767 


Hs.5111 


hypothetical protein FU20729 


25 


450628 


AW382884 


Hs.204715 


ESTs 


25 


426793 


X89887 


Hs.172350 


HIR (histone ceQ cycle regulation defec 


25 


431122 


AI267593 


Hs.250535 


Homo sapiens mRNA; cDNA DKFZp434N2412 (f 


25 


407236 


W79485 


Hs.173980 


nuclear matrix protein NMP200 related to 


25 


421109 


L32832 


Hs.101842 


AT-binding transcriplion factor 1 


25 


408770 


AW270608 


Hs.170195 


bone morphogeneuc protein 7 (osteogenic 


25 


416737 


AF154335 


Hs.79691 


LtM domain protein 


25 


414869 


AA157291 


Hs.21479 


ubinuctein 1 


2.5 


431222 


X56777 


Hs.273790 


zona peilucida glycoprotein 3A (sperm re 


2.5 


403532 






NMJ)24638:Homo sapiens hypothetical prot 


25 
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418649 


AI096485 


Hs. 169341 


ESTs, Moderately similar to S65657 alpha 


2.5 


443804 


AL1 35352 


Hs.255883 


ESTs, WeaMy similar to 138022 hypothetl 


2.5 


407887 


AA579668 


Hs.41072 


serine (or cysteine) proteinase inhibito 


2.5 


414556 


AW975063 


Hs.343443 


ribosoma) protein L36 


2.5 


446911 


N27605 


Hs. 16492 


DKF2P564G2022 protein 


2.5 


435126 


AJ393666 


Hs.42315 


plO-bindtng protein 


2.5 


421B66 


M24470 


Hs.1435 


guanosine monophosphate reductase 


25 


426788 


U66615 


Hs.172280 


SWI/SNF related, matrix associated, acti 


25 


447050 


NMJJ16314 


Hs. 17200 


STAW-like protein containing SH3 and ITA 


2.5 


408461 


AB037756 


Hs.45207 


hypothetical protein K1AA1335 


2.5 


421594 


R45689 


Hs.21889 


Homo sapiens cDNA FU12978 fis, clone NT 


2.5 


443837 


AI984625 


Hs.9884 


spindle pole body protein 


2.5 


421867 


AA481078 


Hs.109045 


hypothetical protein FU10498 


25 


435021 


AA922192 


Hs.73962 


ESTs 


2.5 


435750 


AB029012 


Hs.4990 


WAA1089 protein 


2.5 


435025 


T08990 


Hs.4742 


CJHL.ULH miaul 11 1 LOT 11 |hRU twin I ^wQaip^ jCCJa 


2.5 


407255 


AA012992 


Hs!256301 


hypothetical protein MGC13170 


is 


425976 


C75094 


Hs.334514 


NG22 protein 


25 


449458 


AI805078 


Hs.208261 


ESTs 


2.5 


428013 


AF151020 


Hs.181444 


hypothefical protein 


25 


424369 


RB7622 


Hs.26714 


KIAA1 831 protein 


25 


431604 


AF175265 


Hs.264190 


vacuolar protein sorting 35 (yeast homo! 


15 


452779 


AA418775 


Hs,47234 


ESTs 


2.5 


433586 


T85301 


Hs.194397 


gb:yd76d05.s1 Scares fetal liver spleen 


25 


438682 


AA354489 


Hs.222103 


EBP50-PDZ interactor ot 64 kD 


2.5 


427515 - 


T79526 


Hs.179516 


integral type I protein 


25 


418700 


AI963808 


Hs.86970 


ESTs, Moderately similar to ALU5.HUMAN A 


25 


TABLE 67B 











Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 



Pkey CAT Number Accession 

415989 10194.1 BC01 3389 BC017398 AI023543 AA191424 AI267700 A1469633 AW958465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 

BG285837 AI720344 BF541715 AA355086 AA172236 
429220 15103 J AW341473 AA448195 AW207206 AI951341 AA969259 

412446 i 63467J BCO21735AI669212AL120184 AI769949 BE701002 BE184353 BE819031 BG702238BF090049BF963318BF961912BF943013AA934514 

AA151245 BF960659 AA987907 Z41449 BF908059 BF908053 BF908049 BE699424 BF908060 BF962832 BF952020 BF963134 BI035538 
BF908O52 BF908057 BF090026 BF943158 AI632924 BF512340 BF952021 BF960776 BF943437 BF942847 AI768015 F09778 F04816 F02721 
AA102645 AI633838AA617929 BF947001 BI035448 BE935876 AWB90837 AW898604 BF957405 BF963433 BG704815 

433404 7392.1 BC022980 BF224081 BG149908 AW672842 BE670687 AI702161 AW341832 BE222503 N71836 AI026061 AW953116 AW083132 AI979261 

AV725377 AI42329B A1640707 AW675518 A103261 1 A181 8044 AI299508 AI91 1386 AI270418 BE219257BM141826AA826491 Z25159AA587421 
N59447 Z39436 T32982 R541 10 BF115783 F09044 BF808433 

449625 249224.1 BI91B168 AW779760 N48674 AJ375997 AA235370 BG699146 AI913631 AI498402 AI016320 AA323193 R49021 D59344 BG986750 N45526 
BG986917 T61382 R49391 R45432 AI203107 R35004 F07491 R25094 R35360 

453160 6028.5 BC009612 NM.003526 BI597616 AV76 1592 AV760377 AL601 008 BI604131 BE645918 BG187760 BG181525 BG210634 BG1 92999 A1263307 

AA3441 86 AW952966 AA033609 AA037562 AA7221 83 R794S2 H70775 BF674991 BE769437 BG007856 AA037483 AW572535 AI143991 
AA084581 AA033610AV742510AV735788 R08336 

420218 191547.1 AW958037 R42557 AI337047 AA948360 AI638005 AA459950 AI624915 A1638047 AI467856 AI521826 AA860305 AI932315 AW003092 AW271756 
AW779380AA609879 AI6W91 AM93770 AI565211 Z4114^ 

437124 59408 J AL050013 BG939500 AW969191 AA769925 AI377973 AI625545 AA811365 AA521 1 14 N24705 AI379579 AA424899 AI684671 AA829715 A1453010 
N35401 AA677452 AA504340 AI209149 AA883574 AI379062 A1084455 AJ280147 AA644327 BF432508 N27873 N47364 N34880 AI147024 T86860 
A1219716 AA960926 H25544 BIB57123 AW960489 AA599099 AA765246 AA328537 BG434703 AA890373 AA424765 AJ292318 AA829886 N95742 
AI21 8758 H25588 N36282 AA024987 N36687 Bl 91 9187 N49471 AA889970 AW166152 AA468546 AI262504 AI452782 AA554458 AA807080 
AA724542 AW102730 AA909978 AW1 18134 AW827241 W56431 BM127381 BF436987 AI016509 AW653972 BM127688 C15552 N63435 N51744 
T98800 N56980 BG108636 N49381 R49886 D61278 BJ756612 AA508234 R49885 BF850422 

4325B6 6633 J BC022881 AU150944 BG750783 AW754175 AW857737 AI911659 AI050036 AA554053 AI826259 AA568548 

438869 52134.1 AF075009 R63109 R63068 

450377 12109.1 AB033091 AL520743BE811813N53332 N99716 AL561910AA280655BE710392AV705100 AW293978AW444556AA281459AI679751 A1873695 
BG700891 BI553517 R80518BG779771 BG534451 AA479402 AW961 580 BF061430 Al 857643 AI768486 AW51 211 8 AA479302 AW770384 
AW072470AI041596A1049699AW592865AA976261 BE879747BG1 141 19 AW1 83811 AA909938BF571621 BF350794 BF351375 BE925699 
AL050294BC010371 BF982270AL042656BF095732AW812618BF095731 BG212397BF678765BI038602BG388664AW675337BG289398 
BE939598 AW805570 AA527097 AW150540 A1693720 AA743364 AI915793 N48185 AI5731 07 AA043474 AI351 61 5 AI969490 A1910763 R50866 
AI699181 N73808 H08164 

436063 5483.1 AK000028 AA494483 A1298674 AA720773 AV761529 A1884670 AI936202 AW294235 D61 652 BF881 184 AV71 1384 N27154 AI926970 AV734970 

N40094 N28596 AA884747 AA512B90 BG436593 
428342 6712-1 AK056315 AI015524 AA724079 B171 3619 AI377728 AW293682 AI928140 AI092404 AI085630 AA731340 BM469629 AW968804 AA42565B 

AA769094 BF446026 AW1 18719 AI332765 AW500888 AW576556 A1859571 AW499664 AW614573 AW629495 AW50531 4 W74704 AI356361 

AI923640 AW070509 AI521 500 AL042095 AA609309 AA761 319 A1381489 H45700 AA761333 AW265424 AA909524 AA63531 1 AA649040 

A1392620 Z40708 AI985564 AW263513 AA913892 AI693485 AW263502 A1806164 AW291 137 BI061872 B105949B AA134476 AW084888 AA036967 

AW370823 T55263 BI002756 AA489664 BF827261 W74741 BF9631 66 
424036 6226.1 NWL033445BC001193A1885781 BF794032 AA476620 AA810906 AA8 10905 AI291244 AIB85097 Al 359 708 A1335629 H97396 AI344589AA3O0377 

AA457566 AW771833 BE465621 AI364068 AI364452 AI648505 A1918342 AI928670 AA886580 AL531029 AA886344 AJ186419 BG329096 

BM045465 AL531028 BG437151 BE868021 AA179427 
450203 19009.1 AK055952 BG182168 BG220105 BG191569 BG188964 BG187388 BG220104 BG183714 BE645998 A1819354 AW974068 AJ393635 AI580846 

AJ024796 AW020098 B1491 127 AI393644 N74993 AW472959 BM478854 B1597437 H12165 BI458612 BE543192 
451752 10408.5 AB032997 AH41678AWg78722BE467119Al761408BF727385AW237035AI934521 BF436248 A1479668Z40632AA832O81 AW295901 

BF057835 BE465977 AI621269 BE465983 BF756369 N74056 A1817896 AA716567 AA934774 H62600 H09497 BF943762 BE395335 BE883333 
432363 1234917J AW970240 AA534489 AW970323 
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10 



422890 61426J 



417379 1610005J 
407819 7392.2 

419733 7612.3 



432675 1237917J 
447620 687223.1 
15 409151 -4123.1 



20 409960 39576.1 



25 433891 647290.1 
414922 1563.2 



30 414222 18695.1 

35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



426991 29771.1 



434194 62680.1 
432908 452541.1 
412652 18858.2 



437179 12239.1 



418166 



431416 120918.1 
447881 44623.1 



407192 2200202.1 
434747 117643.1 
410297 2990.1 



424339 50559.1 



AK057805 AW162343 Al 190479 A109331 8 BE048820 All 9B397 AA654667 BE219303 Z39851 F02655 Z28734 T1 6575 F1 0145 245266 AW57291 1 
AW964436 AW004030 AI632565 BE502530 BI792383 BF056928 AA449241 AI651B25 AA805324 AI264863 AW196918 AA948267 AI953735 
AI263703 BF056387 AW594171 AI867447 AA319159AI903440 AW956110 AJ366013 AI867923 BG911906 D81142 C15616 AL538697 225032 
Z43784 R13382 AV746924 AA449369 AA318815 BF384265 H17038 H10064 F04161 T87230 R40898 AW204071 BI819428 AA683393AA683376 
Z43192 T74078 T05103 F12527 T77951 H10118 H17037 BF855407 R19603 
AA196390 AA507837 AA1 96468 

AK056626 AIB00896 BF939022 BE644718 AI954754 BE218177 BE348567 AI962406 AW293122 AI968798 AI457321 BE327228 BG913531 
AW939055 T30280 R54166 Z43366 BGB19153 BF003119 BE646274 BF940881 R18246 R42185 

AK027321 W63676 W63789 BE045412 BF114614 BE645183 BM126230 AW044233 AI951970 AW663548 Al 139947 AA5 14302 AA846232 

BM126251 AA789002 AA581966 AA809643 AW188870 BE706664 BE706539 BE153177 BF084925 AL133779 AW961788 AA659693 AA347970 

AA295134 AA526037 AA449282 BG190454 H61476 T91396 N2001 8 T901 14 H75644 BE710736 BF687723 H28581 AA249370 8F726698 

BE841554 B104KJ99 T84625 AW1 29678 BG770826 

AW973834 A1791932 AI791855 AI732640 AA558833 AA559897 AI821 610 

AI973051 AI400921 AI796154 AW241817 AW290951 

NM 004892 AF047442 BE275338 BF724863 BI917206 BE276993 AL602308 M306105 BM152505 BC001364 AW993471 AW993481 AW993283 
AW992919 AW992921 AW992980 AW992861 AW993220 BG573124 AA456385 AA234796 AI902726 AA354813 BI092644 BG77B400 B1260001 
BG007325 A1267455AA426574 A11 60782 AI4721 86 AA255500AA434006 BG435520AI356111 H00525 AV749060 BG944497 BG292031 
AA902153 C04925 AA902160 AA383100 AW073533 AA256706 AA150809 R65766 AW958448 BE090972 BF693195 AV738979 R65855 R80136 
AA484677 

BE644758 AI082238 BF940027 AI201 079 AI436035 AW275966 AI085394 AI291655 AW07044 1 AI474134 AI268978 AI769279 AI567682 AA693941 
BF477668 AW664149 AA283782 BF509538 AW298868 AI268977 AM 681 33 BM352065 A1262769 BF941976 AI056920 AA481861 BF763697 
AL565888BM352383AA427768AA385346A11B6988AA931831 AA134972BF217480BF111012AA908246AA319849AA318136AL514271 
BF364291 AL515057 AV702312 AA377395 AL544217 AI341000 AW1 93583 AI350789 AA888338 BF945380 AW879092 AA13QS39 T91066 N92326 
AI004389 AA078832 A1572370 W04622 BE314003 AW960808 BM360872 AA319160 AA130778 AL51 4257 
AW182329 AA613792 T05304 AW858385 

BG107484 AA632009 AI432670 AI656660 AI650884 AI521919 AI264653 AW150793 AW611894 A1917098 BI091245 A1651454 BF434B89 AI580286 
A1880735 BE301995 A1392959 AW61 3965 BM023628 AW51 5374 AI460102 BM02331 8 BE328188 AI952820 AI581363 AA557165 AI695677 
AL562079 AI700926 AI470561 BF063058 AW196387 AU132984 BI064045 A1970157 R02122 H55924 AI521721 AA808206 AA725223 AI766003 
AW339821 AA805951 A1287969 AW664827 

BCO21085 AL527B72 AL526296 AL557087 BI255090 AU1 43499 AL560356 BG823170 BE736988 AU141388 AL580262 BI764173 AU120299 
AU141755 AU141988 AU142941 AU141 330 AU1 41784 BI770885 B1911394 BE901426 B1918039 BG760842 BE883026 BI254740 BE732690 
BG430761 BE792868 AW328267 AL1 35173 AA1 02674 BF726986 AL564735 BE155962 BE155979 BF741679 H67776 H59234 H89665 AW117774 
AW274435 L29008 NM 003104 U07361 BF002824 BI222949 AI458045 AW951537 BF196474 AI669049 AI042523 BE463928 AU160125 AU1605B0 
AW069877 AW01 5214 AJ94871 8 BE2197Q6 AI953605 BE21 7755 AI991 382 AI245005 BF431 179 AI521843 BE048908 AI420449 AW275385 
AA336950 BE501 521 BF740566 AA31 1404 AA384639 B1772535 BG473076 BE891298 BE246928 BM01 2986 BE242693 BE901342 BG745358 
BF374053 AL564430 AU143835 AJ635707 BF1 95492 AI280559 BF741685 AA385257 BE247655 W94974 BE163702 A1025167 AI8271 18 N7B641 
AL581093AU158984AU158917A1282516AU146399M713947AI285028AAW BF372568 
AA570172 A1753825AA171566AU159257BM194320 W93390AW132101 AA550898 BI259678AA522554NS5172AW01 3929 AI826274AI87 1237 
C75260 AA934846 AA555036 AA526579 AA526466 N80270 AI538347 AW615805 AU158875 AU158883 AU159396 AI016667 AU159238 AI282517 
AA406317 A1285043 N53050 AA969446 N57718 H93323 W93374 A1873751 H5601 1 AJ936174 AA937830 AW438877 AIB00550 AW328268 
A1244886 AA948424 AA700604 AA832317 AA011555 H97671 M98871 1 AW150529 N70983 H44325 AV657614 AA902238 AA644018 AA034050 
T71053 N71444 AA831 158 T40892 AA706106 

AK001536 AKD56135 BM474813 BE887303 AK022914 AW581996 AW812945 BE882302 AA134266 B1043873 AA019433 B1862088 BM468657 
All 1 28438 BE384458 AL353967 BI857117 BF686525 BI465223 BM4601 32 AU1 29877 B1222283 BG171592 B1043544 BG496295 BG750710 
BI256542BG108520AU150719AW510354AI554256AL353968AA191092BF132635 
AF1 19847 AA437261 AA438987 Al 132965 
AF1 50424 AI861896 AA570057 AV738855 

A1801777 BE677762 AW0OB21O AW009441 BE350994 BE207949 AI091475 AJ802774 A1827533 A1075363 AI659979 AA687855 AI078125 A1090285 
AA670058 AA602411 AA683472A1436058AA61 2826 A1038932BG057726AI1 67355 BF449023AI289476AW074381 BF972912AI991780 
AA889119A1537472Z39730AI868953A1192337BB12978BE812939M115248H99006AI9157M 
AA115336 BE812876BE812972 BE812982 BE813006 BE813019 R43883 BE812981 

AK0551O9BCO19085AA187684BG656226BM023227 AI932311 AW264381 AA398371 BM021483AI432433AI375777 All 29580 AW262782 
AA134107 BM023515AA977504 A1859222AI348454 R69725 AA975268 BM021207AL080074AA129218 AW207842 N90581 AA771919 AI092259 
A1028416 AI0741 14 8G656536 BE501677 AW193419 AA917040 W90430 AI342984 AI378957 AL036486 AW020068BI491093 BF476021 R41226 
R69631 F04125 C02343 AA 11 5589 R56480 A1400988 R54266 R31422 

AK055915 BE867252 A1523348 AA765350 BF446858 Z43675 R19529 AL133837 BG389444 AW382942 BE702956 AA081961 BE835247 BE835308 
BE835295 AA376302 BE645790 AA375690 AA376592 AW954423 NB5732 AA249770 AI754416 AA21 3816 BF592044 AA81 1729 AW514842 
AI633486 AI096810 AW18301 6 AI635738 N27524 BE645916 A1247842 AW991 230 AI754277 H16814 AI766892 BF108422 AI800361 T95129 
F1 1 313 R97946 R93989 AA375242 BF109388 AI860939 AJ680060 AW953899 BF971486 AI972337 AW953841 AA372437 AI2 16746 H1 1384 
R38484 AA249043 AA249732 

AW969151 AA532718 AA5047B4 AI791194 AI821930 AI821485 F37127 AA654206 F27974 

AK074291 AW293424 BE676135 AJ832125 BE019146 BE465019 A1761 124 AA617778 AI279232 AW575897 AI672039 F28618 BF924261 
AA722184 BF934174 BE004328 AV749301 BE8B0282 BI019798 BI019389 BF928776 AW813409 AV726604 AA077560 BE272975 BF9491 19 
AW814195 BE879126 AI697926 BF594155 BE205787 BF06351 3 N35828 A1948557 A1433839 AI379679 BG0561 82 AI589094 N23123 AA588805 
AW316581 AI080272 AI421980 AI493318 BF1 94830 N87590 AA495993 N32996 AA699844 H96845 H96592 N28741 BI035539 BF747723 
BF171066 W01350 H05495 A1243785 Z39622 AA887432 AI350659 R46102 
AA602964AA609200 

AW976537AI033582AA837085 AA745261 AA648395 

BC013939 BW94690 81491211 AI928393 AA843540 BG938644 AU185628 BI495842 AW173255 BM052709 AI743999 AI690144 A1922209 AI740907 
AW340368 AA928759 AW1 18737 BF513970 AA707807 BF435295 AI339463 AI373842 AI433809 BE222392 AA6O230B AA428261 AI460355 
AW662760AI8880B7 AI34209BAA722418 W78151 N64382BE221848 AW025901 AA452120 AI1 50479 AI016166 AA779515 AA661791 BM474307 
BI911169 BG575154 AW953303 T33604 D59141 AA385785 AA148648 BM461961 BG6B1168 BI602483 BE889592 AW95431 1 BM052986 BI962893 
AI989299Z42328BF029504 T35668BG402602AU185770A1023271 AA147719 A1434079A1569000 A1276488AA992453AA342821 AA648303 
AI349364 AI051 008 AA926941 AA350894 AW071451 N22249 AI784138 AA083847 N22258 AW440825 AA661570 AA376687 AA6591 25 AJ356299 
R70463 A1383586 AA8271 89 B1494872 AW021094 BI494871 AA905500 AA460923 B1492041 AW028965 AI62461 1 BG271 780 A1497723 H88862 
D59858 NB9979 AA658425 N81154 062341 AI274437 N66697 H96993 AI370663 AA728850 H05232 R59374 H12223 AI935759 AI362553 D60006 
N29572 AI916833 N75273 AA148710 B15971 17 BG740471 AA332671 AA333874 AA643052 AW020175 R70550 BG623469 AA452342 AW965441 
W19723 R32966 BE883841 R610O3 AI910374 AI865262 R55325 AI468927 R34681 H96211 Z39807 BF954386 

NM 01 5720 AF219137 AL534420 AL524055 A1537346 AL538442 BG765888 AL530054 AL525377 BG474596 BG4731 44 BE251 553 BG706099 
AL538039 BG703131 BE255806 BF805256 F1212B AL566773 BI828686 BF761480 AI204971 BG818818 BI199246AL534816 BF529941 AA324163 
AL523285 BG914330 H07952 AL534815 BE769903 AI867802 BM310135 A1533702 BE254484 BF528B52 BE867462 BE740130 AL134164 
AL5671 15 AL533701 AL524054 AL515904 AL523284 AL568203 AL534419 BF981 162 BE2571 48 AL561833 
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445636 8561_5 
419175 35068 J 



441128 



406789 
421091 



400263 



20932J 



0J) 

24941.2 



18977J 



BF339388 AI345516 BG391657 BE708967 BG026034 BE261703 H56716 H65572 H93801 T48830 R96953 R96989 R39707 BE867593 AA090310 
AAO90672 

AB018322 BC012480 BI524873 AW665554 AI934469 A1479916 BF096179 BF096162 BF096132 AA744972 A1951988 AI858339 BE076331 
AA886998 AI570585 AI91668B AI67881 1 AI693109 AI3081 35 AA669046 AA961064 AI018062 H80618 BE221942 R52609 AI915164 AA365626 
Z44671 BI052776 BF882486 BG286184 AI589558 AA931663 AA534979 AI275392 AI273455 R52553 AA829920 H80652 AA360728 F10618 
AW953656 AW176773 H85527 AA765570 M081927 BF093262 BG743753 AL037576 AA534314 BE814964 BE973713 N49493 BE006634 
BE006630 AW270037 AA234765 A1334004 BF057179 AI857450 AI341 191 AI434143 AI917449 AW517207 AA255424 AW008334 AA847572 
AA994211AA861901 AA581873 AI580157AI364363AW242357 AW235291 N55645AA319869 R36911 AA256551 AW044188 AI203159 N49403 
F02090 A1187299 AI609644 Z40516 AW952314 

BC014072 BE328850 AI356567 Al 148171 AI022165 BG149661 BF000671 AA233101 AA573721 AA447991 AW016855 A1005068 AA554071 
BF478215 AA906902 AW014761 BE905651 BE512923 BM047129 AA243852 AA232991 AA127550 AA127551 AA570256 AI473237 BF033706 
N90525 AW973623 A1359627 BG674574 BE903322 
AI041403Z49148 

AKO577O0 BC015899 BE867108 AL526926 AL527436 BG913023 AI884867 BE858461 AI885227 AI935218 BE645&6 AI922406 AA778161 
BF345973 AW195853 AI687121 AI336147 AI091364 A1769203 AW627859 BE677432 BF439954 BG820230 AA283686 AAB12396 AI358396 
AA932022 BE222881 AW016109 BM352667 BF528099 BG818616 AI93591 6 AA912295 BG910887 AL568301 AL56727B BJ522445 BI754384 
BG81 9375 BF835950 AA32371 8 AAB60955 AI0B9847 AL520776 AL526045 AL538507 AL567798 AL536876 AL574332 BF834531 BF3401 16 
BF835954 AL573997 AL5B1252 BF957667 AL580170 AW952324 AL569382 AW148695 AL559234 BG034270 BI913839 AL581 327 AL565842 
H43568 BF94518B AL559686 AL539326 T15481 AW895092 AL582684 BI519896 

Z1 1692 X51466 NM.001961 M19997 BI224253 BG830478 AU122147 AU123437 BG113591 BG752624 BE886804 BI868669 BG337216 AW629935 
BM016525 A1560409 AL562866 AI909178 BF849556 AA371735 BF038841 BF727115 BC006547 BG757526 AL555664 BI261304 BG770Q95 
BI033486 BI517580 BG876486 BI01 1828 AI31 3235 BG831724 BF869862 BG998348 B1011834 BF888337 BF898627 BF092380 AW803215 F01241 
BF80571 9 BG876487 AW498536 BF988866 BG998849 AA248724 BG829202 BG756456 BG032392 BI859287 BM01 6990 BG332369 BE933585 
BE166758BM452445AI937808AW026128 N23684AW006041 AI337621 F33111 BF344301 BG1 05450 BG387343 BF569547 BF1 54671 
BM007368 BF569385 BE772007 BI199487 BF761700 BI261519 BF944452 BF898506 AI038390 BM044934 AW381142 BG743618 BE769206 
BE893973 BI015047 BF886479 BF761350 BE769769 BG766117 BF847365 BE397834 AW371 121 BF089125 BE082996 BF183193 BG180964 
BFOB9940 BI000274 BG255503 BG674499 BG774174 BI015084 



TABLE 67C 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gt) numbers. "Dunham I. et a!." refers to the publication entitled The DNA 

sequence of human chromosome 22." Dunham I. et aL, Nature (1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


403047 


3540153 


Minus 


59793-59968 


401424 


8176894 


Plus 


24223-24428 


401451 


6634068 


Minus 


119926-121272 


401747 


9789672 


Minus 


118596-118816,119119-119244.119609-11976 


404632 


9796668 


Plus 


45096-45229 


403046 


3540153 


Minus 


55707-55859,56369-56511 


404922 


7341893 


Plus 


13248-13428 


403752 


7678857 


Plus 


33704-33828 


404210 


5006246 


Plus 


169926-170121 


401519 , 


6649315 


Plus 


157315-157950 


401785 


7249190 


Minus 


165776-165996,166189-166314,166408-16656 


401866 


8018105 


Plus 


73126-73623 


405387 


6587915 


Minus 


3769-3833,5708-5895 


401197 


9719705 


Plus 


176341-176452 


403532 


8076842 


Minus 


81750-81901 



TABLE 68A: 995 GENES UP-REGULATED IN PROSTATE CANCER COMPARED TO NORMAL ADULT TISSUES 

Table 68A lists about 995 genes up-regulated in prostate cancer compared to normal adult tissues. These were selected from 9009 probesets on the Affyme trix/Eos Hu03 GeneChip 
array that showed some expression in human xenograft tumors and cell Tines. The 995 genes were selected such that the ratio of 'average* prostate cancer to 'average' normal adult 
tissues was greater than or equal to 2.5. The 'average* prostate cancer level was set to the 85th percentile amongst prostate cancers. The "average" normal adult tissue level was set 
to the 85th percentile amongst non-malignant tissues. In order to remove gene-specific background levels of non-specific hybridization, the 10th percentile value amongst non- 
malignant tissues was subtracted from both the numerator and the denominator before the ratio was evaluated. 

Pkey. Unique Eos probeset identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnigenelO. Unlgene number 
Unlgene Title: Unlgene gene title 



R1: 


Ratio of tumor to normal body tissue 




Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-fike and 


85.5 


426747 


AA535210 


Hs.171995 


kaflikrein 3, (prostate specific antigen 


68.6 


446057 


AM20227 


Hs.149358 


Trp-p8 transient receptor potential cati 


65.6 


400302 


N48056 


Hs.283946 


folate hydrolase (prostate-specific memb 


61.9 


432441 


AW292425 


Hs.1 63484 


ESTs 


60.4 


419526 


A1821895 


Hs.1 93481 


ESTs 


45.9 


414569 


AF109298 


Hs.118258 


prostate cancer associated protein 1 


45.7 


424099 


AF071202 


Hs.139336 


ATP-blnding cassette, sub-family C (CFTR 


45.2 


432240 


A1694767 


Hs.129179 


Homo sapiens cDNA FU 13581 fis, clone PL 


44.9 


400298 


AA032279 


Hs.61635 


six transmembrane epithelial antigen of 


40.9 


453370 


A1470523 


Hs.139336 


ATP-binding cassette, subfamily C (CFTR 


39.6 
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409731 AA125985 Hs.56145 Ihymosin, beta, identified In neuroblast 37.7 

400299 X0773O Hs.171995 kaflBwein 3, (prostate specific antigen 34.9 

400296 AA30S627 Hs.139336 ATP-binding cassette, sub-family C (CFTR 31.7 

400292 AA250737 Hs.72472 BMP-R1B 31.4 

5 425075 AA506324 Hs.1852 add phosphatase, prostate 31.4 

409262 AK000631 Hs.52256 hypothetical protein FU20624 31.4 

428819 AL135623 Hs.193914 WAA0575 gene product 31.2 

409361 NM_005982 Hs.54416 sine oculis homeobox (Drosophila) homolo 30.3 

407168 R45175 Hs.117183 ESTs 29.6 

10 400287 S39329 Hs.181350 kallikrein 2, prostatic 29.6 

415539 A1733881 Hs.72472 8MP-R1B 28.8 

432374 W6B815 Hs.301885 Homo sapiens cDNA FU1 1 346 fis, done PL 28.8 

433043 W57554 Hs.1 25019 lymphoid nuclear protein (LAF-4) mRNA 28.1 

423073 BE252922 Hs.123119 MAD (mothers against decapentaptegic, Dr 27.5 

15 403047 NM 005656*:Homo sapiens transmembrane pr 27.4 

444484 AK002126 Hs.11260 hypothetical protein FU 11 264 25.7 

428336 AA503115 Hs.183752 rnicrosemino protein, beta- 25.0 

401424 NM_001172:Homo sapiens arginase, type II 24.9 

407709 AA456135 Hs.23023 ESTs 24.7 

20 407122 H20276 Hs.31742 ESTs 24.6 

425628 NMJ04476 Hs.283946 folate hydrolase (prostate-specific memb 23.2 

415989 AI267700 ESTs 23.1 

448290 AK002107 Hs.20843 Homo sapiens cDNA FU1 1 245 fis, done PL 22.7 

437052 AA861697 Hs.120591 ESTs 22.6 

25 411096 U80034 Hs.68583 mitochondrial intermediate peptidase 22.5 

451939 U80456 Hs.27311 single-minded (Drosophila) homolog 2 21.2 

450096 AI682088 Hs.79375 hdocarboxylase synthetase (biotin-jprop 20.8 

419743 AW408762 Hs.5957 Homo sapiens done 24416 mRNA sequence 20.5 

427958 AA418000 Hs.98280 potassium Intermediate/small conductance 20.5 

30 431548 A1834273 Hs.9711 novel protein 19.8 

434666 AF151103 Hs.112259 T cell receptor gamma locus 19.4 

426501 AW043782 Hs.293616 ESTs 19.3 

413597 AW302885 Hs.117183 ESTs 18.9 

428862 NM 000346 Hs.2316 . SRY (sex determining region Y)-box 9 (ca 18.7 

35 435677 AA694142 Hs.293726 ESTs. Weakly similar to TSGA RAT TESTIS 18.0 

429220 AW207206 ESTs 17.9 

408826 AF216077 Hs.48376 Homo sapiens done HB-2 mRNA sequence 17.6 

418961 AW967646 Hs.23023 ESTs 17.3 

428898 AB033070 Hs.1 94408 WAA1244 protein 17.3 

40 420757 X78592 Hs.99915 androgen receptor (dihydrotestosterone r 16.8 

, 428398 AI249368 Hs.98558 ESTs 16.3 

419078 M93119 Hs.89584 insutinom*associated 1 15.8 

450382 AA397658 Hs.60257 Homo sapiens cDNA FU 13598 fis, clone PL 15.4 

449625 NM_014253 odz (odd OzAen-m, Drosophila) homolog 1 15.2 

45 401451 NM_004496*:Homo sapiens hepatocyte nude 14.9 

447033 AI357412 Hs.157601 ESTs 14.9 

452594 AU076405 Hs.29981 solute carrier family 26 (sulfate trensp 14.7 

448519 AW175665 Hs.278695 Homo sapiens proslem mRNA, complete cds 14.6 

418829 AA516531 Hs.55999 NKhomeorjw(Droso|)hila},fan%3,A 14.5 

50 430376 AW292053 Hs.1 2532 chromosome 1 open reading frame 21 14.4 

418848 AI820961 Hs.193465 ESTs 14.3 

429918 AW873986 Hs.1 19383 ESTs 14.2 

424012 AW368377 Hs.137569 tumor protein 63 kDa with strong homolog 14.1 

418278 A1088489 Hs.83937 hypothetical protein 14.1 

55 408000 L11690 Hs.19B689 bullous pemphigoid antigen 1 (230/240kD) 13.9 

443822 AI087412 Hs.143611 ESTs, WeaWy slrrular to 2004399A chromos 13.3 

432101 AI918950 Hs.123642 EphA3 13J 

447342 A1199268 Hs.19322 Homo sapiens, Similar to RIKEN cDNA 2010 13.1 

412446 AI768015 ESTs 12.7 

60 437718 AI927288 Hs.196779 ESTs 12.6 

4334C4 T32982 ESTs 12,6 

431089 BE041395 Hs.156110 ESTs, Weakly similar to unknown protein 12.6 

427212 AW293849 Hs.58279 ESTs, Weakly similar to ALU7_HUMAN ALU S 12.5 

429597 NMJJ03816 Hs.2442 a drsintegrin and metalloproteinase doma 12.5 

65 444151 AW972917 Hs.128749 alpha^nethytacyt-CoA raoemase 12.4 

428046 AW812795 Hs.337534 ESTs, Moderately similar to 138022 hypot 12.4 

453160 AI263307 H2B hlstone family, member L \22 

433927 AI557019 Hs.116467 small nuclear protein PRAC 12.1 

„ 431117 AF003522 Hs.250500 delto (DrosophilaJ-fike 1 12.1 

70 424800 AL035588 Hs.153203 MyoD family inhibitor 11.9 

427674 Nf4_003528 Hs.2178 H2B histone family, member Q 11.9 

424692 AA429834 Hs.151791 KIAA0092 gene product 11.7 

415263 AA948033 Hs.130853 ESTs 11.3 

416182 NM_004354 Hs.79069 cydinG2 11.3 

/J 420218 AW958037 ribosomal protein L4 11.3 

411887 AW182924 Hs.128790 ESTs 11.2 

425154 NM_001851 Hs.154850 collagen, type IX, alpha 1 11.2 

430226 BE245562 Hs.2551 adrenergic, beta-2-, receptor, surfxe 11.2 

ert 450325 AI935962 Hs.91973 ESTs 11.1 

oO 439444 AI277652 Hs.54578 ESTs, Weakly similar to 138022 hypotheti 11.1 

440529 AW207640 Hs.16478 Homo sapiens cDNA: FU21718 fis, done C 11.0 

457211 AW972565 Hs.32399 ESTs, WeaWy similar to S51797 vasodilal 11.0 

428600 AW863261 Hs.138860 hypothetical protein DKFZp434K1421 11.0 
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442772 AW503680 Hs.5957 Homo sapiens done 24416 mRNA sequence 7.1 

425211 M18667 Hs.1867 progaslricsln (pepsinogen C) 7.1 

431958 X63629 Hs.2877 cadherin 3. type 1, P-cadherin (placenta 7.0 

408418 AW963897 Hs.44743 KIAA1435 protein 7.0 

5 438063 AK000028 ribosomal protein S24 7.0 

412350 A1659306 Hs.73826 protein tyrosine phosphatase, non-recept 6.9 

414664 AA587775 Hs.66295 mutti-PDZ-dornaiivcontainirig protein 6.9 

428465 AW970976 Hs.293653 ESTs 6.9 

436476 AA326108 Hs.33829 bHLH protein DEC2 6.8 

10 431585 BE242803 Hs.262823 hypothetical protein FU 10326 6.8 

434808 AF1 55108 Hs.256150 Homo sapiens, Similar to RIKEN cONA 2810 6.7 

432103 T15803 Hs.272458 protein phosphatase 3 (formerly 2B). cat 6.7 

456088 BE177320 Hs.156148 hypothetical protein FU 13231 6.6 

429084 AJ001443 Hs.195614 splicing factor 3b. subunit 3, 130kD 6.6 

15 422486 BE514492 Hs.117487 gene near HD on 4p1 6.3 with homology to 6.6 

410227 AB009284 Hs.61152 exostoses (mulfipteHike 2 6.6 

453439 A1572436 Hs.32976 guanine nucleotide binding protein 4 6.5 

410037 AB020725 Hs.58009 WAA09 18 protein 6,5 

420297 AI628272 Hs.88323 ESTs, WeaWy similar to ALU1_HUMAN ALU S 6.4 

20 409648 AW451449 Hs.57749 ESTs 6.4 

448148 NMJJ16578 Hs.20509 HBV pX associated protein-8 6.4 

410268 AA316181 Hs.61635 six transmembrane epithelial antigen of 6.4 

422134 AW179019 Hs.112110 mitochondrial ribosomal protein L42 6.3 

415068 Z19448 Hs.131887 ESTs, Weakly similar to T24396 hypolheti 6.3 

25 404632 NM_022490:Homo sapiens hypothetical prot 6.3 

412935 BE267045 Hs.75064 tubulir^edficchaperonec 6.3 

453308 AW959731 Hs.323099 ESTs 6.3 

449048 Z45051 Hs.22920 similar to S68401 (cattle) glucose indue 6.3 

„ 410762 AF226053 Hs.66170 HSKM-B protein ■ 6.3 

30 436032 AA150797 Hs.109276 latexin protein 6.3 

456508 AA502764 Hs.123469 ESTs, Weakry similar to AF208855 1 BM-01 6.3 

413328 Y15723 Hs,75295 guanylate cyclase 1, soluble, alpha 3 a2 

425071 NMJJ13989 Hs.154424 deiodinase, todothyronine, type II 6.2 

424036 AA770688 H2A histone family, member L 6.2 

35 418245 AA088767 Hs.B3B83 transmembrane, prostate androgen induced 6.2 

450861 AI523898 Hs.17617 ESTs 6.1 

418821 AA436002 Hs.183161 ESTs 6.1 

458809 AW972512 Hs.20985 sin^ssociated polypeptide. 30kD 6.1 

432527 AW975028 Hs.102754 ESTs 6.1 

40 433730 AK002135 Hs.3542 hypothetical protein FU 11 273 6.1 

449845 AW971183 Hs.6019 DnaJ (Hsp40) homotog. subfamily C. membe 6.1 

420948 AB016898 Hs.100469 myeloid/lymphoid or rnbceoMineage leukem 6.1 

425704 U79293 Hs.1 59264 Human ctone 23948 mRNA sequence 6.0 

458440 AI095468 Hs.135254 Homo sapiens clone 1 thrombospondin mRNA 6.0 

45 419647 AA348947 Hs.91816 hypothetical protein 6.0 

455497 M1 12573 Hs.278695 Homo sapiens prostein mRNA, complete cds 6.0 

428593 AW207440 Hs.1 85973 degenerative spermatocyte (homoiog Droso 5.9 

400303 AA242758 Hs.79136 UV-1 protein, estrogen regulated 5.9 

446416 AV658299 Hs.163959 ESTs 5,9 

50 407819 R42185 ESTs 5.9 

430387 AW372884 Hs.240770 nuctear cap binding protein subunit 2, 2 5.9 

410102 AW248508 Hs^79727 ESTs; homotogue of PEM-3 [Cwna savignyi 5.9 

429165 AW009886 Hs.118258 prostate cancer associated protein 1 5.9 

__. 417873 BE266659 Hs.293659 Homo sapiens. Similar to RIKEN cDNA A430 5.8 

55 410240 AL157424 Hs.61289 synapto}anin 2 5.8 

421305 BE397354 Hs.324830 dipmeria toxin resistance protein requi 5.8 

451406 AI694320 Hs.6295 ESTs, Weakly similar to T17248 hypothec 5.8 

416795 AI497778 Hs.20509 HBV pX associated protein-8 5.7 

427701 AA411101 Hs.243886 nuclear autoantigente sperm protein (his 5.7 

60 451468 AW503398 Hs.293663 ESTs, Moderately similar to 138022 hypot 5.7 

433852 AI378329 Hs.126629 ESTs 5.7 

432882 NMJM3257 Hs.279696 senjrr^gtucixxjrticoid regulated kinase-fi 5.6 

419440 AB020689 Hs.90419 KIAA0882 protein 5.6 

^_ 435706 W31254 Hs.7045 GL0O4 protein 5.6 

65 431583 AL042613 Hs.262476 S^adenosytmethtonrne decarboxylase 1 5,6 

442409 BE208843 Hs.1 29544 hypothetical protein MGC1 5438 5.6 

453171 R76472 Hs.65646 ESTs 5.6 

437252 A1433833 Hs.164159 ESTs, Weakly similar to ALU1_HUMAN ALU S 5.6 

422083 NM.001141 Hs.111256 arachidOTate lipoxygenase, second typ 5.6 

70 429638 AI916662 Hs.211577 kinectin 1 (kinesin receptor) 5.5 

403046 Nr^005656*:Homo sapiens transmembrane pr 5.5 

447805 AW627932 Hs.302421 gemin4 5.5 

443162 T49951 Hs.9029 DKFZP434G032 protein 5.4 

41B555 AI417215 Hs.87159 hypothetical protein FU 12577 5.4 

75 437162 AW005505 Hs.5464 thyroid hormone receptor coaclivating pr 5.4 

419465 AW500239 Hs.21187 Homo sapiens cDNA: RJ23068 fis. ctone L 5.4 

440146 AW014231 Hs.90790 Homo sapiens cDNA: FU22930 fis, clone K 5.4 

427308 D26067 Hs.174905 MAA0033 protein 5.4 

409151 AA306105 SEC22, vesicle trafficking protein {S. c 5.4 

80 432840 AK001403 Hs.279521 hypothetical protein FU20530 5.4 

423242 AL039402 Hs.125783 DEME-6 protein 5.3 

453082 H18835 Hs.31608 hypothetical protein FU20041 5.3 

441021 AW578716 Hs.7644 H1 histone family, member 2 5.3 
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415276 U8866S Hs.78353 SFRS protein kinase 2 5.3 

400290 H18836 Hs.31608 hypothetical protein FU20041 5.3 

432435 8E218886 Hs.282070 ESTs 5.3 

417318 AW953937 Hs.240845 ESTs 5.3 

5 429467 NM.004477 Hs.203772 FSHD region gene 1 5.3 

416276 U41060 Hs.79136 UV-1 protein, estrogen regulated 5.3 

410076 T05387 Hs.7991 ESTs 5.3 

420039 NM 004605 Hs.94581 sulfbtransferase family, cytosofic, 2B, 5.2 

423445 NM_014324 Hs.128749 alpha-methylacyl-CoA racemase 5.2 

10 436420 AA443966 Hs.31595 ESTs 5.2 

414085 AA114016 Hs.75746 aldehyde dehydrogenase 1 family, member 5.1 

422048 NM.012445 Hs.288126 spondin 2. extracellular matrix protein 5.1 

427176 AW381569 Hs.40334 ESTs 5.1 

450832 AW970602 Hs.105421 ESTs 5.1 

15 448807 AI571940 Hs.7549 ESTs 5.1 

420568 F09247 Hs.247735 protocadherin alpha 10 5.1 

421685 AF189723 Hs.106778 ATPase, Ca transporting, type 2C, member 5.0 

427615 BE410107 Hs.179817 CGI-82 protein, PSDR1 5.0 

430598 AK0Q1764 Hs.247112 hypothetical protein FU10902 5.0 

20 452576 AB023177 Hs.29900 KIAA0960 protein 5.0 

431724 AA514535 Hs.283704 ESTs 5.0 

409757 NMJJ01898 Hs.123114 cystatinSN 5.0 

432242 AW022715 Hs.162160 ESTs, Weakly simBar to ALU4.HUMAN ALU S 5.0 

407103 AA424881 Hs.256301 hypothetical protein MGC1 3170 5.0 

25 421154 AA284333 Hs.287631 Homo sapiens cDNA RJ14269 fis. clone PL 5.0 

400301 X03635 Hs.1657 estrogen receptor 1 5.0 

426006 R49031 Hs.22627 ESTs 5.0 

452679 Z42387 Hs.83883 transmembrane, prostate androgen induced 4.9 

446880 A1811807 Hs.108646 Homo sapiens cDNA FU 14934 fis, clone PL 4.9 

30 444108 R55784 Hs.140942 ESTs 4.9 

452259 AA317439 Hs.28707 signal sequence receptor, gamma (translo 4.9 

419083 AI479560 Hs.98613 Homo sapiens cDNA FU 1 2292 fis, clone MA 4.9 

416854 H40164 Hs.80296 Purttnje cell protein 4 4.9 

422890 Z43784 ankyrin 3. node of Ranvier (ankyrin G) 4.9 

35 428330 L22524 Hs.2256 matrix metaltoproteinase 7 (matrilysin, 4.9 

419168 AI336132 Hs.33718 Homo sapiens cDNA FU 12641 fis, done NT 4.9 

452017 AF109302 Hs.27495 prostate cancer associated protein 7 4.9 

456362 AW973003 Hs.179909 hypothetical protein FU22995 4.9 

442501 AA315267 Hs.23128 ESTs 4.8 

40 439735 A1635386 Hs.142846 hypothetical protein 4.8 

451752 AB032997 KIAA1 171 protein 4.8 

423583 AL122055 Hs.129836 KIAA1 028 protein 4.8 

446157 BE270828 Hs.131740 Homo sapiens cDNA: FU 22562 fis, Clone H 4.8 

432363 AA534489 gbnf76g 1 U1 NQ_CGAP„Co3 Homo sapiens 4.8 

45 433313 W20128 Hs.296039 ESTs 4.8 

408101 AW968504 Hs.123073 COC2-related protein kinase 7 4.8 

453857 AL080235 Hs.35B61 DKFZP586E1 621 protein 4.8 

451982 F13036 Hs.27373 Homo sapiens mRNA; cDNA DKFZp56401763 (f 4.7 

447574 AF162666 Hs.18895 tousled-like kinase 1 4.7 

50 429299 A1620463 Hs.347408 hypothetical protein MGC1 31 02 4.7 

420522 AW957137 Hs.98541 hypothetical protein 4.7 

417379 AA196390 gb:zp99b10.s1 Stratagene muscle 937209 H 4.7 

411031 W37943 Hs.34892 KIAA1 323 protein 4.7 

431725 X65724 Hs.2839 Nome disease (pseudogHorna) 4.7 

55 441224 AU076964 Hs.7753 calumenln 4.7 

407813 AL120247 Hs.40109 WAA0872 protein 4.7 

440074 AA863045 Hs.10669 ESTs, Weakly similar to T00050 hypotheti 4.7 

430294 AI538226 Hs.32976 guanine nucleotide binding protein 4 4.7 

415082 AA160000 Hs.137396 ESTs, Weakly similar to JC5238 galactosy 4.7 

60 414922 D00723 glycine cleavage system protein H (amino 4.7 

430945 U80669 Hs.55999 NK homeobox (Drosophila), family 3, A 4.7 

438825 BE327427 Hs.79953 ESTs 4.7 

425174 D87450 Hs.154978 KIAA0261 protein 4.7 

420380 AA640891 Hs.102406 ESTs 4.7 

65 410193 AJ132592 Hs.59757 zinc finger protein 281 4.7 

440300 N39760 Hs.8859 Homo sapiens. Similar to RIKEN cONA 5830 4.6 

436761 A1817776 Hs.236557 ESTs 4.6 

410275 U85658 Hs.61796 transcription factor AP-2 gamma (activat 4.6 

404922 NM.003071:HomosapiensSWiySNF related, 4.6 

70 436556 AI364997 Hs.7572 ESTs 4.6 

429302 AU076674 Hs.198899 eukaryotlc translation IniBation factor 4.6 

447595 AW379130 Hs.18953 phosphodiesterase 9A 4.6 

433006 BE242758 Hs.190223 ESTs, Moderately similar to T29285 hypot 4.5 

407894 AJ278313 Hs.41143 phosptanositide^pedfic phosphdipase 4.5 

75 418818 AA228899 Hs.101307 Homo sapiens HUT1 1 protein mRNA. partial 4.5 

433556 W56321 Hs.1 11460 caidum/ealtnoditfirHiepe^ 4.5 

443123 AA094538 Hs.272808 putalive transcription regulation nuclea 4.5 

419991 AJ000098 Hs.94210 eyes absent (Drosophfla) homolog 1 4.5 

... 419594 AA013051 Hs.91417 topoisomerase (DNA) 11 binding protein 4.5 

80 453390 AAB62496 Hs.28482 ESTs 4.5 

417061 AI675944 Hs.168691 Homo sapiens cDNA FU 12033 fis, clone HE 4.5 

419239 AA4681B3 Hs.184598 Homo sapiens cDNA: FU23241 fis, done C 4.5 

436873 N23874 Hs.50477 RAB27A, member RAS oncogene family 4.5 
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408001 AA046458 Hs.95296 ESTs 4.4 

413950 AA249096 Hs.32793 ESTs 4.4 

416655 AW968613 Hs.79428 BCL2/adenovinjsE1B19ktMnleraclingpro 4.4 

418004 U37519 Hs.87539 aldehyde dehydrogenase 3 family, member 4.4 

5 419733 AW362955 Homo sapiens cDNA FU14415 fis, done HE 4,4 

433233 AB040927 Hs.301804 KIAA1 494 protein 4.4 

439979 AW600291 Hs.6823 hypotheUcal protein FU 10430 4.4 

430589 AJ002744 Hs.246315 UOP^acetyMpha-{>galaclosarnine:polyp 4.4 

417958 AA767382 Hs.193417 ESTs 4.4 

10 450680 AF131784 Hs.25318 Homo sapiens done 25194 mRNA sequence 4.4 

435020 AW505076 Hs.301855 DiGeorge syndrome critical region gene 8 4.4 

437396 BE140396 Hs.21621 hypothetical protein DKFZp762O076 4.4 

425810 AI923627 Hs.31903 ESTs 4.4 

426028 NM.001110 Hs.172028 adistntegrinandmetatloproteinasedoma 4.3 

15 452747 BE153855 Hs.61460 Ig superfanfly receptor LNIR 4.3 

429259 AA420450 Hs.292911 PlakophiSn 4.3 

452092 BE245374 Hs.27842 hypothetical protein FU 11 210 4.3 

437967 BE277414 Hs.5947 mel transforming oncogene (derived from 4.3 

„ 459284 AF155660 Hs.300498 mitochondrial solute carrier 4.3 

20 417067 AJ001417 Hs.81086 solutQ carrier family 22 (extraneuronal 4.3 

423453 AW450737 Hs.1 28791 CGi-09 protein 4.3 

407137 T97307 gb:ye53h05.s1 Soares fetal liver spleen 4.3 

448826 AI580252 Hs.293246 ESTs, Weakly similar to putative p1 50 [H 4.3 

_ _. 419713 AW968058 Hs.92381 nudix (nucleoside diphosphate linked moi 4.3 

25 427359 AW020782 Hs.79881 Homo sapiens cDNA: FU 23006 fis, done L 4.3 

450402 BE218027 Hs.89969 ESTs 4.3 

428055 AA420564 Hs.101760 ESTs 4.3 

429441 AJ224172 Hs.204096 tipophin B {uteroglobin family member) 4.3 

432675 AI791855 ESTs 4.2 

30 439963 AW247529 Hs.6793 platete^activating factor aceiythydrola 4.2 

445707 AI248720 Hs.114390 ESTs 4.2 

410297 AA148710 lumican 4.2 

416737 AF154335 Hs.79691 UM domain protein 4.2 

430255 AK000703 Hs.323822 Homo sapiens mRNA for KIAA1551 protein, 4.2 

35 421829 AB01833O Hs.108708 ^unVcatmoduTirHlependent protein kin U 

447620 AW290951 ESTs A2 

426647 AA243464 Ks.294101 pro&ceU leukemia transcription factor 4.2 

432886 BE159028 Hs.279704 chromatin accessibility complex 1 4.2 

. _ 446237 AW270515 Hs.149596 HonTosapiere,SimnartoRIKENcDNA2310 4.2 

40 421878 AA299652 Hs.111496 Homo sapiens cDNA FU 11 643 fis, done HE 4.2 

423337 NM_004655 Hs.127337 axin2(conductin I axH) 4.2 

435854 AJ278120 Hs.4996 putatrve ankyrin-repeat containing prote 4.2 

427723 AI355260 Hs.279789 histor»deacetytase3 4.2 

A _ 430122 NNL013342 Hs.233765 TCF3 (E2A) fusion partner (m childhood 4.2 

45 416140 A1918035 Hs.301198 roundabout (axon guidance receptor, Dros 4.2 

428231 U17989 Hs.183105 nudearautoanligen 4.2 

447966 AA340605 Hs.105887 ESTs, Weakly sirrrilar to Horndogtf rat Z 4.1 

432274 AK000382 Hs.274251 hypotheUcal protein FU20375; WAA1797 4.1 

432621 AI298501 Hs.21192 ESTs, Weakly simBar to T46428 hypothefj 4,1 

50 408063 BE086548 Hs.42346 calcirteurin-binding protein caJsardn-1 4.1 

407192 AA609200 gfcaf12e02^1 SoaresJesfis.NHT Homo sap 41 

426716 NMJKJ6379 Hs. 171921 sema domain, immunoglobulin domain (Ig), 4.1 

427479 BE410092 Hs.178471 WAA0798 gene product 4.1 

434194 AF119847 Homo sapiens PR0 1550 mRNA, partial cds 4.1 

55 422072 AB018255 Hs.111138 WAA071 2 gene product 4.1 

411145 BE439553 Hs.250528 Homo sapiens, done IMAGE:4098694, mRNA, 4.1 

449459 BE546846 Hs. 195048 ESTs 4.1 

421682 NM.014141 Hs.106552 cell recognition mdecute Caspr2 4.1 

445309 All 57474 Hs. 12504 Ekelyorthologof mouse Arkadia 4.1 

60 412520 AA442324 Hs.795 H2A histone family, member O 4.0 

448563 BE614599 hypothetical protein MGC1 4797 4.0 

425669 W16480 HsJ24283 ESTs, Moderately similar to reduced expr 4.0 

433647 AA603367 Hs^22294 ESTs 4.0 

- r 426030 BE243933 Ks.108642 zinc finger protein 22 (KOX 15) 4.0 

65 418838 AW385224 Hs^5198 ectonudeotide pyrophosphatase/phosphodi 4.0 

439820 AL360204 Ks^83853 Homo sapiens mRNA full length insert cON 4.0 

422634 NM.016010 Hs.1 18821 CGI-62 protein 4.0 

453469 AB014533 Hs.33010 WAA0633 protein 4.0 

418827 BE327311 Hs,47166 HT021 4.0 

70 446791 AI632278 Hs.195922 ESTs 4.0 

443884 N20617 Hs.194397 teptin receptor 4.0 

416857 AA188775 Hs.292453 ESTs 4.0 
401519 C15000476*:giI12737279IreflXP^012163.1| 4.0 
407846 AA426202 Hs.40403 Cbp^JOCknteracting Iransactivatcr, wit 4.0 
75 431689 AA305688 Hs.267695 UDP-Gal:betaG!cNAcbeta1,3^atactosyltr 3.9 
408784 AW971350 Hs.63386 ESTs 3.9 
435655 AW105663 Hs.6947 HSPC069 protein 3.9 
432615 AA5S7191 Hs.55028 ESTs, Weakly similar to 154374 gene NF2 3.9 
„ 448804 AW512213 Hs.342849 ADP-ribosylafjon factor-like 5 3.9 
80 430389 AL117429 Hs^40845 OKFZP434D1 46 protein 3.9 
432278 AL137506 Hs.274256 hypothetical protein FU23563 3.9 
414869 AA157291 Hs.21479 ubinudein 1 3.9 
429163 AA884766 gfcam20a10.s1 Soares_NFUJ_GBC_S1 Homos 3.9 
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444190 AI878918 Hs.10526 cysteine and glycine-rich protein 2 3.9 

443991 NM_002250 Hs.10082 potassium intemiediate/smail conductance 3.9 

433339 AF019226 Hs.8036 gfoblaslomaoverexpressed 3.9 

435021 AA922192 Hs.73982 ESTs 3,9 

5 412834 R77123 Ks.79881 Homo sapiens cDNA: FU23006 fis. done L 19 

442607 AA507576 Hs.28B361 Homo sapiens cONA: RJ22696 fis, done H 3.9 

408833 AW612232 Hs.254835 ESTs 19 

432952 AA813887 Ks.168173 Homo sapiens cONA FU 121 87 fis, done MA 19 

456177 NMJJ12391 Hs.79414 prostate epllhefium-spedfic Ets transcr 18 

10 433345 AI681545 Hs.152982 hypothetical protein FU131 17 18 

421887 AW161450 Hs.109201 CGI-86 protein 18 

434614 A1249502 Hs^9669 ESTs IB 

425910 AA830797 Hs.1 84760 CCAAT-box-binding transcription factor 18 

, _ 432370 AA308334 Hs^74424 N-acetytneuramlnic add phosphate synlha 18 

15 413010 AA393273 Hs.75133 transcription factor 6-(ike 1 (mitochond 18 

435114 AA775483 Hs.288936 mitochondrial ribosomal protein L9 18 

439024 R96696 Hs.35598 ESTs 18 

426991 AK001536 Homo sapiens cDNA FU 10674 fis, done NT 18 

427871 AW992405 Hs.59622 Homo sapiens, done IMAGE-3507281, mRNA, 18 

20 439671 AW162840 Hs.6641 Hnesin family member 5C 18 

418113 AI272141 Hs.834B4 SRY (sex determining region Y)-box 4 18 

422424 AI186431 Hs.296638 prostate differentiation fador 18 

447439 AA313565 Hs.145020 ESTs, Weakly similar to WAA1205 protein 18 

41417B AW957372 Hs.46791 ESTs, Weakly similar to I38022 hypothetj 18 

25 427099 AB032953 Hs.173560 odd Oz/ten-m homotog 2 (Drosophila, mous 18 

407908 BE379758 Hs.1 10853 uncharacterized hematopoietic stem/proge 18 

440695 AW088363 Hs^46240 ESTs 3.8 

429886 AI871613 Hs.28538 Homo sapiens cONA: FU21 086 fis, clone C 18 

447533 NMJJ04786 Hs.18792 Ihfaredoxin-like. 32kD 3.8 

30 411190 AA305342 Hs.69171 protein kinase Oiike 2 18 

426126 AL118747 Hs.26691 ESTs 18 

434263 N34895 Hs.44648 ESTs 18 

414407 AA147026 Hs.76704 ESTs 17 

432426 AW973152 Hs.31050 ESTs 17 

35 425770 NMJ14363 Hs.159492 spastic ataxia of Chartevotx-Saguenay (s 17 

432579 AF043244 Hs.278439 nucleolar protein 3 (apoptosls repressor 17 

444101 R19175 Hs.169793 ribosomal protein L32 17 

432908 AK61896 ESTs 3.7 

432800 BE391046 Hs.278962 AIM-1 protein 17 

40 429966 BE081342 Hs.283037 HSPC039 protein 17 

419972 AL041465 Hs.182982 go!gln-67 17 

410001 AB041036 Hs£7771 kaffikrehll 17 

432205 AI806583 Hs.125291 ESTs 3.7 

401197 ENSP00000229263*«SPC211 17 

45 420061 AW024937 Hs.29410 ESTs 17 

431103 M57399 Hs.44 pleiotrophin (heparin binding growth fac 17 

433577 AW007080 Hs.284192 ESTs 3.7 

435017 AA336522 Hs.12854 angiotensin II, type I receptor-assoctat 17 

420805 L10333 Hs.99947 reticutonl 17 

50 401866 Target Exon 17 

457183 H91882 Hs.1 18569 CM-btndtng protein IDAX (inhibition of 17 

427982 NW.016156 Hs.181326 WM1073 protein 17 

405387 NMJ)22170*:Homo sapiens W3Iiarns-8euren 17 

449933 AW157098 Hs.324104 Human DNA sequence from done RP1-63M2o 17 

55 432388 XI 5218 Hs.2969 v-ski avian sarcoma viral oncogene homd 17 

438157 AW137011 Hs.49576 ESTs 17 

451945 BE504055 Hs.211420 ESTs 17 

452721 AJ269529 Hs301871 sdute carrier family 37 (glycerc4-3i>ho 3.6 

„ 454229 AW957744 Hs^78469 lacrimal proline rich protein 16 

60 416974 AF010233 Hs.80667 RALBP1 associated Bps domain containing 16 

421537 BE38348B Hs.1 05547 neural proliferation, differentiation an 16 

428738 NM_000380 Hs. 192803 xeroderma pigmentosum, complementation g 16 

440494 BE618768 Hs.7232 acetyl-Coenzyme A carboxylase alpha 16 

jrF 407748 AL079409 Hs.38176 K1AA0806 protein; SCN Orcadian Qsciilat 16 

65 453049 BE537217 Hs.30343 ESTs 16 

422089 AA523172 Hs.103135 ESTs, Weakly similar to SFR4„HUMAN SPUC 16 
408096 BE250162 Hs.83765 dihydrofbiate reductase 16 
407204 R41933 Hs.140237 ESTs, Weakly similar to ALU1..HUMAN ALU S 16 
450649 NM-001429 Hs.25272 E1A binding protein p300 16 
70 436489 AJ272269 Hs.121429 zinc-binding protein Rbcc728 16 
447818 W79940 Hs.21906 Homo sapiens clone 24670 mRNA sequence 16 
424285 BE207168 Hs.144630 nuclear receptor subfamily 2, group F,m 16 
452260 AA453208 Hs.330994 RAB9, member RAS oncogene family 16 
420344 BE463721 Hs.97101 putative G protein-coupled receptor 16 
75 427715 BE245274 Hs.180428 WAA11 81 protein 3.6 
426793 X89887 Hs.172350 HlR(histoneceIlcyde regulation defec 16 
419879 217805 Hs.93564 Homer, neuronal immediate early gene, 2 16 
403752 NM_002753*:Homo sapiens rritogerv-acfivate 3.6 

0 . 418559 AA225048 Hs.104207 ESTs 16 
oO 43B523 H66220 Hs.278177 ESTs 16 
438705 AI049624 Hs.283390 ESTs. Weakly similar to 2109260A B cefl 3.6 
443960 AI093577 Hs.255416 hypothetical protein FU21 986 3.5 
412513 AA322599 Hs.5163 ESTs, Weakly similar to AF1 51 840 1 CG1-8 15 
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428895 AI355647 Hs.t89999 purinergic receptor (family A group 5) 3.5 

419517 AF052107 Hs.90797 Homo sapiens clone 23620 mRNA sequence 3.5 

446494 AA463276 Hs.288906 WW Domain-Containing Gene 15 

417515 L24203 Hs.82237 atarfa^elangiectasla group D-associated 15 

5 433891 AA613792 gbuio97h01s1 Na_CGAP,Pr2 Homo sapiens 3.5 

427315 AA179949 Hs.175563 Homo sapiens mRNA; cDNA DKFZp564N0763 (f 3.5 

445525 BE149866 Hs.14831 Homo sapiens, Similar to zinc finger pro 3.5 

434672 AW294020 Hs.1 17721 ESTs 3.5 

4 _ 453288 AW583292 Hs.274412 similar to yeast Upf3, variant A 3.5 

10 434970 AW272262 Hs.225767 ESTs 3.5 

417193 AI922189 Hs.288390 hypothetical protein FU22795 3.5 

437617 A1026701 Hs.5716 KIAA0310 gene product 3.5 

445943 AW898533 Hs.181574 ESTs 3.5 

412628 A1972402 Hs.306051 hypothetical protein MGC2648 3.5 

15 452167 N75238 Hs,13075 Homo sapiens cONA: FU23013 fis, clone L 15 

410467 AF102546 Hs.63931 dachshund (Drosophila) homolog 15 

440193 AW902312 Hs.7037 Homo sapiens done 24923 mRNA sequence 15 

451815 AW974911 Hs.184793 Homo sapiens cONA: RJ21 880 fis. clone H 15 

429170 NMJJ01394 Hs.2359 dual specificity phosphatase 4 15 

20 410082 AA081594 Hs.158311 Musashi (Orosophila) homolog 1 15 

436087 BE300296 Hs.5054 CGM33 protein 15 

437898 W81260 Hs.43410 ESTs 15 

451131 A1267586 Hs.26B012 fatty-acid-Coenzyme ADgase, long-chain 3.5 

439609 AW971945 Hs.293236 ESTs 3.5 

25 443555 N71710 Hs^1398 ESTs, Moderately similar to A Chain A, H 3.5 

418610 AW245993 Hs.223394 hypothetical protein MGC2742 15 

409960 BE261944 hexoWnasel 15 

425263 NM_001197 Hs.155419 BCL2-interacting killer (apoptosfe-induc 15 

404210 NMJW5936:Homo sapiens myeloiaVlymphoid 15 

30 442323 AW016669 Hs.29190 ESTs 15 

452707 AI093823 Hs.45070 ESTs 15 

421437 AW821252 Hs.104336 hypothetical protein 15 

426514 BE616633 Hs.170195 bone morphogenetic protein 7 (osteogenic 14 

450628 AW382884 Hs.204715 ESTs 14 

35 446825 BE266822 Hs.344097 filamin A, alpha (actin-binding protein- 14 

421867 AA481078 Hs.109045 hypothetical protein FU10498 14 

434954 AF161455 Hs.284295 Homo sapiens HSPC337 mRNA, partial cds 3.4 

452908 AB001451 Hs.30965 neuronal She adaptor homolog 14 

429922 297630 Hs^26117 H1 histone family, member 0 3.4 

40 448734 BE614070 Hs.326416 Homo sapiens mRNA; cDNA DKFZp564H1916 (f 14 

434293 NM_004445 Hs.3796 EphB6 3.4 

414222 AL135173 sorbitol dehydrogenase 14 

421674 T10707 Hs.296355 hypothetical protein FU231 38 14 

438279 AA805166 Hs.154762 HTV-1 rev binding protein 2 14 

45 411078 AI222020 Hs.182364 CocoaCrisp 14 

419749 X73608 Hs.93029 sparc/osleoneciin, ewev and kazal-like d 14 

432302 AA345857 Hs.274307 K1AA1 442 protein 14 

407944 R34008 Hs.239727 desmocolBn2 3.4 

431674 AA098901 Hs.301642 Gfrotein coupled receptor 14 

50 408291 AB023191 Hs.44131 WAA0974 protein 3.4 

431578 AB037759 Hjl261587 GCN2dF2aipha kinase 14 

440789 AB007857 Hs.7416 WAA0397 gene product 3.4 

434958 T99949 Hs.303428 Homo sapiens cONA RJ 14832 fis, done OV 3.4 

452295 BE379936 Hs.28866 programmed cell death 10 3.4 

55 417229 AA975096 Hs.19522 hypothetical protein PR02849 3.4 

439593 BE073597 Hs.124863 ESTs 3.4 

407136 T64896 Hs.287420 Homo sapiens cDNAFU 11 533 fis, done HE 14 

421044 AF061871 Hs.101302 Human DMA sequence from done RP1-238D15 14 

427461 AA531527 Hs.332040 hypothetical protein MGC1301O 13 

60 417315 AI080042 Hs.180450 ribosomal protein S24 13 

423392 AA195037 Hs. 169341 HTPAP protein 13 

412652 AI801777 ESTs 3.3 

415172 AF079529 Hs.78106 phosphodiesterase 8B 13 

418372 AA311833 Hs.84318 repGcafion protein A1 (70kD) 3.3 

65 • 447958 AW796524 Hs.68644 Homo sapiens rnicroscmal signal peptidase 3.3 

425010 T16837 Hs.4241 ESTs 13 

420460 AA262331 Hs.48376 Homo sapiens clone HB-2 mRNA sequence 3.3 

443181 AI039201 Hs.283316 ESTs 13 

442064 AI422867 Hs.88594 ESTs 13 

70 431663 NM_016569 Hs.267182 TBKMso protein 3.3 

412926 AI879076 Hs.75061 macrophage myrtstoytated alanine-nch C 13 

420818 AW959635 Hs.33032 ESTs, WeaWy similar to 1207289A reverse 13 

408829 NM_006042 Hs.48384 heparan sulfate (ghjeosamine) 3-Osutfot 13 

408681 AW953853 Hs.292833 ESTs, Weakly stmflar to 138022 hypotheB 3.3 

75 436278 BE396290 Hs.5097 synaptogyrin 2 3.3 

424560 AA158727 Hs, 150555 protein predicted by done 23733 3.3 

417215 BE253181 Hs.81687 non-metastatte cefls 3. protein expresse 3.3 

418166 A1754416 Cdc42 effector protein 3 13 

434629 AA7890B1 Hs.4029 gfioma-amplified sequence-41 3.2 

oU 427398 AW39002O Hs.20415 chromosome 21 open reading frame 11 3.2 

457489 AI693815 Hs.127179 crypticgene 3.2 

434747 AA837085 ESTs 12 

413125 BE244589 Hs.75207 glyoxalasel 12 

767 



WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



435561 


AA351978 


Hs.4943 


hepatocellular carcinoma associated prol 


447210 


AF035269 


Hs.17752 


phosphatidylserine-sperific phosphoHpas 


422522 


AI023428 


Hs.34549 


ESTs. Highly similar to S94541 1 done 4 


423396 


A1382555 


Hs.127950 


bromodomain-containmg 1 


401785 






NM_002275':Homo sapiens keratin 15 (KRT1 


441345 


AW068579 


Hs.7780 


Homo sapiens mRNA; cONA OKFZp564A072 (fr 


451404 


AA460775 


Hs.6295 


ESTs, Weakly similar to T17248 hypotheU 


422173 


BE385828 


Hs.250619 


phorbofin-like protein MDS019 


452099 


BE612992 


Hs.27931 


hypothetical protein FU10607 similar to 


452626 


BE245286 


Hs.301636 


peroxisomal biogenesis factor 6 


419829 


AI924228 


Hs.115185 


ESTs, Moderately simitar to PC4259 fern 


407688 


W25317 


Hs.37616 


Human D9 splice variant B mRNA, complete 


408214 






NM_016371:Homo sapiens hydroxysteroid (1 


416292 


AA179233 


Hs.42390 


nasopharyngeal carcinoma susceptibility 


438714 


AA814859 


Hs.160074 


ESTs 


433213 


AW665130 


Hs.137190 


ESTs 


412170 


D16532 


Hs.73729 


very low density lipoprotein receptor 


409340 


BE174629 


Hs.321130 


hypothetical protein MGC2771 


413142 


M81740 


Hs.75212 


ornithine decarboxylase 1 


451338 


AW612322 


Hs.19131 


transcription factor Dp-2 (E2F dimertzat 


437179 


AA393508 




serologically defined colon cancer an tig 


41B700 


A1963808 


Hs.86970 


ESTs. Moderately similar to ALU5_HUMAN A 


438361 


AA805666 


Hs.146217 


Homo sapiens cDNA: FU23077 fis, done L 


450546 


AA010200 


Hs.175551 


ESTs 


409995 


AW960597 


Hs.129206 


ESTs 


408739 


W01556 


Hs.44685 


ESTs. Moderately similar to 138022 hypot 


438821 


AA826425 


Hs.192375 


ESTs 


403532 






NM_024638:Homo sapiens hypothetical prot 


452941 


AL1 10347 


Hs.31074 


N-suifogtucos amine sulfbhydrdase (sulfa 


414341 


D80004 


Hs.75909 


K1AA0182 protein 


423044 


AA320829 


Hs.97266 


protocadherin 18 


429716 


R25685 


Hs.211933 


collagen, type XIII, alpha 1 


444367 


H54892 


Hs.10974 


hypothetical protein FU22390 


423551 


AA327598 


Hs.89633 


ESTs 


453186 


AK0O1708 


Hs.32271 


hypothetical protein FU10B46 


413550 


W03011 


Hs.306881 


MSTP043 proteto 


431933 


AI187057 


Hs.132554 


ESTs 


439778 


AL109729 


Hs.99364 


putative transmembrane protein 


446044 


AI458682 




gbrtk13e01jc1 NCI_CGAPJju24 Homo sapiens 


422017 


NM_003877 


Hs.1 10776 


STAT induced STAT inhibitor-2 


421254 


AK001724 


Hs.102950 


coat protein gamma-cop 


424339 


BE257148 




endogrycan 


445109 


AF039916 


Hs.12330 


ectonucleoside triphosphate diphosphohyd 


425320 


U29344 


Hs.83190 


tatty acid synthase 


426170 


BE161065 


Hs.1 67531 


niethytcrotonoyl-Coenzyme A carboxylase 2 


408770 


AW270608 


Hs.170195 


bone morphogenetic protein 7 (osteogenic 


442202 


BE272862 


Hs.1 06534 


hypothetical protein FU22625 


417622 


AW298163 


Hs.82318 


WAS protein famiiy , member 3 


439864 


AT720078 


Hs.291997 


ESTs, Weakly similar to A47582 B-cell gr 


433036 


AA574091 


Hs.105964 


ESTs 


447050 


NM_016314 


Hs.17200 • 


STAM-Gke proton containing SH3 and ITA 


436299 


AK000767 


Hs.5111 


hypothetical protein FU 20729 


408380 


AF123050 


Hs.44532 


dublqutfei 


407910 


AA650274 


Hs.41296 


fibronecfin leudne rich transmembrane p 


445098 


AL050272 


Hs.12305 


DKFZP566B183 protein 


431797 


BE169641 


Hs.270134 


hypothetical protein FU 20280 


437295 


AA350994 


Hs.20281 


WAA1700 


452627 


AI122843 


Hs.184319 


ESTs, WeaWy similar to KIAA1006 protein 


448913 


AA194422 


Hs.22554 


myosin VI 


415079 


R43179 


Hs.22895 


hypothetical protein FU23548 


408157 


AA047685 


Hs.62946 


ESTs 


443337 


Y07604 


Hs.9235 


norwnetastalic cells 4, protein expresse 


410310 


J02931 


Hs.62192 


coagulation factor HI (thromboplastin, 


437546 


AW074836 


Hs.173984 


T-boxl 


451134 


AA318315 


Hs^5999 


hypothetical protdn FU22195 


423932 


T95633 


Hs.189703 


ESTs 


433495 


AW373784 


Hs.71 


alpha- 2-gfy co protein 1 , zinc 


453293 


AA382267 


Hs.10653 


ESTs 


428171 


AA489323 


Hs.182825 


ribosomal protein L35 


428293 


BE250944 


Hs.183556 


solute carrier family 1 (neutral amino a 


426657 


NMJM5865 


Hs.171731 


sdute carrier family 14 (urea transport 


405627 


T64904 


Hs.163780 


ESTs 


418259 


AA215404 




ESTs 


426110 


KM.002913 


Hs.166563 


replication factor C (activator 1) 1 (14 


411089 


AA456454 




cell division cycle 2-like 1 (P1TSLRE pr 


431416 


AA532718 




ESTs 


431631 


AA548906 


Hs.122244 


ESTs 


409251 


R10723 


Hs.20573 


ESTs 


434974 


AA77B711 




eukaryoSc translation initiation factor 


447147 


AA910353 


Hs.75432 


ESTs, WeaWy similar to T23482 hypotheti 


450937 


R49131 


Hs.26267 


ATP-dependant interferon response protet 


432728 


NMJJ06979 


Hs.278721 


HLA class 11 region expressed gene KE4 


433037 


NM.014158 


Hs.279938 


HSPC067 protein 
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411598 


BE336854 


Hs.70937 


H3 hbtone family, member A 


3.0 




4JUZb8 


AK000737 


Hs.237480 


hypothetical protein FU20730 


3.0 




443725 


AW245680 


Hs.9701 


growth arrest and DNA-damage^nductbie, 


3.0 


c 
J 


431155 


AW971213 




gb:EST383301 MAGE resequences, MAGL Homo 


3.0 


407355 


AA846203 


Hs.1 93974 


ESTs, WeaWy simflar to ALU1 JiUMAN ALU S 


3.0 




438209 


AL1 20659 


Hs.6111 


8ryl-hydrocarbon receptor nuclear trans! 


3.0 




434392 


AW983709 


Hs.250824 


Homo sapiens cDNA: RJ23435 fis, clone H 


3.0 




432810 


AA863400 


Hs.23054 


ESTs 


ao 


1 n 


430333 


S70114 


Hs.239489 


T1A1 cytotoxic granule-associated RNA-bi 


3.0 


445596 


R89543 


Hs.12942 


vesicle trafficking protein 


3.0 




406670 


W79632 


Hs.256301 


hypothetical protein MGC13170 


3.0 




452779 


AA418775 


Hs.47234 


ESTs 


3.0 




439660 


AW245741 


Hs.58461 


ESTs. Weakly similar to A35659 krueppei- 


3.0 


15 


408298 


AI745325 


Hs.271923 


Homo sapiens cDNA: FU22785 fis. clone K 


3.0 


424395 


AA165082 


Hs.146388 


microtubule-associated protein 7 


2.9 




423472 


AF041260 


Hs.129057 


breast carcinoma amplified sequence 1 


19 




425920 


AL049977 


Hs.162209 


claudlnS 


2.9 




409927 


T69981 




gb:yc19d03.r1 Stratagenetung (937210) H 


2.9 


OA 

20 


447881 


BE620886 




GCN1 (general control of amino-acid synt 


2.9 


439584 


AA838114 


Hs.221612 


ESTs 


2.9 




417601 


NM.014735 


Hs.82292 


K1AA0215 gene product 


2.9 




452268 


NM.003512 


Hs.28777 


H2A histone fam9y, member L 


2.9 




422576 


BE548555 


Hs.1 18554 


CGl-83 protein 


2.9 


25 


438510 


AL080220 


Hs.6285 


DKF2P586P0123 protein 


19 


423217 


NMJJ00094 


Hs.1640 


collagen, type VII, alpha 1 (epktermdys 


19 




427581 


NMJJ14788 


Hs.179703 


WAA01 29 gene product 


2.9 




447963 


AM52973 


Hs.1 65900 


ESTs, Weakly simitar to ALU1_HUMAN ALU S 


2.9 




443015 


R33261 


Hs.6614 


ESTs, Weakly similar to A43932 mucin 2 p 


19 


30 


429351 


AK001490 


Hs.200016 


hypothetical protein FU10628 


19 


425294 


AF033827 


Hs.1 55553 


HNK-1 sulfotransferase 


2.9 




452955 


AW390282 


Hs.31130 


transmembrane 7 superfamily member 2 


19 




416439 


AA160363 


Hs.1 18769 


ESTs 


19 




442315 


AA173992 


Hs.7956 


ESTs, Moderately similar to ZN91.HUMAN Z 


19 


35 


446911 


N27605 


Hs.1 6492 


DKFZP564G2022 protein 


2.9 


428801 


AW277121 


Hs.254881 


ESTs 


19 




430462 


AI584156 


Hs. 105640 


Homo sapiens, clone IMAGE:4139775, mRNA, 


19 




420552 


AK0Q0492 


Hs.98806 


hypothetical protein 


19 




428180 


All 29767 


Hs.1 8 2874 


guanine nucleotide landing protein (G pr 


19 


40 


418222 


A1675881 


Hs.86538 


ESTs 


19 


433009 


M76166B 




gb:ntf4c08\s1 NCI_COT_GC81 Homo sapiens 


19 




432140 


AK000404 


Hs.272688 


hypothetical protein FU 20397 


19 




434517 


AA635690 


Hs.337251 


hypothetical protein MGC2487 


19 




448718 


AA220235 


Hs.153959 


hypothetical protein MGC15436 


19 


45 


408196 


AL034548 


Hs.43627 


SRY (sex determining region Y)-box 22 


19 


419849 


BE041436 


Hs.93379 


eukaryotic translation initiation factor 


19 




452256 


AK000933 


Hs.28661 


Homo sapiens cDNA FU10071 fis, clone HE 


19 




430375 


AW371048 


HS.9375B 


H4 histone family, member H 


19 




409650 


T08490 


Hs.288969 


HSCARG protein 


2.9 


50 


413588 


AAS71014 


Hs.75432 


IMP (inosine monophosphate) dehydrogenas, 


19 


412719 


AW016610 




ESTs 


19 




438552 


AJ245820 


Hs.6314 


type 1 transmembrane receptor (seizure-r 


19 




439621 


A1200281 


Hs.123910 


ESTs. Highly similar to B34087 hypotheti 


19 




437050 


AA766420 




ESTs 


19 


55 


414256 


AW410035 


Hs.75862 


MAD (mothers against decapentaptegte, Or 


19 


429343 


AK000785 


Hs.199480 


Homo sapiens, Simflar to epstn 3, done 


19 




416941 


BE000150 


Hs.48778 


nlban protein 


19 




421594 


R45689 


Ks^1889 


Homo sapiens cDNA FU12978 fe, done NT 


19 




436213 


AA325512 


Hs.71472 


hypolhefcal protein FU10774; WAA1709 


19 


60 


436823 


AW749885 




ESTs, Weakly simitar to 138022 hypotheti 


18 


441266 


H15968 


Hs.293845 


Homo sapiens, done IMAGE:3502329, mRNA, 


18 




426761 


AI015709 


Hs.172089 


Homo sapiens mRNA; cONA DKFZp586l2022 (f 


18 




413746 


AA133243 


Hs.171553 


ESTs, Moderately simitar to CLC3_HUMAN C 


18 




457733 


AW974812 




ESTs 


18 


05 


400860 






Target Exon 


18 


- 436165 


A1373544 


Hs.331328 


intermediate filament protein synooiOn 


18 




433312 


AI241331 


Hs.131765 


ESTs. Moderately similar to 138937 DNA/R 


18 




431604 


AF 175265 


Hs.264190 


vacuolar protein sorting 35 (yeast homot 


18 




421717 


AF230924 


Hs.107187 


divalent cation tolerant protein CUTA 


18 


/0 


453912 


AL121031 




SW1/SNF related, matrix associated, acti 


18 


435703 


AW630133 


Hs.83313 


GK003 protein 


18 




431108 


AA991508 


Hs.105317 


ESTs 


18 








HS.4UHUB 


ESTs 


18 




443837 


A19B4625 


Hs.9884 


spindle pole body protein 


18 


75 


418196 


AI745649 


Hs^6549 


WAA1708 protein 


18 


450447 


AF212223 


Hs^5010 


hypothetical protein P15-2 


18 




409330 


AK001231 


Hs£3940 


hypothetical protein FU 10369 


18 




413762 


AW411479 


Hs.848 


FK506-binding protein 4 (59kD) 


18 




433586 


T85301 


Hs.194397 


gb:yd78d0&st Soares fetal fiver spleen 


2.8 


80 


424720 


M89907 


Hs.152292 


SWI/SNF related, matrix associated, adi 


18 


422027 


AL043100 


Hs.306319 


fatty acid amide hydrolase 


18 




422717 


A1557623 


Hs.119475 


cold inducible RNA-binding protein 


18 




412843 


AF007555 


Hs.74624 


protein tyrosine phosphatase, receptor t 


18 




434237 


AF119908 


Hs.235516 


hypothetical protein PR02955 


18 
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407255 AA012992 Hs.256301 hypothetical protein MGC1 3 170 28 

431472 AK001023 Hs.256549 nocleofide binding protein 2 (E.coO Min 2.8 

423318 AW467064 Hs.5740 ESTs 2.8 

454144 BE280478 Hs.1B2695 hypothetical proton MGC3243 Z8 

5 452827 AI571835 Hs.55468 ESTs 2.8 

452040 AW973242 Hs.293690 ESTs. Weakly similar to 138022 hypolneti 28 

418830 BE513731 Hs.88959 hypothetical protein MGC481 6 2.8 

417517 AF001176 Hs.82238 POP4 (processing of precursor, S.cerev 2.8 

419286 AA236005 Hs.128764 ESTs 28 

10 430287 AW182459 Hs.125759 ESTs, Weakiy similar to IEU5_HUMAN LEUKE 28 

420911 U77413 Hs.100293 CWnked N-acetyighjeosamine (GtcNAc) tr 2.8 

428054 AI948688 Hs.286619 ESTs 2.8 

409504 AA304961 Hs.699 peptidyiprotyl isomerase B (cyclophiSn 2.8 

440080 AW051597 ESTs 2.8 

15 431609 AW792792 Hs.264330 ^^^p^OTgosinearrtohyd^olase(acidc 2.8 

447896 AI436124 Hs.294069 Homo sapiens cDNA FU 13384 fis, clone PL 2.8 

431525 AA506856 Hs.6185 KIAA1557 protein 2.8 

442995 AA532511 Ks.288455 Homo sapiens cDNA: FU23270 fis, clone C 2.8 

433101 AW572317 Hs.12082 Homo sapiens mRNA; cDNA DKFZp566L203 (fr 28 

20 449052 AW029507 Hs.161102 ESTs 2.8 

418663 AKD01100 Hs.41690 desmocoilin 3 2.8 

442013 AA506476 Hs.10600 Human DNA sequence from clone RP1 1-353C1 ZB 

449051 AW961400 Hs.333526 HER2 receptor tyrosine kinase (c-erb-b2, 2.8 

453038 AW292415 Hs.20509 HBVpX associated protein-8 2.8 

25 419175 AW270037 KIAA0779 protein 2.8 

426788 U66615 Hs.172280 SW1/SNF related, matrix associated, act) 2.8 

421091 W22821 ribosomai protein 126 2.8 

413435 X51405 Hs.75360 carboxypeplidase E 2.8 

432651 AW973744 Hs.293100 ESTs 2.8 

30 452700 AI859390 Hs.2B8940 five-span transmembrane protein M83 2.8 

454148 AW732837 Hs.42390 nasopharyngeal carcinoma susceptibility ZB 

419452 U33635 Hs.90572 PTK7 protein tyrosine kinase 7 2.8 

425491 AA883316 Hs.255221 ESTs 2.8 

414556 AW975063 Hs.343443 ribosomai protein L36 2.8 

35 435126 AI393666 Hs.42315 p10-binotng protein 2.8 

435602 AF217515 Hs.283532 uncharacterized bone marrow protein BMD3 2.7 

441128 AA570256 ESTs, Weakly similar to T23273 hypolheti 2.7 

440340 AW895503 Hs.125276 ESTs 2.7 

410339 AI916499 Hs^9825B ESTs 2.7 

40 430542 A1557486 Hs.119122 ribosomai protein LI 3a 2.7 

406789 AI041403 ribosomai protein L2 9 27 

424130 AL050136 Hs.140945 Honio sapiens rr^cDNADKFZp586L1 41 (fir Z7 

449518 BE395253 Hs.30861 ESTs 27 

At _ 410099 AA081630 K1AA0036 gene product 2.7 

45 422000 M30599 Hs.110637 homeoboxAlO 2.7 

407110 AA018042 Hs.252085 Prader-Waii/Angetrnan syndrome-S 2.7 

415443 T07353 Hs.7948 ESTs 2.7 

432745 AI821926 gbxt78f05.x5 NCLCGAP_Pr3 Homo sapiens 2.7 

409299 AA045650 Hs.53125 small midear ribcnucteoprotein D2 polyp 2.7 

50 424369 R87622 Hs36714 KtAA1B31 protein 2.7 

417831 H16423 Hs.82685 C047 antigen (Rh-related antigen, integr 2.7 

424723 BE409813 Ks.152337 protein arginirve N-melhyl transferase 3(h Z7 

451428 AW083384 Hs.11067 ESTs.r^h!ysirraartoT46395hypothe8 2.7 

400263 Eos Control 2.7 

55 435750 AB029012 Hs.4990 WAA10B9 protein Zl 

443804 AL135352 Hs.255883 ESTs, WeaWy sirrflar to I38022 hypotheti 2.7 

421709 AA159394 Hs.107056 CED-6 protein 2.7 

421077 AK000061 Hs.101590 hypothetical protein Z7 

416359 AL042210 Hs.16493 hypothetical protein DKFZp762N2316; WAA 27 

60 442104 L20971 Hs.188 phosphodiesterase 4B, cAMP-^pedfic (dun Z7 

411605 AW006831 ESTs 2.7 

437133 AB018319 Hs*460 K1AA0776 protein Z7 

407236 W79485 Hs.173980 nuctear matiw protein NMP200 related to 2.7 

432125 AW972657 Hs.183006 Homo sapiens cONA FL1 12300 fis, done MA 2.7 

65 427657 AV652249 Hs.180107 polymerase (DNA directed), beta 2.7 

445636 AW105401 ribosomai protein L29 2.7 

443801 AW206942 Hs.253594 intron of.Wchominophalangeal syndro 2.7 

420223 N27807 ribosomai protein L4 2.7 

427515 T79526 Hs.179516 integral type I protein 2.7 

70 447673 AI823987 Hs.182285 ESTs 2.7 

411960 R77776 Hs.18103 ESTs 2.7 

433212 BE218049 Hs.121820 ESTs 2.7 

448244 BE613416 Hs.336425 Homo sapiens, clone MGC:17296, mRNA, com 2.7 

__ 441551 AA318224 Hs.296141 ESTs Z7 

75 421883 X55079 Hs.1437 glucosidase, alpha; acid (Pompe disease, 2.7 

411562 AL050201 Hs.70769 hypothetical protein DKF2p586E1 923 Z7 

434851 AA806164 Hs.116502 ESTs 2.7 

442875 BE623003 Hs33625 Homo sapiens done TCCCTA00142 mRNA sequ 2.7 

n _ 421109 L32832 Hs.101842 AT-binding transcription factor 1 Z7 

80 432450 A1990739 Hs.1 581 84 ORF 2.7 

426174 AA547959 HS.115B38 ESTs 2.7 

445919 T53519 Hs.334692 hypothetical protein MGC1 41 41 27 

423115 AA421973 Hs.169119 ESTs, Weakly similar to T25731 hypotheti 2.7 
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431222 X56777 Hs.273790 zona peilucidagrycoprotein3A (sperm re 2.7 

451558 NM.001089 Hs.26530 ATP-Wnding cassette, sub-family A (ABC 1 2.7 

' 431615 AW295859 Hs.235860 ESTs 2.7 

418849 AKJ96465 Hs.169341 ESTs, Moderately similar to S65657 alpha 27 

5 431122 AI267593 Hs.250535 Homo sapiens mRNA; cONA DKFZp434N241 2 (f 2.7 

438682 AA354489 Hs.222103 EBPSO-POZinteractorof 64 kD 2.7 

424954 NM 000546 Hs.1846 tumor protein p53 (Ltfraumeni syndrome) 2.7 

458082 AW978811 Hs.314451 ESTs, WeaMy similar to ALU1.HUMAN ALU S 27 

427087 BE073913 Hs.173515 uncharacterized hypothalamus protein HT0 2.7 

10 412524 AA417813 Hs.44208 hypothetical protein FU 231 53 2.7 

435176 AA744875 Hs.189413 ESTs 2.7 

419390 AI701162 Hs.90207 hypothetical protein MGC1 1138 2.7 

428013 AF151020 Hs.181444 hypothetical protein 2.7 

441094 U33819 Hs.7647 MYOassodated zinc finger protein (puri 2.7 

15 451356 AA748418 Hs.164577 ESTs 2.7 

408461 AB037756 Hs.45207 hypothetical protein WAA1 335 2.7 

418516 NM.006218 Hs.85701 phosphoinosilide-S-kinase, catalytic, a) 2.7 

423476 AL035533 Human DNA sequence from clone RP5-1046G1 27 

444034 AL161957 Hs.10177 plecksMn homology domain interacting p 2.7 

20 404913 NrA_024408*:Homo sapiens Notch (Drosophil 2.7 

407378 AA299264 Hs.57776 ESTs, Moderately similar to 138022 hypot 2.7 

441054 AA913591 ESTs 2.6 

428500 AI815395 Hs.184641 fatty acid desaturase 2 2.6 

430512 AF182294 Hs.241578 U6 snRNA-associated Sm-Iike protein LSm8 2.6 

25 433301 AW296280 Hs.152016 Homo sapiens cDNA: FU 221 40 fis. done H 26 

444381 BE387335 Hs.283713 ESTs, Weakly similar to S64054 hypotheO 2.6 

443666 A1458179 Hs.41528 ESTs. Weakly similar to neuronal thread 2.6 

427378 BE515037 Hs.177556 melanoma antigen, family D, 1 2.6 

439414 NMJJ01183 Hs.6551 ATPase, H transporting, lysosomal (vacuo 2.6 

30 421866 M24470 Hs.1435 guanosine monophosphate reductase 2.6 

421605 BE440108 Hs.106127 RNA polymerase 1 16 kDa subunit 2.6 

426797 AW936258 Hs.342849 ADP^bosytetion factor-like 5 2.6 

410935 BE067395 Hs.66881 dynein, cytoplasmic, intermediate polype 2.6 

407887 AA579668 Hs.41072 serine (or cysteine) proteinase hmJblto 2.6 

35 430341 NMJW6348 Hs.239631 goigl transport complex 1 (90 kDa subuni Z6 

424956 AW198103 Hs.18724 ESTs, WeaWy similar to granule cell mar 2.6 

452748 AB011128 Hs.30512 Homo sapiens mRNA for KIAA0556 protein, 2.6 

408212 AA297567 Hs.43728 hypothetical protein 2.6 

407B93 BE408359 Hs.43621 Homo sapiens, Shn2ar to hypothefcal pr 2.6 

40 425976 C75094 Hs.334514 NG22 protein 2.6 

448424 AW009892 Hs.31924 ESTs 2.6 

420164 AW339037 Hs.24908 ESTs 2.6 

443444 AW952619 Hs.17235 Homo sapiens done TCCQA00176 mRNA sequ 2.6 

412774 AA120865 Hs.23136 ESTs 2.6 

45 445922 AI337316 Hs.147998 ESTs 2.6 

429925 MM 000786 cytochrome P450, 51 (lanosterol 14-alpha 2.6 

419222 AD001528 Hs.B9718 spermine synthase 2.6 

417327 NMJXM922 Hs.81964 SEC24(S.cen3visiae)rdatedgenefarnn 2.6 

420337 AW295840 Hs.1 4555 Homo sapiens cDNA: RJ21513 fo, done C 2.6 

50 408743 AL110246 Hs.47367 NAA1785 protein 2.6 

434011 AW953437 Hs£486 clone FIJB5214 2.6 

434976 AI963821 ESTs 2.6 

417454 NMJXJ0202 Hs.172458 Wuronaie 2-sulfetase (Hunter syndrome) 2.6 

448789 BE539108 Hs.22051 hypothetical protein MGC1 5548 2.6 

55 441049 W88920 Hs.29341 hypothetical protein FU22376 Z6 

437271 AL137445 Hs.28846 Homo sapiens mRNA;cONADKFZp5660134(fr 2.6 

425017 AL1 19305 Hs.26409 ESTs 2.6 

440333 AI37B424 Hs.288761 hypothetical protein FU21749 26 

434551 BE387162 Hs.280858 ESTs, HigWy similar to A35661 DNA exds 2.6 

60 413132 NMJQ6823 Hs.75209 protein kinase (cAMP-dependent, catalyti 2.6 

409619 AK001015 Hs.55220 B02-assodated athanogene 2 2.6 

444550 BE250716 Hs*7614 ESTs 2.6 

446258 AI283476 Hs-263478 ESTs 2.6 

440191 A1990417 tubulin, beta 5 2.6 

65 453187 AI161383 Hs.34549 ESTs, HlgMy simaar to S94541 1 done 4 Z6 

412133 U83460 Hs.73614 solute carrier family 31 (copper transpo Z6 

426841 A1052358 Hs.193726 ESTs 2.6 

435937 AA830893 Hs.1 19769 ESTs 2.6 

425960 AW410646 Hs.1 64649 hypothetical protein DKFZp434H247 2.6 

70 456161 BE264645 Hs.282093 hypothefical protein FU21 91 8 2.6 

456236 AF045229 Hs.82280 regulator of Gfrotein signalling 10 16 

435025 T08990 Hs.4742 anchor attachment protein 1 (Gaalp, yeas 2.6 

416751 T48130 Hs.6897 Homo sapiens mRNA; cDNA DKFZp5B6P1622 (f Z6 

458946 AA009716 Hs.42311 ESTs 2.6 

75 424762 AL119442 Hs.183684 eukaryofic translation iniGation factor 26 

449458 AI80S078 Hs.208261 ESTs Z6 

432409 AA806538 Hs.130732 WAA1575 protein Z6 

425184 BE278288 Hs. 155048 Lutheran blood group (Auberger b antigen 26 

_ _ 442336 AW340958 Hs.7572 ESTs 26 

80 445622 AF106697 Hs.12971 thtoredoxni reductase beta 2.6 

440409 AW294316 ESTs Z6 

444610 AI174783 gb:HA2501 Human fetal liver cDNA library 2.6 

425863 U43604 Hs.159901 Human unidentified mRNA. partial sequenc Z6 
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436972 AA284679 Hs.25640 daudin3 2.6 

426809 BE313114 Hs.29706 ESTs 2.6 

431183 NM_006B55 Hs.250696 KDEL (Ly^Asp-Ou-Leu) endoplasmic reOc 2.6 

457638 AI792670 Hs.144405 ESTs 2.6 

5 442821 BE391929 Hs.8752 transmembrane protein 4 2.5 

435522 N64214 Hs.9774 synovial sarcoma translocation gene on c 2.5 

405764 AA429B25 Hs.343443 ribosomal protein L36 2.5 

422032 AA476966 Hs.1 10857 polymerase (RNA) 111 (DNA directed) poly 2.5 

409125 R17268 Hs.343567 axonaHransport of synaptic vesicles 2.5 

10 416601 X98834 Hs.79971 sal (OrosophnaJ-fike 2 2.5 

446091 AW022192 ESTs 2.5 

419848 AA251242 Hs.103238 ESTs 2.5 

415015 NN/L002109 Hs.77798 hisfidyURNA synthetase 2.5 

431836 AF178532 Hs.271411 beta-site APP-cteaving enzyme 2 2.5 

15 414987 AA524394 Hs.294022 hypothetical protein FU 14950 2.5 

447087 AW403870 Hs.301872 hypothetical protein MGC4840 2.5 

456050 R79445 Hs.76230 ribosomal protein S10 2.5 

426178 AA371409 Hs.105664 hypothetical protein FU22294 2.5 

414528 AA148950 Hs.188836 ESTs 2.5 

20 426494 AL1 19528 Hs.170098 KIAA0372 gene product 2.5 

407656 AW747985 Hs.37443 Homo sapiens mRNA; cDNA DKFZp434B21 19 (f 25 

437330 AL353944 Hs.50115 Homo sapiens mRNA; cDNA 0KFZp761J11 12 (f 2.5 

449139 BE268315 H&23111 phenylaIanine4RNAsynthetase^ike 2.5 

448153 Y10805 Hs.20521 HMT1 (hnRNP methyttransferase, S. cerevi 2.5 

25 417386 ALD37228 Hs.82043 D1 23 gene product 2.5 

409420 215008 Hs.54451 tamlmn.gamma2(nicein(100kO) ) kalini 2.5 

408796 AA688292 Hs.170345 ESTs 2.5 

407627 AI419020 Hs.62620 chromosome 6 open reading frame 1 2.5 

421535 AB002359 Hs.105478 phosphonTwsylfomTvtglycinainidinesyntha 2.5 

30 415862 R51034 Hs.144513 ESTs 2.5 

426418 M90464 Hs.169B25 collagen, type IV. alpha 5 (Alport syndr 2.5 

438557 W15573 Hs.5027 ESTs, Weakly similar to A475B2 B-cell gr 2.5 

413517 N76712 Hs.44829 ESTs, Weakly simflar to 136022 hypotheti 2.5 

449500 AW956345 Hs.12926 ESTs 2.5 

35 457090 AL080243 Hs.180920 ribosomal protein S9 2.5 

445389 NMJM6831 Hs.12592 period (Drosophila) homotog 3 2.5 

410006 AW732308 Hs.57783 eukaryolic translation inifiation factor 25 

452906 BE207039 Hs. 3061 23 MAGEF1 protein 2.5 

450341 N90956 Hs.17230 hypothetical protein FU220B7 2.5 

40 419430 AI878942 Hs.90336 ATPase, H transporting, lysosomal (vacuo 25 

440099 AL080058 Hs.6909 DKFZP564G202 protein 25 

452518 AA280722 H&24758 ESTs, Weakly similar to 138022 hypotheti 25 

431843 AA516420 ESTs, Weakly similar to 138022 hypotheti 25 

424795 AW102850 Hs.153177 ribosomal protein S28 25 

45 448019 AW947164 Hs.195641 ESTs, Moderately similar to I38022 hypot 25 

450704 H85157 Hs.40696 ESTs 2.5 
400262 Eos Control 25 

435266 AK001942 Ks.4863 hypothetical protein DKFZp566A1S24 25 
_ 418039 R06859 Hs.193172 ESTs, Weakly simBar to 138022 hypotheti 25 
50 429491 NMJM2111 Hs.204041 chromosome 14 open reading frame 3 25 
456844 AI264155 Hs. 152981 CDP-cfiacyigrycerai synthase (phosphafida 25 
413781 J05272 Hs.850 IMP (inosine monophosphate) debydrogenas 2.5 
437450 AL39D154 Hs.26954 Homo sapiens mRNA; cDNA DKFZp762G123 (fr 25 
424005 AB033041 Hs.137507 vang (van gogh, DrosophilaHike 2 25 
55 429332 AF030403 Hs.199263 Ste-20 related kinase 25 
438572 BE267017 Hs.6315 acetytserotonin O^ttyttransferase-fike 25 
425692 D90041 Hs.155956 N-acetyitransferase 1 (arytamine N-acety 25 
431188 W05656 Hs.169755 ESTs 25 
408803 AF248953 Hs24049 golgi autoantigen, golgln subfamay a, 2 25 
60 414482 S57498 Hs.76252 endothefin receptor type A 25 
437762 T78028 Hs.154679 synaptotagmln I 25 
425722 AK59076 Hs.97031 hypothetical protein MGC1 3047 25 
4338B1 A1004377 Hs.200360 Homo sapiens cDNA FU 13027 fts, clone NT 25 
451585 AK001171 Hs.326422 hypothetical protein MGC4549 25 
65 424959 NM.005781 Hs.153937 activated p21cdc42Hs kinase 25 
407151 H25836 Hs.301527 ESTs, Moderately similar to unknown |Rs 25 
446054 AB014537 Hs. 13604 WAAQ637 gene product 25 
452556 H78517 Hs.33905 ESTs 25 
421026 AL047332 Hs. 101057 OCN5 (general control of amino-acid synt 25 
70 407687 AK002011 Hs.37558 hypothetical protein FU1 1149 25 
433683 AI817723 Hs^2678 hypothetical protein FU21 832 25 



TABLE 68B 

75 Pkey: Unique Eos probeset identifier number 
CAT number Gene duster number 
Accession: Genbank accession numbers 

80 Mmtm " 

415989 10194 1 BC013389 BC017398 AJ023543 AA191424 AI267700 AI469633 AW958465 AW953397 AA172056 BE940298 BF909208 BF909980 BF095153 

BG2B5837 AI720344 BF541715 AA355086 AA172236 
429220 15103.7 AW341473 AA448195 AW207206 AI951341 AA989259 
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10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



449625 249224.1 BT918168 AW779760 N48674 A1375997 AA235370 BG699146 AI913631 A1498402 AI016320 AA3231 93 R49021 059344 BG986750 N45526 
BG986917 T61382 R49391 R45432 AI203107 R35004 F07491 R25094 R35360 

412446 63467J BC021735 A/669212 AL120184 A1769949 BE701002 BE184363 BE819031 BG702238 BF090049 BF963318 BF961912 BF943013 AA934514 
AA151245 BF960659 AA987907 Z41449 BF908059 BF908053 BF908049 BE699424 BF9080SO BF962832 BF952020 BF963134 BI035538 
BF908052 BF908057 BF090026 8F943158 AI632924 BF512340 BF952021 BF960776 BF943437 BF942847 AI768015 F09778 FW816 F02721 
AA102645 AI633B38 AA617929 BF947001 BI035448 BE935876 AW890837 AW898604 BF957405 BF963433 BG704815 

433404 739^1 BC022980 BF224081 BG149908 AW672842 BE670687 A1702161 AW341832 BE222503 N71836 A1026061 AW953116 AW083132 AI979261 

AV725377 AI423298 A1640707 AW67551B AI032611 A181 8044 AI299508 AI91 1386 AI27041 8 BE21 9257 BM141826 AA826491 Z25159 AA587421 
N59447 Z39436 T32982 R541 10 BF115783 F09044 BF808433 

453160 6028.5 BC009612 NM.003526 BI597616 AV761592 AV760377 AL601008 BI6041 31 BE645918 BG187760 BG181525 BG210634 BG 192999 AI263307 

AA344186 AW952966 AA033809 AA037562 AA722183 R79452 H70775 BF674991 BE769437 BG007856 AA037483 AW572535 Al 143991 
AA084581 AA033610AV742510AV735788 R08336 

42021 8 191547.1 AW95B037 R42557 A1337047 AA948360 AI638005 AA459950 AI62491 5 AI638047 AI467856 AI521 826 AA860305 AI932315 AW003092 AW271756 
AW779380 AA509879 AI634791 AI493770 AJ56521 1 241 145 AIB27952 AA303734 BE349457 AW196765 AA256527 BE089727 

4371 24 59408J AL050013 BG939500 AW969191 AA769925 AI377973 A1625545 AA81 1365 AA521 1 14 N24705 AI379579 AA424899 AI684671 AA82971 5 A1453010 
N35401 AA677452 AA504340 AI209149 AA883574 A1379062 AI084455 AI2B0147 AA644327 BF432508 N27873 N47364 N34880 A1147024 T86860 
AI219716 AA960926 H25544 B1857123 AW960489 AA599099 AA765246 AA328537 BG434703 AA890373 AA424765 AI292318 AA829886 N95742 
AI218758 H25588 N36282 M0249B7 N36687 BI919187 N49471 AA889970 AW1 66152 AA468546 AI262504 AI452782 AA554458 AA807080 
AA724S42AW102730AA909978AW118134AW827241 W56431 BM127381 BF436987AI016509AW663972BM127686C15552 N63435 N51744 
T98800 N56980 BG108636 N49381 R49886 D61278 BI756612 AA508234 R49885 BFB50422 

438869 52134J AF075009 R63109R63058 

428342 6712.1 AK05631 5 A101 5524 AA724079 BI71 3619 A1377728 AW293682 A19281 40 AI092404 A1085630 AA731340 BM469629 AW968804 AA425658 

AA769094 BF446026 AW118719 AI332765 AW500888 AW576556 A1859571 AW499664 AW614573 AW629495 AW505314 W74704 AI356361 
A1923640 AW070509 AI521500 AL042095 AA609309 AA76131 9 AI381 489 H45700 AA761333 AW265424 AA909524 AA63531 1 AA649040 
AI392620 Z40708 AI9B5564 AW263513 AA9 1 3892 Al 693486 AW263502 AI806164 AW291 137 BI061872 81059498 AA134476 AW084888 M036967 
AW370823 T55263 BI002756 AA489664 BF827261 W74741 BF963166 

450203 19009.1 AK055952 BG182168 BG220105 BG191569 BG188964 BG187388 BG220104 BG183714 BE645998 AI819354 AW974068 A1393635 AI580846 
AI024796 AW020098 BI491127 A1393644 N74993 AW472959 BM478854 BI597437 H12165 B1458612 BE543192 

432586 6633.1 BC022881 AU150944 BG750783 AW754175 AW857737 AI911659 AI050036 AA554053 AI826259 AA568548 

450377 12109.1 AB033091 AL520743 BE811B13 N53332 N99716 AL561910 AA280655 BE710392AV705100 AW29397BAW444556 AA281459 AI679751 A1873695 
BG700891 B1553517 R80518 BG779771 BG534451 AA479402 AW961 580 BF061 430 A1B57643 AI768486AW51 2118 AA479302 AW770384 
AW072470 AI041 596 AI049699 AW592865 AA976261 BE879747 BG1 141 19 AW18381 1 AA909938 BF571 621 BF350794 BF351375 BE925699 
AL050294 BC010371 BF982270 AL042656 BF095732 AW812618 BF095731 BG212397 BF678765 BI038602 BG388664 AW675337 BG289398 
BE939598 AW805570 AA527097 AW1 50540 AI693720 AA743364 A1915793 N48185 AI573107 AA043474 AI351615 AI969490 AI910763 R50866 
AI699181N73808H08164 

436063 5483.1 AKD00028 AA494483 AI298674 AA720773 AV761529 AJ884670 A1936202 AW294235 061652 BF881 184 AV71 1384 N27154 AI926970 AV734970 

N40094 N28596 AA884747 AA512890 BG436593 
424036 6226.1 NM_033445 BC001 193 AI885781 BF794032 AA476620 AA8 1 0906 AA8 10905 AI291 244 AB85097 AI359708 AI335629 H97396 AI344589 AA300377 

AA457566 AW771833 BE465621 A1364068 AI364452 AI648505 AI918342 AI928670 AA886580 AL531029 AA886344 Al 186419 BG329096 

BM045465AI531028BG437151 BE868021 AA179427 
407819 7392.2 AK056626 AI8Q0898 BF939022 BE644718 A1954754 BE218177 BE348567 AI962406 AW293122 AI968798 AI457321 BE327228 BG913531 

AW939055 T30280 R54166 Z43366 BG819153 BF003119 BE646274 BF940881 R18246 R42185 
409151 4123.1 NM.004892 AF047442 BE275338 BF724863 B1917206 BE276993 AL602308 AA306105 BM152505 BC001364 AW993471 AW993481 AW993283 

AW992919 AW992921 AW992980 AW992861 AW993220 BG573124 AA456385 AA234796 AJ902726 AA354813 BI092644 BG778400 BI260001 

BG007325AI267455AM26574AI160782AI472186AA255500AA434006BG435520AI356111 H00525 AV749060 BG944497 BG292031 

AA902153 C04925 AA902160 AA383100 AW073533 AA256706 AA1 50809 R65766 AW958448 BE090972 BF693195 AV738979 R65855 R80136 

AA484677 

422890 61426.1 AK057805 AW162343 AI190479 A1093318 BE048820 AI198397 AA654667 BE219303 Z39851 F02655 Z28734 T16575 F10145 Z45266 AW572911 
AW964436 AW004030 AI632565 BE502530 BI792383 BF056928 AA449241 AI651825 AA805324 AI264863 AW1 96918 AA948267 Al 953735 
AI263703 BF056387 AW594171 AIB67447 AA319159 A1903440 AW9561 10 A1366013 A1867923 BG91 1906 D81142 C15616 AL538697 Z25032 
Z43784 R13382 AV746924 AA449369 AA318815 BF364265 H 17038 H 10064 F04161 T87230 R40898 AW204071 B1819428 AA683393 AA683376 
Z43192 T74078T05103F12527 T77951 H10118H17037 BF855407R19503 

451752 10408.5 AB032997AI141678AW978722BE467119AI761408BF727385AW237035AI934521 BF436248AI479668Z40632AA832081 AW295901 

BF057835 BE465977 AI621269 BE465983 BF756369 N74056 AI817896 AA716567 AA934774 H62600 H09497 BF943762 BE395335 BE8B3333 

432363 1234917.1 AW970240 AA534489 AW970323 

417379 1610005.1 AA1 96390 AA507837AA1 96468 

414922 1563.2 BG107484 AA632009 AI432670 A1656660 Al 650884 AI521919 A1264653 AW150793 AW61 1894 AI917098 BI091 245 AIS51454 BF434889 A1580286 

AJ880735 BE301995 AI392959 AW613965 BM023628 AW515374 AW60102 BM023318 BE328188 AI952820 A1581363 AA557165 AI695677 
AL562079 AI700926 AM70561 BFO63058 AW196387 AU1 32984 BI064046 AI970157 R02122 H55924 A1521721 AA808206 M725223 AI766003 
AW339821 AA805951 AI287969 AW664827 

419733 7612.3 AKD27321 W63676 W63789 BE046412 BF114614 BE646183 BM126230 AW044233 A1951970 AW663548 AI139947 AA514302 AA846232 

BM126251 AA789002 AA581966 AA809643 AW1 88870 BE706664 BE706539 BE153177 BF0B4925 AL1 33779 AW96 1788 AA659693 AA347970 
AA295134 AA526037 AA449282 B6190454 H61476 T91396 N20018 T90114 H75644 BE710736 BF687723 H2B581 AA249370 BF726698 
BE841554 BI045099 T84625 AW129678 BG770826 

432675 1237917.1 AW973834 AI791932 AI791855 A1732640 AA558833 AA559897 AI821610 

410297 2990.1 BC013939 BI494690BW91211 A1928393 AA843540 BG938644AU 185628 BI495842 AW173255 BM052709 A1743999 AI690144 AI922209 AI740907 

AW340368 AA928759 AW1 18737 BF513970 AA707807 BF435295 AI339463 AI373842 AI433609 BE222392 AA602308 AA428261 AI460355 
AW662760AI888087AI342098AA722418W7B151 N64382BE221848AW025901 AA452120AI150479Ai016166 AA779515AA661791 BM474307 
BI911169 BG575154AW953303T33604 D59141 AA3857B5AA148648 BM461981 BG681168BI602483BE889592AW954311 BM052986 B1962893 
A1989299 Z42328 BF029504 T35668 BG402602 AU185770 A1023271 M14771 9 AJ434079 AI569000 A1276488 AA992453 AA342821 AA648303 
AI349364 AI051O08AA926941 AA350894AW071451 N22249 AI784138 AA033847 N22258 AW440825 AA651570 AA376687 AA659125 A1356299 
R70463 AI3835B6 AA827189 BI494872 AW021094 BI494871 M905500 AA460923 BI492041 AW028965 AI62461 1 BG271780 AI497723 H88862 
D59858 N89979 AA658425 NB1154 D62341 A1274437 N66697 H96993 A1370663 AA728850 H05232 R59374 H12223 AI935759 A1362553 D60006 
N29572 AI916833 N75273 AA148710 BI597117 BG740471 AA332671 AA333874 AA643Q52 AW020175 R70550 BG623469 AA452342 AW965441 
W19723 R32966 BE883841 R61003 AI910374 AI855262 R55325 AI468927 R34681 H96211 Z39807 BF954386 
687223.1 AJ973051 AI400921 AI7961 54 AW2418 17 AVY290951 
2200202.1 AA602964 AA609200 
62680.1 AF119847 AA437261 AA4369B7 AI1 32965 

161 12.4 BE966763 AA659765 AI961656 AI520918 AA761743 AA281477 N66431 BE463652 AA281329 AW272944 AA058687 BM145087 M045516 

AW341820 AA112515 AA258766 AI886639 AA714133 AA768245 AA035533 AI630459 T20165 AW971268 BE966269 AA522722 
1238297.1 AW974271 AA592975 AA447312 AA884766 
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426991 29771J 



_ 432908 
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25 412652 
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418259 
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431416 
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431155 
409927 
447881 
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433009 
70 412719 



nc 437050 
75 436823 
457733 
453912 



80 



4400B0 
419175 



452541J 
647290J 
39576 1 



414222 18695J 



18858.2 



117643J 
12239J 



1111791J 
50559.1 



133853J 



120918.1 
77302.1 



1235742J 
2333801J 
44623.1 



2142268.1 
1634.2 



1240141.1 
MH1660.153 
119160.1 
32562.3 



517737.1 
35068J 



AK001535 AK056135 BM474813 BE887303 AK022914 AW581996 AW812945 BE882302 AA134266 BI043873 AA019433 B1862088 BM468657 
AU128438 BE384458 AL353967 BI857117 BF686525 BI465223 BM4601 32 AU1 29877 BI222283 BG171592 BI043544 BG496295 BG750710 
BI256542 BGt08520 AU150719 AW510354 AI5542S6 AL353968 AA191092 BF132635 
AF150424 AI861896 AA570057 AV738855 
AW182329 AA61 3792 T05304 AW858385 

BE64475B AI082238 BF940027 AI201079 AJ436035 AW275966 AI085394 AI291655 AW070441 AI474134 A126B978 AI769279 AI567682 M693941 
BF477668 AW664149 AA283782 BF509538 AW296868 AI268977 AI168133 BM352065 AI262769 BF941976 AI056920 M481861 BF763697 
AL565888 BM352383 AA427768 AA385346 AI186988 AA931831 AA134972 BF217480 BF1 1 1012 AA908246 AA319849 AA318136 AL514271 
BF364291 AL515057 AV702312 AA377395 AL544217 AI341000 AW1935B3 AI350789 AA888338 8F945380 AW879092 AA130839 T91066 N92326 
A!WM389MOT8832AL572370 W04622BE314003AW960808B^^ 

BC021085 AL527872 AL526296 AL557087 BI255090 AU143499 AL560356 BG823170 BE736988 AU1 41388 AL580262 BI764173 AU1 20299 
AU141755 AU141988 AU142941 AU141330 AU1 41784 BI770885 BI91 1394 BE901426 BI918039 BG760842 BE883026 BI254740 BE732690 
BG430761 BE792868AW328267 AL135173 AA1 02674 BF726986 AL564735 BE 155962 BE 155979 BF741679 H67776 H59234 H89665 AW117774 
AW274435 L29008 NM.003104 U07361 BF002824 BI222949 AI458045 AW951537 BF196474 A1669049 AI042523 BE463928 AU160125 AU160580 
AW069877 AW015214 AI948718 BE219706 AI953505 BE217755 AI99 1 382 AI245005 BF431 179 AI521843 BE048908 AI420449 AW275385 
AA336950 8E501521 BF740566 AA311404 AA384639 BI772535 BG473076 BE891298 BE246928 BM01 2986 BE242693 BE901342 BG745358 
BF374053 AL564430 AU143835 AI635707 BF195492 AI280559 BF741685 AA385257 BE247655 W94974 BE163702 AI025167 A1827118 N78641 
AL581093 AU158964 AU 158917 AI282516 AU146399 AA713947 AI285028 AA101228 AJ338522 AA832316 A12B4986 AA857926 BF372568 
AA5701 72 AI753825 AA171568 AU159257 BM194320 W93390 AW132101 AA550898 BI259678 AA522554 N55172 AW013929 AI826274 AI871237 
C75260 AA934846 AA555036 M525579 AA526466 N80270 AI538347 AW61 5805 AU 158875 AU158883 AU159396 AI016667 AU159238 AI282517 
AA406317 AJ285043 N53050 AA969446 N57718 K93323 W93374 AJ873751 H5601 1 AI9361 74 AA937830 AW438877 AIB00550 AW328268 
AI244886 AA948424 AA700604 AA832317 AA01 1555 H97671 AA98B71 1 AW150529 K70983 H44325 AV657614 AA902238 AA644018 AA034050 
T71053 N71444 AA831 158 T40892 AA706106 

A1801777 BE677762 AW008210 AW009441 BE350994 BE207949 At091475 AI802774 AI827533 AI075363 A1659979 AA687855 AI0781 25 AI090285 
AA670058 AA602411 AA683472 A1436058 M612826 A1038932 BG057726 Al 167355 BF449023 AI289476 AW074381 BF972912 AI991780 
AA889119 AI537472Z39730 A1868953 AI192337 BE812978 BE812939AA1 15248 H99006 A/915784 F08973 T16748 D20468 AA609899 BF081234 
AA115336 BE812B76 BE812972 BE812982 BE813006 BE813019 R43883 BE812981 

AK055915 8E867252 AJ523348 AA765350 BF446858 243675 R19529 AL133837 BG389444 AW382942 BE702956 AA081961 BE835247 BE835308 

BE835295 AA376302 BE645790 AA375690 AA376592 AW954423 N85732 AA249770 AI754416 AA213816 BF592044 AA81 1729 AW514842 

A1S33486 AI096810 AW183016 AI635738 N27524 BE645916 AI247842 AW991230 A1754277 H16814 AI766892 BF108422 AI800361 T95129 

F11313 R97946 R93989 AA375242 BF109388 AI860939 AI680060 AW953899 BF971486 AI972337 AW953841 AA372437 AI216746 H1 1384 

R38484AA249043AA249732 

AW976537 Al 033582 AA837085 AA745261 AA648395 

AK055109 BC019085 AA187684 BG656226 BM023227 AI93231 1 AW264381 AA398371 BM021483 AI432433 Ai375777 AI129580 AW262782 
AA134107 BM023515 AA977504 AI859222 AI348454 R69725 AA975268 BM021207 AL080074 AA1 29218 AW207842 N90581 AA771919 AI092259 
AIQ28416AI074114BG656536BE501677AW193419AA917040 W90430A!342984AI378957AL^ R41226 
R69631 F04125 C02343 AA115589 R56480 AI400988 R54266 R31422 
AW867082 AI458682 H24240 R18426 R14537 

NMJM5720AF219137AI534420AL524055AL537346 AL538442BG765888AL530054 AL525377 BG474596 BG473144 BE251553 BG706099 
AL538039BG703131 BE255806 BF805256 F1 2128 AL566773 B1828686 BF761480 A1204971 BG818818BI199246AL534816BF529941 AA324163 
AL523285 BG914330 H07952 AL534815 BE769903 AI867802 BM310135 AL533702 BE254484 BF528852 BE867462 BE740130 AL134164 
AL5671 15 AL533701 AL524054 AL515904 AL523284 AL568203 ALS34419 BF981 162 BE257148 AL561 B33 

BM310925 AA4261 10 BM310629 BF434286 AW015091 BF475996 AW1 18867 BE675186 AI688568 AJ453594 AW590589 AI652425 A1827969 
BFC56946 AIB02866 AI393380 AM76224 AW590639 AW1 36271 AW5B252 A1524726 AA84376B AA7821 58 AI336058 AJ097532 AW451563 
AA459408 AA459633 AA418444 W23607 BG940150 AI493445 AW054729 AI221929 A1868744 AA21 5405 AA765713 AA621 546 BF928317 
BE464132AI990909AW271459AI262061 AA215404 N74332 BG940151 BG952261 AA972115 W96315AA6B9588R69057BF766886BE769254 
W05240 

BIQQ9308 BI009893 BF922023 BF922909 BF922913 BF922096 BF957733 BE701791 AA456454 AA579876 BF933710 AA091294 Bt007291 
AW905577 AW975593 AA713730 AW836781 AA666384 AA551108 BF594606 AI082382 A1955808 AI679895 A!679385 BF435555 AA586369 
AA551351 AA595822 AA565188 BF808855 AA584921 N86077 AAG01 031 AA633188 AA514764 AA454562 AA551297 AA936109 BE009389 
AW897806 BE815442 BF739374 BI00931 0 BF925422 BF933709 BF922034 BF925465 BI009680 
AW969151 AA53271 8 AA504784 AJ791 1 94 A182193D AJ821485 F37127 AA654206 F27974 

AL079283 BF792530 AA744861 AI871888AI478580A1720775AJ888937 AI808966BE463436BF725510AW575767BF589111 BE855951 
AW1 97232 AW272173 AI480335 BF589044 AA443540 AI420128 A1056029 A1650755 AW274589 AW183510 A1440198 A1271801 AW080345 
AW189506 AW008293 AA884731 AA579802 A(968S45 AJ620822 AI2221 1 7 AA677146 AI346296 B1792788 AA446615 AI183488 AA8971 1 3 
AW271851 AW241299 W90134AA482921 A1049496 AA492010 AA846639 AA9836Q3 AA969293 AI890036 BI254992 AA46351 3 AA476659 
AW673442 AL557763 AA86831 2 H28886 AA778711 AA081838 AI989340 AL557762 N99654 Z28545 N28874 AA442388AW887818AW663156 
BG252539 BG501 262 BG714174 BG499052 AA058524 BE881 198 C75278 R59648 A1829311 AA037656 AW026747 N64518 AW103253 BF529731 
AW241677AW194855AA917531 R96578 H9403B AA856665 T10342 AW4391 12 AC090G44 AA661591 N71704AI474928AU1 52235 D53426 
N21634R59590 R51072R96601 H061 71 AA084440H84 172 AW1 187 14 C04928 W90092AA039267AA 136445 R52391 T66024 BG778916 
AA428153 N41394 AA283839 R96600 H94122 BF743684 AA147009 T65867 Z1 9487 BF697478 
AW971213 AA49392S AA493567 AA876839 AA934462 
T59981 T69924AA078476 

AK074291 AW293424 BE676135 AI832125 BE019146 BE465019 AI761124 AA617778 A1279232 AW575897 AI672039 F28616 BF924261 
AA722184 BF934174 BE004328 AV749301 BE880282BI019798 BJ019389 BF928776 AW8 13409 AV726604 AAU77560 BE272975 BF949119 
AW814195BE879126 A1697926 BF594155 BE205787 BF063513 N35828 AI948557 AI433839 AI379679 BG056182 A1589094 N23123 AA588805 
AW316581 AI080272 AW21 980 AI493318 BF194830 N87590 AA495993 N32996 AA699844 H96845 H96592 N28741 BI035539 BF747723 
BF171066 W01350 H05495 A(243785 Z39622 AA887432 AI350659 R46102 
AA761668 AA573621 R09670 R92814 

BI918715 BF594193 AI073494A1363077 A1656655 AA121979 BF983131 AA491795 BG1 5 2545 Al 350401 BF939121 AI479401 BI493099 BF057693 

A1970550 BF111919 BF448282 BI493100 AW043768 AW006202 AI564010 BF433292 A14S8202 A1954746 BE220962 AI375411 AI361048 

AA1 15853 AI364474 AI669815 AA133407 AI928647 AW016610 AA133334 AA504948 AC91629 A1161208 AA837042 A1867138 AA987255 A1830219 

AU150404 AI680674 AW969901 

AW976442 AA743319 AA766420 

BG1 80OO3 AW975741 AW749865 AA731828 AA731629 

AW974ai2AI82l822AI821820A!821075Al821073AA651643AA651662 

BM472224 Bl 966849 B1966735 AW973032 BI962894 BI963048 AA548765 A1926504 AA041551 AW043754 AI0867O2 AW008105 AA974849 
AW614893 AA553737 AA916996 AW262982 AI580991 BF726843 AV693312 W35325 AA039927 BG460936 AW388482 AW388420 8F374777 
W01360 N94710H87967 

AW051597 AI733052 AI167287 AJ732999 AI566918 AI476787 AI791542 AAB87204 AW025394 M863338 A12402B5 AI791393 
AB018322 BC012480 BI524873 AW655554 AI934469 AI479916 8FD96179 BF096162 BF095132 AA744972 A1951988 AI858339 BE076331 
AA886998 AI570585 AI916688 AI67881 1 AI693109 A1308135 AA669046 AA961064 AI01 8062 HB051 8 BE221942 R52609 A19151 64 AA365626 
244671 BI052776 BF882486 BG286184 AI589558 AA931 663 AA534979 AI275392 AI273455 R52553 AAB29920 H80652 AA360728 F10618 
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421091 24941.2 



441128 20932.1 

406789 OJ) 
410099 16732J 



432745 112643.1 
400253 18977.1 



411605 



420223 
423476 

441054 
429925 



434976 
440191 



440409 
444610 
446091 
431843 



10026.3 



445636 8561.5 



191648 1 
32437J 

2641490J 
33135J 



121716J 
MH790.2 



588375J 
2145292J 
515091J 
445334.1 



400262 18977.1 



AW953666AW176773 H85527 M765570M081927BF093262BG743753 AL037576 AA534314 BE814964 BE973713 N49493 BE006634 
BE006630 AW270037 AA234765 AI334004 BF057179 AIB57450 AI341191 AI434143 AI917449 AW517207 AA255424 AW008334 AA847572 

AK057700 BC015899 BE8671Q8 AL526926 AL527436 BG913023 A1884867 BE858461 AI885227 AI935218 BE645596 AI922406 M778161 

BF345973AW95853AI687121AI336147AI091364AJ769203AW627859BE677432BF439954BG820230^ 

AA932022 BE222881 AW016109 BM352667 BF528099 BG818616 AI935916 AA912295 BG910B87 AL568301 AL567278 BI522445 BI754384 

BG819375 BF835950 M32371 8 AA860955 AID89847 AL520776 AL526045 AL538507 AL5677S8 AL536876 AL574332 BF834531 BF3401 16 

BF835954 AL573997 AL581252 BF957667 AU80170 AW952324 AL569382 AW148695 AL559234 BG034270 BI9 1 3839 AL581 327 AL5GS842 

H43568 BF945188 AL559686 AL539326 T15481 AW895092 AL582684 BI519896 

BC014072 8E328850 AI356567 AJ148171 AI022165BG1 49661 BFC00671 AA233101 AA573721 AA447991 AW016855AI005068 AA554071 
BF478215AA906902AW014761BE905651 BE512923BM047129 AA243852 M232991 AA127550AA1 27551 AA570256AI473237BF033706 
N90525 AW973623 AI359627 BG674574 BE903322 Ub 
AKM1403 249148 

AK055674 AW965247 AV751598 AA290926 R53043 AA331387 AK056148 B1917678 BG819395 BG91 1971 BG820167 AI174254 AA348720 
AA364503 BG714279 AW393230 AA081774 H24222 AV727176 BF875715 AA081630 BE000834 AA334880 AL563737 BG029709 W52882 
AI439658 BE551 237 AA283724 BF1 09530 AI457096 AI805992 BE467736 AA693467 AI697593 AI887863 AI167419 AW901980 AW901768 
BE702179 AA484549 T23811 BE327043 AA716027AA917004 AA1677J4 BF339675 AA084618 AMI 8634 T31566AA436630Af366472AA706191 
A1422304AI204899A1041169AA211402AW827081M788593 T32736AI767935 M747914T^ 

AW993370 AW901977 AW902071 W60090 N79906 D52685T07735 BE702069 BE702172 TQ8671 BE767121 BE767117 BE7671 1 13 AWS0198Z 
AA65B826AI821925AI791191AA635129AA564492 W 
Z11692 X51466 NM.0019S1 M19997 BI224253 BG830478 AU1 22147 AU123437 BG113591 BG752624 BE886804B1868669BG337216 AW629935 
BM016525 AI560409 AL562866 AI909178 BF849S56 AA371735 BF038841 BF727115 BC005547 BG757526 AL555664 B^613^G7700M 
mXABS BIS17580 BG876486 BI01 1 828 AI31 3235 BG831724 BF869882 BG99B348 BI011834 BF888337 BF898627 BF092380 AW803215 F01241 
BF805719 BG876487 AW498536 BF988866 BG998849 AA248724 BG829202 BG756456 BG032392 BI859287 BM016990 ^2369 B&W&S 
BE166758 BM452445 A1937808 AW026128N23684 AW006041 AI337621 F33111 BF344301 BG1 05450 BG387343 BF559547 BF1 54671 
BM007368 BF569385 BE772007 61199487 BF761700 BI261519 BF944452 BF898506 A1038390 BM044934 AW381 142 BG743618 BE769206 
BE893973 BI015047 BF886479 BF761350 BE769769 BG7661 17 BF847365 BE397834 AW371 121 BF089125 BE082996 BF183193 BG180964 
BF089940BI000274BG255503BG674499BG774174BI015084 

BG256892 H10532 N46614 R52610 AW977696 BM460488 W56819 BI042183 BG977498 BE767451 BF870009 BG477472 R61137 R14274 R20259 
R09686 BI838226 BF034269 AA429173 BE741829 AW867495 Al 123683 A W006B31 BE831 162 AW452753 AV742717 W86152 BF115102 AI633815 
BF921562 AA094230 BE092587 W86151 AA526153 AI672156 BF914496 R 12579 BF852352 AA699780 T57386 BF903022 R09933 MCT8298 
BF339388 AI345516 BG391 657 BE708967 BG026034 BE261703 H56716 H65572 H93801 T48830 R96953 R95989 R39707 BE667593 AA090310 
AA090672 

N27807AA256634BE276324 

AF263306 BF951698 T66089 F11783 F11794 H29379 R19493 H18042 AL133995 AW134660 A1299437 M057405 AA917450 AI002692 T09262 
R43839 H 29290 T 65008 N78357 
AI221207 A16S9856 AA913591 AI220302 

NMJD00786 U23942 B1601050 BG771947 BG773455 BI561558 BW60206 BG714348 BM126447 AU129411 AU129401 AL1 19303 AV724389 
AU099323 AU127089 BG701614 BM150364 D55653 AV702235 BE090408 AU 151 526 AW1 49661 BG054754 W42624 W52098 AV709923 W79867 
So A ^L^S^^ E182318 ^128040 AI693998 AW615411 AW070426 A11 24550 AW778736 AA477781 AW63013 
AI459619AA860513 BF809548 AA643635 AA864975 H42020 AW901189 AA904786 BF432722 BI916393 BM470755 B1333211 AA095636 BI256415 
U47727 BG773392N58531 AA226450 BG679564 AA292178 VV56883 BE813131 C03646 BG287974AA386261 H47580^Sl1 
BI869421 BG502073BG425943 W37290 W31363 BE004451 BF208311 Bf048717 N78122 AA226597 AI525334 
AI953821 AA657925 AA935436 AW975068 

n^^n^i^ZJ ^2261 BC009497 BM461705 BG470749 BG826905 BG285127 BI253235 BE397026 BG704967 AW961225 BM352817 
BI227161 BG820180 AA454463 AA255685 N31549 AA326504 BC019924 BG257230 BI092368 B1869896 BG251883 BF034444 BG286577 
BE260391 AA599912 BF686779 AI755222 AA452272 AW241 170 AU156565 F28259 T1 6319 AA362506 NS4153 BM016416 BM458963 BG739972 
AW29565BE268285BE857433BM011110BG285856Al922439BE270975AL119339Bra56085AI^^^ 

A1129627A1546640BE392285AHJ92843 AI371057 BE302410 A1608753AW674261 AI750057AI052649 W7822AL516249AI589903BG258439 
^i^^Slf M778101 AA243218 AW498837 AA74831 1 AT754395 T 15728 AA775369 AA858195 W73625 AA216784 AW513778 AW24395B 
AI061112 A1783806 AL569622 AA070466 BF229936 N58159 H80288 N32598 K80293 H80279 AL581253 AW571884 A1361698 AW073321 
AA876464 H95640 T34421 AA331419 N99897 H80274 BI2621 20 AA205B26 AA070716 AA653206 AA653483 BG38981 1 W20432 AA670295 
AA653197 D51888AA362527BG056668AW118162AW073071 BE293868 BF792321 BF792258BG107176T56604BM1 93566 H03238AA61 8045 
AA906OO4B«^ 

^I^^^^W 772 Al309185 m 5122 Al200785 BE467373 B M 35 2502 AI304400 A1193071 AI742483 AW003408 AI400201 AC56740 
*S^II^fSSf^S2i 7 S?^5? 3e9 AWWIB1 m AW54340 AW20S1O3 At262491 AI808243 AI281CKy7 AI0S1Z73 AHKM801 AW768918 AW103289 
AI474637 A1264446 AI699509 BE704420 AA989278 AA918256 AA830956 AA989425 AA91 1929 AA262598 BE740563 BE727592 BE781003 
BG030940 BE256750 W23528 AL517059 H95714 W00970 H74304 W32684 H38210 BE617658 AW593584 AA580593 H94863 N69544 AA181762 

J^TS? 2 R76858 M022948 AW770291 R50934AA205918R97811 H40328 R86252AA936029 A1813809 AA933607AA129895 
^f^61 AA714393 ' M775006 AA653439 AA983808AA743251 AA401150 AA581651 AA555005 AA554408 D51494 C13991 D51478 D52Q07 
AA489663 D52138 D51696 D55942 052740 AI000118 AL516304 A1534259 N54940 AL579194 A1669399 AI342925 BE939201 AA633000 B022963 
A1619676 AW190306 BF035010 AW087B97 AI864969 T57243 R4821 1 M1 13880 R26594 C14467 C14444 BJ195459 BE896346 BEOT780 
A1568073 BG389833 BE891549BI223147AW381001 AA448464 AW799744 AA412194 AA948107 AA927157AA983841 BF752571 BE731304 
A1380443A)240173M977516AA884643AW079380AVW94316AI9137« 
AI174783 R12271 R83569 
AI274757AI559500AW022192 

AW970134 AA516420 AA543007 BG057526 BI001430 AI498371 D50181 D81004 D60382 C15876 N91070 C14815 C15068 D80763 C14818 
C15161 D601B4D80656 

X5146B NM - 001961 M19997 Bl22 4253 BG830478 AU122147 AU123437 BG113591 BG752624 BE886804 BI868669 BG337216 AW629935 
BM016525A1560409AL562866AI909178BF849556AA371735BF038841 BF727115BC006547 B6757fi26Al555fi64BSt3MBG7W096 
BI033486 B1517580 BG876486 BI0 1 1828 AI313235 BG831 724 BF869862 BG998348 BI01 1 834 BF888337 BFB98627 BF092380 AW803215 F01241 
BF805719 BGB76487 AW498536 BF888866 BG998849 AA248724 BG829202 BG756456 BG032392 BI859287 BM016990 BG332369 BE933685 
BE166758BM452445AI937808AW026128N23684AW006041 Al 337621 F33111 BF344301 BG1 05450 BG387343 BF569547 BF1 54671 
BM007368 BF569385 BE772007 BI199487 BF761700 BI261519 BF944452 BF898506 AIO38390 BM044934 AW381142 BG743518 BFJ69206 
BE893973 BI015047 BF88B479 BF761350 BE769769 BG7661 17 BF847365 BE397834 AW371 121 BF089125 BE082996 BF183193 BG180964 
BF089940BI000274BG255503 B6674499BG774174BI015084 



TABLE 68C 



Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Idenfifier (Gl) numbers. Dunham I. et a).' refers to the publication entitled The DNA 

sequence of human chromosome 22/ Dunham I. et at, Nature (1999) 402:48*495. 
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Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nucteolide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposition 


403047 


3540153 


Minus 


59793-59968 


401424 


8176894 


Plus 


24223-24428 


401451 


6634068 


Minus 


119926-121272 


401747 


9789672 


Minus 


118596-118816,119119-119244,119609-11976 


404632 


9796668 


Plus 


4509645229 


403046 


3540153 


Minus 


55707-55859.55369-56511 


404922 


7341893 


Plus 


13248-13428 


401519 


6649315 


Plus 


157315-157950 


401197 


9719705 


Plus 


176341-176452 


401866 


8018106 


Plus 


73126-73623 


405387 


6587915 


Minus 


3769-3833,5708-5895 


403752 


7678857 


Plus 


33704-33828 


404210 


5006246 


Plus 


169926-170121 


401785 


7249190 


Minus 


165776-165996.165189-166314,166408-16656 


406214 


7342036 


Ptus 


86320-86523 


403532 


8076842 


Minus 


8175M1901 


400860 


9757499 


Minus 


151830-152104.152649-152744 


404913 


7341740 


Ptus 


97717-97976 



Table 69A lists about 200 genes that are unregulated In human umbilical vein endothelial celts (HUVECJ compared to normal body fissues. These genes were selected from 59680 
probesets on the Eos/Affymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this analysis was expressed as average Intensity (A!), a normalized 
value reflecting the relative level of mRNA expression. 

Table 70A fists about 148 genes that are downregutated using the mean of vessels (veins and arteries) compared to the mean of HUVEC These genes were selected from 59680 
probesets on the Eos/Affymetrix Hu03 Genechip array. Gene expression data for each probeset obtained from this analysis was expressed as average intensity (Al), a normalized 
value reflecting relative level of mRNA expression. 

TABUE69A: 

Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene fJtte 

R1: RaOo of the mean of HUVEC ATs to the mean of the normal body tissue Al's 



Pkey 


ExAccn 


UnigenelD 


Unigene Title 


R1 


424806 


AA382523 


Hs. 105689 


MSTP031 protein 


1.51 


418036 


Z37976 


Hs.83337 


latent transforming growth factor beta b 


1.94 


444381 


BE387335 


Hs.283713 


ESTs, Weakly similar to S64054 hypolheti 


1.60 


442802 


All 33035 


Hs.8728 


hypothetical protein DKFZp434G171 


1.73 


417944 


AU077198 


Hs.82985 


collagen, type V, alpha 2 


1.48 


410480 


R97457 


Hs.63984 


cadherin 13, H-cadherin (heart) 


1.91 


452516 


AA05B630 


Hs.29759 


RNA POLYMERASE I AND TRANSCRIPT RELEASE 
protease, serine, 23 * 


1.59 


425139 


AW630488 


Hs.25338 


1.63 


402463 






NM_014624:Homosapfens S100cakaum-bind 


1.50 


423798 


AF047033 


Hs.132904 


solute carrier family 4, sodium Wcarbon 


1.31 


412568 


AI878826 


Hs.74034 


caveo&n l.caveotaa protein, 22kD 


1.53 


419948 


AB041035 


Hs33847 


NM.016931:Komo sapiens NADPH oxidase 4 ( 


206 


447526 


AL048753 


Hs.303649 


small inducible cytokine A2 (monocyte ch 


2.10 


446500 


U78093 


Hs.15154 


susW-repeat-containlng protein, X chrom 


1.67 


441457 


AW996651 


Hs.43838 


ESTs 


1.30 


40B296 


AL117452 


Hs.44155 


DKFZP586G1517 protein 


1.61 


41B994 


AA296520 


Hs.89546 


seiecfJn E (endothelial adhesion molecul 


1.87 


413795 


AL040178 


Hs.142003 


ESTs 


1.64 


441689 


AI123705 


Ks.28906B 


ESTs 


1.44 


412567 


AI750979 


Hs.74034 


Homo sapiens clone 24651 mRNA sequence 


175 


424432 


AB037821 


Hs.146858 


protocadherln 10 


1.65 


432673 


AB026859 


Hs378605 


Dnal (Hsp40) homobg, subfamily B, membe 


1.31 


418683 


U90908 


Hs.87241 


hypothetical protein from clones 23549 a 


1.42 


453085 


AW954243 




WAA0251 protan 


1.47 


438887 


R68857 


Hs.265499 


ESTs 


1.49 


436729 


BE621807 




transmembrane 4 superfamily member 1 


1.91 


400494 






ENSP00OOQ23897(T:CIG30 (Fragment). 


1.34 


442506 


BE566411 




ESTs 


1.54 


425023 


AW956889 


Hs.154210 


endomelia! differentiation, sphingolipi 


1.55 


414476 


AA301867 


Hs.76224 


EGF-con taining fibutin-like extracetlula 


Z65 


452933 


AW391423 


Hs.288555 


Homo sapiens cDNA: FU22425 fis, done H 


1.62 


422389 


AF240635 


Hs.1 15897 


protocadherin 12 


1.38 


417124 


BE122762 


Hs.25338 


ESTs 


2.13 


433681 


AI004377 


Hs.200360 


Homo sapiens cDNA FU13027 hs, done NT 


1.31 


419983 


W55956 


Ks.94030 


Homo sapiens mRNA; cDNA DKFZp586E1624 (f 


154 


414776 


AA155598 


Hs^12839 


hypothetical protein FU14195; KIAA1714 


1.51 


450534 


AI570189 


Hs.25132 


KIAA0470 gene product 


143 


449618 


AI076459 


Hs.15978 


KIAA1272 protein 


1.42 


446098 


AW072215 


Hs.208470 


ESTs 


153 


413281 


AA861271 


Hs.222024 


transcription factor BMAL2 


140 


448674 


W31178 


Hs.154140 


ovary-sped fc acidic protein 


147 


407061 


X97748 




gb:H.sapiens PTX3 gene promotor region. 


1.33 
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434846 AW295389 Hs.119768 ESTs 1.29 

408570 AL046406 Hs.103483 K1AA1798 protein 1.47 

436772 AW975688 n^taDothlonein1E(funclronal) 1.81 

453789 AAB28517 Hs.118502 ESTs 1.41 

5 424259 AK001776 Hs.143954 hypoihefcal protein FU10914 1.35 

441020 W79283 Hs.35962 ESTs 162 

401234 mitogen-aclivated protein kinase 8 inter 1.48 

420174 AI824144 Hs.199749 ESTs 1.75 

445684 AK001696 Hs.13109 Ran binding protein 11 1.49 

10 418693 AI750878 Hs.B7409 thrombospondin 1 1.89 

426535 AU077012 Hs.2885B2 ESTs, Weakly slmiiar to ubiquitous TPR m 1.77 

412330 NM-005100 Hs.788 A kinase (PRKA) anchor protein (gravm) 2.02 

412646 NM.006825 Hs.74368 transmembrane protein (63kD), endopiasmi 1.64 

434523 AA703709 Hs.23410 transtrxase of inner mitochondrial membr 1.26 

15 433376 AI249361 Hs.74122 caspase 4, apoptosis-retated cysteine pr 1.49 

422099 AA156022 Hs.111518 hypothetical protein 1.56 

449394 AA004368 Hs.18160 Homo sapiens cDNA FU1 1550 fis, done HE 1.54 

445119 AF035121 Hs.12337 kinase insert domain receptor (a type li 1.40 

438142 T90309 Hs.269651 ESTs 1.45 

20 437478 AL390172 Hs.317432 branched chain aminotransfefasel.cytos 1.44 

422809 AK001379 Hs.121028 hypothetical protein FU10549 1.42 

453459 BE047032 Hs.257789 ESTs 1.51 

442711 AF151073 Hs.8645 hypothetical protein 1.42 

428428 AL037544 Hs.184298 <^n^er^ndentWnase7(h<)rnotogofXe 1.32 

25 400288 X06256 Hs.149609 integrin. alpha 5 (fibronectin receptor, 2.67 

417640 D30857 Hs.82353 protein C receptor, endothelial (EPCR) Z47 

407252 AA659037 Hs.163780 (AB075832) KIAA1952 protein [Homo sapien 1.76 

418825 AA228881 Hs.22394 rrypothebcai protein FU10893 1.40 

417805 U3B545 Hs.82587 phasphdipaseD1,pliophatidylchoIine-spe 1.35 

30 426828 NMJW0020 Hs.172670 activtn A receptor type IWike 1 1.55 

415714 NM_002290 Hs.78672 laminin, alpha 4 1.90 

446984 AB020722 Hs.16714 Rho guanine exchange (actor (GEF) 15 1.71 

421778 AA428000 Hs.283072 acfin related protein 2/3 complex, subun 1.88 

421218 NMJJ00499 Hs.72912 cytochrome P450, subfamily I (aromaBc c 1.75 

35 452298 AI039243 Hs.278585 NM_024755; Homo sapiens hypothetical pro 1.86 

434596 T59538 gb:yb65g1is1 Stratagene ovary (937217) 1.52 

412351 AL135960 Hs.73828 T-cel! acute lymphocytic leukemia 1 1.61 

433374 AI821409 Hs.304471 EST 1.45 

_ A 429113 D28235 Hs.196384 rroslaglandtn-endoperoxide synthase 2 (p 2.14 

40 423099 NM.002837 Hs.123641 protein tyrosine phosphatase, receptor t 1.50 

435705 AA782114 Hs.28043 ESTs 1.53 

456999 AA319798 Hs^98581 eirkaryctic tjanstation elongation factor 1.52 

453983 H94997 Hs.16450 ESTs 1.94 

406506 Target Exon 1.97 

45 424503 NMJW2205 Hs.149609 integrin, alpha 5 (fibronectin receptor, 232 

452924 AW580939 Hs.97199 complement component C1q receptor Z36 

426696 AW363332 Hs. 171844 NM.006505 Homo sapiens poTwvirus recept 1.61 

418941 AA452970 Hs239527 E1^55kDa-associated protein 5 1.41 

450152 AI138635 Hs.22968 intronofVEGFR 1.70 

50 437269 AA334384 Hs.149420 ESTs 1.60 

445279 R41900 Hs.22245 ESTs 1.59 

409509 AL036923 Hs.322710 ESTs 1.52 

410240 AL157424 Hs.61289 synaptojartin 2 161 

424711 NMJ05795 Hs.152175 caWtonin receptor-like 1.96 

55 449318 AW236021 Hs.78531 Hcmo sapiens. SlmHar to WKENcflNA 5730 1.81 

407862 BE548267 Hs.337988 Homo sapiens cONA FU10934 fis, clone OV 151 

410057 R66634 Hs.268107 muffimerin 1.85 

446727 AB011095 Hs. 16032 K1AA0523 protein 1.67 

412564 X83703 cardiac ankyrin repeat protein 1.51 

60 414785 A1246482 Hs.243010 Homo sapiens ras homotog gene famBy, me 1.71 

410276 AI554545 Hs.71832 angiopoietin-2 1.91 

406627 T64904 Hs.163780 ESTs 1.76 

405025 Bone morphogenefic protein 6 1.69 

„ 422648 D86983 Hs. 118893 Melanoma associated gene 2.33 

65 452852 AK0O1972 Hs.30822 hypothetical protein FU1 1110 1.78 

427912 AL022310 Hs.181097 tumor necrosis factor (ligand) superfami 1.79 

432004 BE018302 Hs.2894 placental growth factor, vascular endoth * 2.02 

430129 BE301708 Hs.233955 hypothetical protein FU20401 1.93 

„ 429276 AF056085 Hs.198612 Gproteirwoiipled receptor 51 1.65 

70 407704 BE315072 Hs.78768 maOgnant cell expression-enhanced gene/ 1.48 

448694 AA478756 Hs.194477 E3 ubiquitin Rgase SMURF2 2.01 

434398 AA121098 Hs.3838 semmmducfrle kinase 1.83 

416851 AW963951 Hs.85618 ESTs 1.65 

412420 AL035668 Hs.73853 bone morphogenetic protein 2 1.69 

75 416179 R19015 Hs.79067 MAD (mothers against decapentaptegic, Dr 1.71 

450689 A1369275 Hs.243010 Homo sapiens cDNA FU14445 fis, done HE 1.86 

416658 U03272 Hs.79432 fibrillin 2 (congenital contractural ara 1.65 

425235 AA353113 Hs.112497 Homo sapiens cDNA: FU22743 6s, clone H 1.83 

428206 AB020643 Hs.183006 K1AA0836 protein 1.77 

80 412755 BE144306 Hs.179891 ESTs, Weakly similar to P4HAJ1UMAN PROLY 100 

456977 AK000252 Hs.169758 hypothetical protefn FU20245 1.61 

456977 AK0D0252 Hs.169758 hypothetical protein FU20245 1.61 

427897 NM_017413 Hs.303084 apetin; peptide ligand for APJ receptor 1.94 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



425234 


AW152225 


Hs.165909 


444409 


AI792140 


Hs.49265 


421340 


F07783 


Hs.1369 


445701 


AF055581 


Hs.13131 


444009 


AI3B0792 


Hs.135104 


409220 


BE243323 


Hs.51233 


416940 


N75620 


Hs.43157 


418922 


AW956580 


Hs.42699 


431548 


AI834273 


Hs.9711 


434927 


H46612 


Hs.293815 


434556 


AW264102 


Hs.39166 


438183 


BE263252 


Hs.6101 


428438 


NMJ01955 


Hs.2271 


453365 


AA035211 


Hs.17404 


418058 


AW161552 


Ms.83381 


439410 


AA632012 


Hs 18874R 


453467 


AJ535997 


Hs.30089 


420209 


AA256444 


Hs. 126485 


417933 


X02308 


Hs 82962 


436420 


M443966 


Hs.31595 


414430 


A1346201 


Hs 76118 


412140 


AA219691 


Hs.73625 


442104 


L20971 


Hs.188 


425397 


J04088 


Hs 156346 


418506 


AA084248 


Hs.85339 


413745 


AW247252 


Hs.75514 


405121 






425811 


ALO39104 


Hs.1 59557 


415765 


NM.005424 


Hs.78824 


431089 


BE041395 


Hs.156110 


421937 


AI878857 


Hs. 109706 


408669 


AI493591 


Hs.78146 


416815 


U41514 


Hs.80120 


416203 


X54942 


Hs.83758 


408243 


Y00787 


Hs.624 


416054 


NM.002318 


Hs.83354 


407891 


AA486620 


Hs.41135 


407891 


AA486620 


Hs.41135 


436032 


AA150797 


Hs 109276 


439382 


BE247684 


Hs.103070 


419172 


AW338625 


Hs.22120 


442006 


AW975183 




447560 


AF065214 


Hs 1B85B 


432128 


AA127221 


Hs 296502 


417426 


NMJM2291 


Hs.82124 


434217 


AW014795 


Hs.23349 


439265 


AL 134430 




442923 


AW248322 




433001 


AF217513 


Hs 279905 


418741 


H83265 


Hs.8881 


442573 


H93366 


Hs,7567 


422544 


AB018259 


Hs 118140 


449722 


BE260074 


Hs 5^QRn 


413794 


AF234532 


115.0 1 OOO 


422603 


BE242587 


Hs. 118651 


406954 


M21305 




448231 


AI701916 


Hs 202509 


408989 


AW361666 


Hs.49500 


429663 


M68874 


Hs 21 1587 


418738 


AW388633 


Hs.6682 


418185 


AW958272 


Hs 347326 


417308 


H6O720 


Hs.81892 


407975 


X89426 


Hs.41716 


420256 


U84722 


Hs.76206 


400666 






431728 


NMJJ07351 


Hs.268107 


440086 


NIVL0054O2 


Hs.288757 


413132 


NM_006823 


Hs.75209 


451979 


F06972 


Hs.27372 


415138 


C18356 


Hs.295944 


414577 


AI056548 


Hs.72116 


444330 


AI597655 


Hs.49265 


422424 


AI186431 


Hs.296638 


400289 


X07820 


Hs.2258 


418007 


M13509 


Hs.83169 



ESTs, Weakly similar to 08022 hypolheu* 1.74 

ESTs 1.88 

decay accelerating factor for complement 1.74 

lymphocyte adaptor protein 2.18 

ESTs 1.90 

tumor necrosis factor receptor superfaml 2.16 

ESTs 2.03 

ESTs 2.09 

novel protein 1.81 

Homo sapiens HSPC285 mRNA, partial cds 214 

ESTs 1.93 

hypothetical protein MGC3178 Z05 

endotheKn 1 2.46 

SOX7 SRY (sex deterrnining region Y>box 220 

guanine nucleotide binding protein 1 1 2.26 

ESTs 1.93 

ESTs 239 

hypothetical protein FU12604; KIAA1692 1.84 

thymidyiate synthetase 1 .70 

ESTs • 1.97 

ubtquttin cartxjxyMerminal esterase LI 1 .93 

RAB6 Interacting, kinesin-fike (rabkines 1 .80 

pr«sprKxfiesterase4B,cAMP-specific(dun Z03 

topoisomerase (ONA) II alpha (170kD) 1.58 

G protein-coupled receptor 39 1.81 

nucleoside phosphorylase 1.99 

mitogen-actjvated protein kinase 8 Inter Z99 

karyopherin alpha 2 (RAG cohort 1, impor 1.76 

tyrosine kinase with irnrmmoglobufin and 2.13 

ESTs, Weakly similar to unknown protein Z71 

hematological and neurological expressed 1.65 

plateletf endothelial cell adhesion molec Z39 

UDP-N-acetyl-aiprta-[>^aladosamine:pdyp 1.77 

CDC28 protein kinase 2 1.57 

interteukin 8 Z09 

lysyt oxidase-Gke 2 2.42 

endomucin-2 Z34 

endomudn-2 2.34 

latexin protein 224 

ESTs Z07 

ESTsisimilar to TRANSMEMBRANE 4 SUPERF 2.00 

ESTs, WeaWy similar to S72482 hypothetf Z33 

phospholipase A2, group tVC (cytosofc, Z1 1 

ESTs Z27 

laminin, beta 1 2.11 

ESTs Z03 

Homo sapiens cDNA: FU231 97 fis, done R Z08 

ESTs. Weakly simitar to unnamed protein 1.57 

doneHQ0310PR00310p1 160 

ESTs, Weakly similar to S41 044 chromosom Z37 

branched chain aminotransferase 1, cytos Z55 

KIAA0716 gene product Z09 

cycEn B1 1.76 

myosin X Z01 

hematopoteficalry expressed homeobox Z1 5 

gb:Human alpha satellite and satellite 3 3.08 

ESTs Z27 

KIAA0746 protein 1.43 

phoschoGpase A2, group IVA (cytosolic, Z67 

solute carrier family 7, (cationic amino Z18 

intercellular adhesion molecule 2 260 

WAA0101 gene product 1.86 

endothelial cell-specific molecule 1 Z92 

cadherin 5, type 2, VE-cadherin (vascula Z92 

NM_002425:Homo sapiens matrix metallopro 259 

muIBmerin 2.72 

v-rai simian leukemia viral oncogene horn 225 

protein kinase (cAMP-dependent, catatyfj 1 .76 

endothelial tyrosine kinase (Etk) (BMX), 3.37 

tissue factor palhway Inhibitor 2 3.11 

hypothetical protein FU20992 similar to 111 

ESTs 3.O8 

prostate differentiation factor 296 

matrix metafioproteinase 10 (stromerysin 4.84 

matrix metalloproteinase 1 (Interstitial 1 1.91 



TABLE 69B 

Pkey: Unique Eos probeset identifier number 
CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey 



CAT Number Accession 
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4530B5 10017J 



436729 6624J 



442506 29197J 



435772 
434596 
412564 



442006 



1239464.1 

14701J 

18571J 



1239046J 



BC017338 BG716430 8G501288 BI458528 A1582223 N98532 AI338138 AI273442 AW102617 AA831177 AA745642 AA412583 AA355375 
BG547492 AW954243 BI766546 B6057641 AI192435 AI338935 AI312651 AI708679 AI191 1 25 AI206832 AA676899 AI078010 A188871 8 AA452830 
BF445542 N69930 AA71 5017 BF446713 BE046B52 AW771909 AA907729 A1143749 AI761290 AA890233 BF925759 AJ78371 3 AI767267 AA814538 
W56778 AA91 8481 BG743526 BE645242 AI025328 AI298436 A1290445 H27710 AI475034 BG740023 A1090348 AI340003 BI602481 W38495 
AI183314 AI927418 B6397181 AA878310 W19369 W56507 C05751 AW380760 AW380770 AW380790 BF930729 H28425 M037326 AA375805 
X756B4 AL573167 AI445461 AJ453743 AI983655 AI564644 AA977180 AI694111 AI591358 AW071625 A1678712 A1720939 AI927769 BE439796 
AI963432 AA292956 AW1 92593 AI865838 AI696905 A1424384 AI16131 2 AI91 1921 AI597801 BI494959 AI240988 AI492554 AW262737 BE044033 
AWD03570 AW629505 BI494958 AA088439 AA706057 BF222B20 BF593608 BE501957 AA524526 BE0441 34 AW572531 AW01 5724 BE349186 
AA043217 BE219784 AI799814 AA129575 AI671727 AI470033 BE646195 AW779725 AA903050 AA147228 AA404570 AI07SB78 W38161 AI972739 
AW673152 AA723200 C06123 BF057147 AA627686 AA157944 AI990245 AA662517 T32487 AI800106 A1333170 AI859160 W45410 AI990827 
AW275048 AA182640 AA47B328 AI29B935 AW085158 AW471421 AW1 03470 AW300456 AW191997 AI823466 AA962397 AA1 36658 AI251817 
AW339104 AA724739 AA411 100 AA191349 AA757735 AA037696 AT769516 AW772283 AA010631 AI592846 AI061065 H80983 R79933 AJ950693 
AI245632 AI349390 AA148284 A1798502 AA487893 AI621320 AW194272 C06365 AA953883 BE858936 AI91 8523 A1872628 AI927217 AI453453 
AI189366 AW338678 AI261 359 A1500576 BF477735 A1032569 A1972899 AI985583 Z28771 AJ363829 AI693030 AA603586 BE77348B AW339301 
BE773489 BE773462 BE773495 AI650338 BE773499 A1745717 BE81 1475 BE81 1470 BE811464 BE81 1418 BE811415 BE811400 BE811398 
BE81 1388 BE81 1 352 BE773501 BE773494 BE773486 BE773474 BE773473 BE773470 BE773461 BE81 1350 BE81 1337 BF593847 BG055071 
AW675302 BF003068 AA719173 BE81 1 348 AI582462 AI686240 BE773500 AI244845 AI565439 AI918453 A1472527 AI446740 AA035576 AA1 914 14 
AW6741 45 C05782 A1589264 D57558 AI468237 AI432033 AA989662 R21752 BF002457 AA988297 AL574095 AL576200 AL571 074 AL574525 
AL578810 BG49B381 A1928364 BE879732 AA479834 AA479712 C17732 BM091258 BF843901 AW820230 C17476 BE327120 AA129574 
AA136645 BF843900 AW806193 AA502832 AA649494 AL568520 AL547960 BE706937 BE811360 BE77349B BE811401 BE773484 BE811437 
BE81 1380 BE811399 BF997171 BF757734 BE926037 A1377596 C061 1 1 AW08896B BE81 1404 BE81 1472 AI865912 AI925607 A1871950 AI09351 0 
BE905927 BE811435 M191387 AW772000 BE811453 BE614379 BF844522 BKJ44896 AI744233 AW984527 C17504 BF843883 AI248307 
BE773483 AI567995 W60075 BF941 183 AI738844 BE81 1458 BE773481 AJ26293Q AA948565 BE706942 BE156360 T65026 AW242958 AW197954 
BE9051 84 AA722206 AI344943 AI348877 A! 334860 BE621 857 BE 156280 AA454099 AA037722 BF843B97 AW8061 83 AA04321 6 B6482896 
AA182734 AA877242 AW372926 H27252 R381 14 BF851858 BE1 5621 4 AA1 90427 T91762 AA035067 AA837326 T10930 BF906587 B1755027 
BG506731 BC008442 BC010166 AL550134 AL553096 AL548700 AL550751 AL547978 AL545286 ALS40643 AU118627 AL601379 BI259821 
BG741766 BI866522 AU135866 BI552770 B1259210 BI256520 BI255569 BG485098 BI258228 BG498501 BM044512 AU133984 AL556586 
BE74S111 BI222633 AU133917 BG288151 B1260715 BI550550 BG500773 BI551761 BG707601 BI81B593 BF691383 BG721129 BG541578 
BE906666 BG751098 BI224135 BG400746 BG478065 BE790436 AW080238 AU137549 BG429896 BE392486 AW961686 BG721056 8E908365 
BE546G56 BG541235 AW583735 BG528290 BI260895 AW651691 BM048974 BM043805 BG142185 AA31518B AI446615 C063O0 BG497644 
AA088544 A1815987 BG528631 BE619182 AW239185 AW062910 AW062902 AA347236 F11933 AA488005 AA301631 AA376800 D56120 
AA343532 AA308636 F00242 AA376086 AA316968 AA343799 BIB70221 BE910282 BG538748 AW960564 AV732879 D16B54 AA19251 9 BF922148 
AA216013 BG624091 BE544387 BG507008 AW1 76446 BF790033 BE088925 BE088354 AA921353 R21800 AA01 1222 T97525 
NIUL002640 L40377 BG227962 AI925897 W60100 BG980023 AA853496 AA3604O1 AW956168 W61361 A1074846 AA373798 BG193973 BG499418 
BF816267 AI675932 BG611734 BG777123 AW449485 BF912016 BE56641 1 BM068728 AW976385 AL121194 AI767324 BM054718 AW366882 
AA156151 Z25109 C05177 AW975688 AA731053 N67084 
AF1 47374 T59538 T59589 T59598 T59542 

X83703 NM 014391 BC018667 AU139209 BE924924 BE924899 BE924977 BE924985 BE924947 BF229055 BE924917 BE924938 BE812621 
BE924937 AA969184 BE924898 BF229066 BF229054 BF081177 BE924934 BF229040 BE925037 BE92501 1 BG943776 M488072 AA486364 
Z36249 AW455806 AW582753 BF081 1 31 BE92491 0 BF229058 BF081 172 BE924956 AW378093 BF081 132 BF081 168 BE812736 BE812738 
BF081165 C04160 C04483 BF229048 
AW9751 83 AA973583 AI365103 AI699495 AI301787 



TABLE 69C 

Pkey. Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank identifier (GO numbers. "Dunham, el at" refers to the publication entitled The DNA sequence of 
human chromosome 22* Dunham, et ai. (1999) Nature 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 
N ^.position: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposifon 


402463 


9796B96 


Minus 


8818-8952 


400494 


9714719 


Rus 


169845-170272 


401234 


9929642 


Plus 


120173-120337 


406506 


7711374 


Minus 


6843-8077 


405025 


7107727 


Plus 


105267-105343.106184-106294,106387-10653 


405121 


8102330 


Minus 


3581S-36004,365B7-36684 


400666 


8118496 


Pius 


17982-18115,20297-20456 



TABLE 70A 








Pkey: 


Unique Eos [ 


irobeset identifier number 




ExAccn: 


Exemplar Accession number, Genbank accession number 




UnigenelD 


Unigene number 






Unigene TltteUnigene gene CUe 






R1: 


Ratio of the mean of the vessel Al's to the mean of the HUVEC Al's 




Pkey 


ExAccn 


UnigenelD 


Unigene Tifle 


R1 


428928 


BE409838 


Hs.194657 


cadherin 1 , type 1 , E-cad herin (epithet! 


0.99 


439180 


AI393742 


Hs.199067 


v-erb-b2 avian erythroblastic leukemia v 


1.06 


412636 


NM_004415 




desrnctf akin (DPI, DPll) 


1.25 


426158 


NMJM1982 


Hs.199067 


v-erb-b2 avian erythroblastic leukemia v 


1.36 


414320 


U13616 


Hs.75893 


ankyrin 3, node of Ranvier (ankyrin G) 


1.50 


417878 


U90916 


Ks.82845 


Homo sapiens cDNA: FU21930 fis, done H 


1.55 


414572 


AU077174 


Ks.288181 


cathepsinH 


1.64 


415314 


N88802 


Hs.5422 


glycoprotein M6B 


1.70 


431103 


M57399 


Hs.44 


pleiotrophin (heparin binding growth fee 


1.75 


406973 


M34996 


Hs.198253 


major histocompatibility complex, class 


1.88 


456974 


M12529 


Hs.169401 


apoRpoprotein E 


1.90 


430560 


228942 


Hs.243960 


N-myc downstream-regulated gene 2 


1.91 


406828 


AA419202 


Hs.84298 


CD74 antigen (invariant polypeptide of m 


1.97 


422048 


NMJM2445 


Hs.288126 


spondln 2, extracellular matrix protein 


1.99 
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405826 


AW516005 


Hs.84298 


CD74 antigen (invariant polypeptide of m 


2.02 




453023 


AW028733 


Hs.31439 


serine protease inhibitor, Kunitz type. 


ZQ3 




413391 


AI223328 


Hs.75335 


glycine amidinotransferase (L-arginineg 


2.12 




406824 


AW515961 


Hs.84298 


C074 antigen (invariant potypeptide of m 


2.15 


5 


418299 


AA279530 


Hs.83968 


integrin, beta 2 (anfigen CD18 (p95), ly 


2.17 




437536 


X91221 


Hs.144465 


ESTs 


Z21 




442402 


NMJJ00954 


Hs.8272 


prostaglandin 02 synthase (21kO. brain) 


Z26 




446945 


AI193115 


Hs.16611 


tumor protein D52-fixe1 


Z27 


10 


422639 


AI929377 


Hs.173724 


creatine kinase, brain 


Z29 


427451 


AI690916 


Hs.178137 


transducer of ERBB2, 1 


2.31 




454042 


H22570 




hypothetical protein FU20093 


2.37 




418283 


S79895 


Hs.83942 


cathepsin K (pycnodysostosis) 


2.38 




424247 


X14008 


Hs.234734 


tysozyme (renal amytoidosrs) 


Z39 


15 


422103 


AA984330 


Hs.111676 


protein kinase H11; small stress protein 


Z41 


415994 


NM 002923 


Hs.78944 


regulator of G-protein signalling 2, 24k 


Z43 




427393 


AB029018 


Hs.177635 


KIAA1095 protein 


Z47 




414217 


AI309298 


Hs.279898 


Homo sapiens cDNA: FU23165 fis, done L 


Z49 




414063 


H26904 


Hs.75736 


apolipoprotein D 


Z50 


20 


426716 


NMJJ06379 


Hs.171921 


sema domain, immunoglobulin domain (Ig), 


2.51 


414803 


X031Q0 


Hs.914 


Human mRNA for SB dassll histocompatrbi 


2.51 




410532 


T53088 


Hs.155376 


hemoglobin, beta 


2.56 




431369 


BE184455 


Hs.251754 


secretory leukocyte protease inhibitor ( 


Z58 




437952 


D63209 


Hs.5944 


solute carrier family 11 (proton-coupled 


Z58 


25 


453655 


AW950427 


Hs342874 


transforming growth factor, beta recepto 


Z59 


453655 


AW960427 


Hs.342874 


transforming growth factor, beta recepto 


2.59 




453655 


AW950427 


Hs.342874 


transforming growth factor, beta recepto 


Z59 




427980 


AA418305 


Hs.303205 


EST 


Z59 




442695 


AC002425 


Hs.8603 


p8 protein (candidate of metastasis 1) 


Z62 


30 


425751 


T19239 


Hs.1940 


crystaflin, alpha B 


Z63 


414194 


BE175494 


Hs.75811 


N-acytsphingosine amldohydrolase (add c 


Z63 




443907 


AU076484 


Hs.9963 


TYRO protein tyrosine kinase binding pro 


Z66 




453464 


AJ884911 


Hs.32989 


receptor (calcitonin) activity modifying 


Z67 




410677 


NM.003278 


Hs.65424 


tetranectin (ptasrrrinogervbtndlng protein 


Z67 


35 


452685 


AI634651 


Hs.30250 


v-maf musculoaponeurofic fibrosarcoma (a 


Z67 


425869 


AA524547 


Hs.160318 


FXYD domain-containing Ion transport reg 


Z73 




406543 


N77976 


Hs.347939 


hemoglobin, alpha 2 


Z73 




453767 


AB011792 


Hs.35094 


extracellular matrix protein 2, female o 


Z74 




424614 


X54486 


Hs.151242 


serine (or cysteine) proteinase InrtMo 


2.80 


40 


444195 


AB002351 


Hs.10587 


K1AA0353 protein 


Z81 


417233 


W25005 


Hs.24395 


small Inducible cytokine subfamily B (Cy 


Z86 




442498 


U54617 


Hs.8364 


Homo sapiens pyruvate dehydrogenase Wna 


Z92 




412810 


M21574 


Hs.74615 


platelet-derived growth factor receptor, 


Z93 




440820 


AL031846 




pJakophiltn 4 


Z94 


45 


429123 


AB011099 


Hs.196647 


KIAA0527 protein 


Z97 


411529 


AA430348 


Hs.317596 


Homo sapiens cDNA FLM2927 fis, clone NT 


aoi 




413305 


NMJJ00426 


Hs.323511 


Homo sapiens cDNA: FU23176 fis, clone L 


3.01 




425622 


AW360847 


Hs.16578 


ESTs 


3.01 




420195 


N44348 


Hs^51385 


Homo sapiens cDNA FLJ11 177 lis, clone PL 


ao4 


50 


446584 


U53445 


Hs.15432 


dowrrreguJated In ovarian cancer 1 


104 


407869 


AI827976 


Hs.24391 


hypothetical protein FU13612 


3.06 




423915 


AF039018 


Hs.135281 


aJph^actinin-2-assodated UM protein 


3.07 




410036 


R57171 


Hs.57975 


calsequestrin 2 (cardiac muscle) 


3.10 




412047 


AA934589 


Hs.49696 


ESTs 


3.12 


55 


414840 


R27319 


Hs.23823 


hairy/enhancer-of-split related with YRP 


3.14 


424651 


A1493206 




ESTs 


3.17 




443932 


AW888222 


Hs.9973 


tensln 


. aie 




420859 


AW468397 


Hs.100000 


S1 00 caJcrum-b'mding protein A8 (calgran 


3.20 




434025 


AF114264 


Hs.216381 


Homo sapiens clone HH409 unknown mRNA 


3.20 


60 


421834 


BE543205 


Hs.288771 


DKFZP566A0522 protein 


3.20 


423961 


D13666 


Hs.136348 


periostin(OSF-2os) 


3.24 




447384 


AI377221 


Hs.40528 


ESTs 


a24 




425383 


D83407 


Hs.156007 


Down syndrome critical region gene 1-tlk 


3.25 




447023 


AA356764 


Hs.17109 


integral membrane protein 2A 


125 


65 


420136 


AW801090 


Hs.195851 


actin, alpha 2, smooth muscle, aorta 


a25 


406972 


M32053 




gb:Human H19 RNA gene, complete cds. 


a26 




410132 


NMJM3480 


Hs.300946 


Microfibrfl-assoclated glycoprotein-2 


a27 




430998 


AF128847 


Hs.204038 


mdolethylamine r^ethytfransferase 


3.28 




456898 


NM_001928 


Hs.155597 


D component of complement (adipsln) 


a29 


70 


443623 


AA345519 


Hs.9641 


complement component 1, q subcomponent, 


3.33 


410614 


AI091195 


Hs.65029 


growth arrestepedhc 1 


3.35 




451529 


AI917901 


Hs.208541 


ESTs 


3.35 




430310 


U60115 


Hs.239069 


four and a half UM domains 1 


a37 




424897 


D63216 


Hs.153684 


frizz!ed*retated protein 


3.37 


75 


427111 


AA351026 


Hs.173594 


serine (or cysteine) proteinase inhibito 


3.38 


443604 


C03577 


Hs.9615 


myosin regulatory tight chain 2, smooth 


3.41 




421913 


AB34355 


Hs.109439 


osteogrydn (osteoinductive factor, mime 


3.43 




451331 


AK002039 


Hs.251385 


Homo sapiens cDNA FU11 177 fis. clone PL 


144 




416908 


AA333990 


Hs.80424 


coagulation factor XIII, A1 polypeptide 


3.46 


80 


407938 


AA905097 


Hs.85050 


phospholamban 


3.48 


418005 


AJ186220 


Hs.83164 


collagen, type XV, alpha 1 


asi 




452877 


AI250789 


Hs.32478 


ESTs 


152 




419577 


L36531 


Hs.91296 


Integrin, alpha 8 


152 




404277 






NMJM91 1 1*:Homo sapiens major histocompa 


3.54 



780 
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407815 


AW373860 


Hs.183860 


hypothetic^! protein FU 20277 


421653 


AL117472 


Hs.108924 


SH3-doma)n protein 5 (portsin) 


447111 


A1017574 


Hs.17409 


cysteine-nch protein 1 (intestinal) 


426935 


NMJX10088 


Hs.172928 


collagen, type I. alpha 1 


418371 


M13560 


Hs.84298 


C074 antigen (invariant polypeptide of m 


440274 


R24595 


Hs.7122 


scrape responsive protein 1 


427816 


AW511222 


Hs.193765 


ESTs 


433465 


AV657778 


Hs.3314 


selenoprotein P, plasma, 1 


45856B 


A1769067 


Hs.127824 


ESTs, Weakly similar to T28770 hypotheti 


459290 


NM 001546 


Hs.34853 


inhibitor of DNA binding 4, dominant neg 


424206 


NMJJ03734 


Hs.198241 


amine oxidase, copper containing 3 (vase 


453874 


AW591783 


Hs.36131 


collagen, type XIV, alpha 1 (undulin) 


428957 


NM 003B81 


Hs.194679 


WNT1 Inducible signaling pathway protein 


434868 


R50032 


Hs.159263 


collagen, type VI. alpha 2 


417043 


NM 004369 


Hs.80988 


collagen, type VI, alpha 3 


417512 


X76534 


Hs.82226 


glycoprotein (transmembrane) nmb 


452669 


AA216363 


Hs-262958 


hypotheGcal protein DKFZp434B044 


421314 


BE440002 


Hs.180324 


Homo sapiens, clone IMAGE:4 183312. mRNA, 


449925 


AI342493 


Hs.24192 


Homo sapiens cDNA FU2Q767 fis. clone CO 


453500 


AI478427 


Hs.43125 


esophageal cancer related gene 4 protein 


430572 


U33114 


Hs,245188 


tissue inhibitor of metalloproteinase 3 


421823 


N40850 


Hs.28625 


ESTs 


422550 


8E297626 


Hs.296049 


mbofibriilar-assodated protein 4 


443060 


D78874 


Hs.8944 


procollagen C-endopeplidase enhancer 2 


450912 


AW939251 


Hs.25647 


v-fos FBJ murine osteosarcoma viral onco 


432306 


Y18207 


Hs.303090 


protein phosphatase 1, regulatory (inhib 


419938 


AU076772 


Hs.1279 


complement component 1, r subcomponent 


415165 


AW887604 


Hs,78065 


complement component 7 


414176 


BE140638 


Hs.75794 


endothelial differentiation, rysophospha 


452114 


N22687 


Hs.8236 


ESTs 


406850 


AI624300 


Hs.172928 


collagen, type 1. alpha 1 


428411 


AW291464 


Hs.10338 


ESTs 


412802 


U41518 


Hs.74602 


aquaporin 1 (channel-forming Integra) pr 


406849 


AA454809 


Hs.172928 


collagen, type 1, alpha 1 


453054 


R40334 


Hs.89463 


potassium large conductance catciimvacti 


429500 


X78565 


Hs.289114 


hexabrachion (tenascin C, cytotactin) 


433336 


AF017986 


Hs.31386 


secreted frizzled-related protein 2 


421814 


L12350 


Hs.108623 


thrombospondin 2 


427373 


AB007972 


Hs.130760 


myosin phosphatase, target subunil 2 


414290 


AI568601 


Hs.71721 


ESTs 


415274 


AF001548 


Hs.78344 


myosin, heavy polypeptide 11, smooth mus 


417130 


AW276858 


Hs.81256 


' SIOQcaldumtinding protein A4 (calcium 


416784 


AA334592 


Hs.79914 


lurritcan 


453355 


AW295374 


Ks.31412 


Homo sapiens cDNA FU 11422 fis, clone HE 


408221 


AA912183 


Hs.47447 


ESTs 


430223 


NMJJ02514 


Hs^35935 


nephroblastoma overexpressed gene 


416585 


X54162 


Hs.79386 


lefemodin 1 (smooth muscle) 


422737 


M26939 


Hs.119571 


collagen, type 111, alpha 1 (Ehlers-Dan) 


426406 


A1742501 


Hs.169756 


complement component 1, s subcomponent 


448429 


D17408 


Hs.21223 


calponln 1, basic, smooth muscle 


413624 


BE177019 


Hs.75445 


SPAR(>fike1(mast9,hevin) 



3.58 

164 

3.68 

3.70 

3.71 

3.73 

3.73 

3.75 

3.77 

3.80 

3.83 

3.85 

3.89 

190 

3.95 

3.95 

3.97 

4.01 

4.03 

4.07 

4.09 

4.17 

4.25 

4.26 

4.29 

4.34 

4.37 

4.37 

4.41 

4.43 

4.43 

4.48 

4.51 

4.54 

4.57 

4.57 

4.68 

4.73 

4.76 

4.98 

5.13 

5.14 

5.20 

5.50 

5.65 

5.87 

6.47 

6.65 

7.94 

9.90 

9.91 



TABLE 70B 

Pkey: Unique Eos probeset identifier number 
CAT number. Gene cluster number 
Accession: Genbank accession numbers 



Pkey 



CAT Number Accession 



412536 1438 1 M77830NM W4415AF139065BG681115BG74W77BI7129M^ 

AW370813 J05211 BG698865 BG740734 BG680618 BG739778 BI765807 BM353403 BM353248 AW1 77784 AW205789 AW951576 AW848592 
BE182164 BF149266 BE940187 BI050445 BW60444 BF350983 BE720095 BE720069 BE715154 BE082584 BE&82576 BE004047 AA857316 
BI039774 BE713818 BE713548 AW170253 BE160433 B1039775 AW886475 BM462504 BE931734 BF149264 AA340777 BF381 183 BG621737 
AU127260 AW364859 BF993352 BG223489 BE819009 BF3811B4 BE715956 R58704 AA852212 AW366566 B1090358 BF087707 BE819046 
BE819005 AA377127 BE073467 BE819059 BE819048 BI036306 BG990973 BI040954 BF919911 AU140155 AI951766 AI434518 AWB04674 
BF752969 BEB37009 BE925826 BF149265 AW995615 BE81 4264 BI039782 AU140407 BE144243 BE709863 BF985642 BE001923 BF933510 
AW265328 BG436319 BE182166 AW365175 AW847688 BE81 8280 AW1 77933 BF873679 AW178000 BE082526 BF476866 BF086994 BF592276 
BE082507 BE082514 BE082505 BF873693 AW068840 AWB47678 BF804153 AW365157 BE813930 BE002030 AW365153 BE184941 BF749421 
BE184920 BF839562 BE184933 BF842254 BE698470 BE931048 BF999889 BF368816 BE184924 BE159846 BE714632 BE184948 BG988845 
AA131128 AA099891 W39488 C04715 BF096124 BEB65341 AW799304 AL603116 BE149760 BE705967 BE705966 BE705968 AW848723 
AW376699 AW376817 AW376697 BG005097 BF751 1 1 5 BE696084 AW848371 AW376782 AW848789 AW849074 AW361413 BF927725 BF09421 1 
AW997139 BE865474 BE185187 BE156621 BE715089 BE713297 BE713298 BE179915 AW799309 BF872345 BF088676 BE705939 AW752599 
BG005197 BF350086 BE715196 BE715155 BF752396 BF093817 BF831 190 BF752409 BE006561 BG959922 BF094833 BF094748 BF094683 
AW377699AVV607238BE082519AW377700BF349467AI190590 AI554403A1392926 AU158477 BI467252AU159919 A1760816 BF082516 

AI439101 AA451923 AI340326 AI590975 BI791553 AI700963 AI142882 AA039975 AA946936 AA644381 BM314884 AA702424 AI417612 

AW190555 A1220573 A1304772 A1270345 Al 527383 AA552300 A191 1702 AW166807 AI346078 W95070 AA149191 AA026864 AI830049 AW780435 
AI078449 AI819984 AJ8S8282 BI46858B A1860584 AI025932 AA026047 AA703232 AA658154AA515500AW192085 AA918281 T77861 A1927207 
AI205263 BF082491 AW021347 A156B096 BE939862 AA088866 D1 2062 AA056527 AA782109 W192S7 W021 56 AW1 50038 AA022701 T87181 
H44405 A1910434 BF082513 A1494069 AI270027 A1635B78 AA128330 BG681425 BE706078 R20904 BG680059 BG676647 BF764409 AA026654 
AV745530 BI762796 BG287391 AW798780 BE706045 BE926470 AW799118 BF087996 BE002273 AW879451 AI571075 BE067766 AV721320 
AI022862 N29754 C03378 N84767 AA1 31077 H30146 BE714290 AI686869 AI568892 A1915596 AW105614 AI887258 AI538577 BE926474 
BE067737 BG319486 AA2476B5 AW798883 AW103521 BF989173 AW860878 BE939707 BE185750 BE714064 BE713903 BE713868 BE713763 
BG950164 BE713810 AW365151 BG955489 BE005272 BF915937 AW365148 AI905927 BF992780 AW853812 BG954443 BI770853 BG679406 
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BG740832 BG681087 BG698430 AA455100 T87267 BE695209 BE696210 B1089483 BE006273 BE872225 AW391912 BE925515 BG677012 
BG741970 AA026480 BE705999 BG677157 BE009090 BG681378 BE712291 BG981498 B6678984 BI040941 AA337270 AW384371 AW847442 
B1058659 8E813665 W95048 W25458 AW177788 AA025851 BE931733 BF154837 BG949393 BE714441 AW996245 BE71 1801 AI284090 
BE054323 BE719390 BE940148 BG991 212 BF375714 BF349522 BG996267 T48793 BI013292 BE001925 AW3651S6 AW365154 AW606653 
BF763109 BE931637 BE167181 BE713879 BF354008 BF678726 H90899 AW3S5145 W38382 AI498487 

454042 30254 1 AJ420458 AI018523 AA708686 BF949633 AL1 19553 BF945960 A1081305 AA041432 AI92101 3 AI684910 AI654847 AW874199 AI208120 

AW241428 R43035 T66767 AW103715 W2847B BF953052 H4S926 BF807568 AW903943 BE170143 BI040435 BF931989 BI600000 AV72235Q 
W27787 H45331 BJ549761 R53955 B1549855 BG991583 B1491075 AW020049 AW1 29293 H45263 AA41O309 AA340613 R42410 AA707199 
A1431587 BE858679 AW292267 AI421678 AA041195 BE466753 AI243913 AI358B94 AW137298 AI36646B N64350 AA779107 AW025969 R49056 
AA34701 1 R55722 AW771 106 F04969 23B381 F01659 H17396 BI493714 A18801Q3 AW77 1447 A! 202561 AA788851 AI494436 BF8561 14 H22570 

440820 3091 1 AW9643B1 BG007409 BM314056AA465642 T30861T33111 Z42834C04542BF948152BF944325BF858895AA935284AI267350NS4249 

W67500 F07962 AA322394 BI489987 BE644965 BM313782 AA910364 A1809246 AA836750 BF115228 AA829730 N27413 BM141765 AI742325 
AA455261 AA938708 AI420241 AI130039 BF222341 BF941301 AA771807 Z41034 BF447457 BF447426 AW515347 T03874 F02360 F02302 
N34898 AI678586 AA807824 AA948556 AW204638 BM142045 BF446775 AV648364 AI801368 AA971739 AI017351 AA760722 AI460007 AI458383 
A1694152 AA226536 BE467282 N47808 BE348825 BE830581 BE830583 N53009 N59351 N41056 W67501 AA016246 H43293 F21282 R59121 
R56280 

424651 46029 5 BG435302 BM0836&7 AA904035 AA488889 W76175 AA761874 H2B767 AA910081 M837086 AI521825 BG98637B AI478562 AA743152 AA746092 
H88883 BG986375 AA635644 A1493206 AA669979 BE245127 BG98643Q BG9B6529 BF665B73 BG030157 BG622575 AA766495 

TABLE 70C 

Pkey: Unique number corresponding to an Eos prabeset 

Ref: Sequence source.The 7 digit numbers in this column are Genbank Identifier (G!) numbers."Dunham, et at.' refers to the publication enStted The DNA sequence of 

human chromosome 22" Dunham, et aJ. (1999) Mire 402:489495. 
Strand: Indicates DNA strand from which exons were predicted. 
NLposition: Indicates nucleotide positions of predicted exons. 



Pkey 
404277 



Ref 

1834458 



Strand 
Minus 



NLposition 
91665-91946 



TABLE 71A: 774 GENES UP-REGULATED IN EWING SARCOMA COMPARED TO NORMAL ADULT TISSUES 

Table 1 A fists 774 genes up-regulated in Ewing Sarcoma compared to norma! adult tissues. TTiese were selected from 35371 probesets on the Affymetrix/Eos Hu03 GeneCWp array 
such foat the ratio of 'average' Ewing Sarcoma to 'average' normal adult tissues was greater than or equal to 2.1. The "average" Ewing Sarcoma tevel was set to the 75th percentile 
amongst numerous Ewing sarcomas. The "average" normal adult tissue level was set to the 85th percentile amongst various non-malignant tissues. In order to remove gene-specific 
background levels of non-specific hybridization, the 10lh percentile value amongst the non-malignant tissues was subtracted from both the numerator and the denominator before the 
ratio was evaluated. 

Pkey: Unique Eos prabeset identifier number 
ExAccn: Exemplar Accession number, Genbank accession number 
UnlgeneiD: Unigene number 
Unigene Title: Unigene gene title 



R1: 


75th percentile of ewing sarcoma to 85th percentHe of body map 




Pkey 


ExAccn 


UnigeneiD 


Unigene Title 


R1 


104659 


AW969769 


Hs.105201 


ESTs 


70.3 


101447 


M21305 




gb:Human alpha satellite and satellite 3 


64.7 


105782 


H09748 


Hs.57987 


B-ceil CLLflymphoma 1 1 B (zinc finger pro 


50.5 


115881 


NM_00575S 


Hs.184942 


G protein-coupled receptor 64 


48.6 


121792 


AW969726 


Hs.98381 


ESTs, Weakly similar to serine protease 


46.7 


101104 


AW862258 


Hs.169266 


neuropeptide Y receptor Y1 


46.6 


110278 


AF061573 


Hs.19492 


protocadherin 8 


46.1 


126645 


AA316181 


Hs.61635 


six transmembrane epithelial antigen of 


4J.4 


116752 


AL008583 


Hs.91622 


neuronal pentraxin receptor 


40.9 


119717 


AA918317 


Hs.57987 


B-cetl CU^ymphoma 1 1B (zinc finger pro 


39.6 


104691 


U29690 


Hs^7744 


Homo sapiens beta-1 adrenergic receptor 


36.9 


110728 


AA737106 


Hs.322S0 


ESTs, Moderately similar to [78885 serin 


35.5 


121362 


AF050147 


Hs57932 


chondromoduDn I precursor 


34.7 


131291 


NMJJ04350 


Hs.170019 


runkelated transcription factor 3 


33.0 


101063 


D54745 


Hs.80247 


choiecystoldnin 


31.7 


121619 


AA528339 


Hs. 178062 


ESTs, Weakly simflar to phosphaSdytseri 


28.7 


122651 


AWS75398 


Hs.293836 


ESTs 


28.0 


100299 


D49493 


Hs^171 


growth differenBation factor 10 


26.5 


129977 


NMJXJ0399 


Hs.1395 


early growth response 2 (Krox-20 (Drosop 


26.2 


123619 


AA602964 




gb:no97c0Zs1 NC1^CGAP_Pr2 Homo sapiens 


26.1 


124006 


AI147155 


Hs.279727 


ESTs; homologue of PEM-3 [Oona savignyi 


23.1 


116301 


AW969706 


Hs.293332 


ESTs 


22.6 


121231 


AA814948 


Hs.96343 


ESTs,WealoVsirniIartDALUCJtUMAN!lli 


213 


106533 


AL134708 


HS.14S998 


ESTs 


22.3 


109166 


AA219691 


Hs.73625 


RAB6 interacting, kinesto-iike (rabkines 


213 


131313 


RS6290 


Hs.75874 


ribosomal protein L44 


20.8 


116790 


AW161357 




nricrotubute-associated protein tau 


18.7 


105316 


A1671245 


Hs,24835 


hypothetical protein RJ14594 


18.2 


102123 


NM.001809 


Hs.1594 


centromere protein A (17kD) 


17.8 


126218 


AL049801 


Hs.13649 


Novel human gene mapping to chomosome 1 3 


17.B 


119791 


AA554907 


Hs.58291 


ESTs 


16.7 


113003 


AW292315 


Hs.7215 


ESTs 


16.3 


102836 


U94320 


Hs.158330 


neuropeptide Y receptor Y5 


16.3 


126799 


AW753865 


Hs.74376 


ottactornedln related ER localized protei 


16.3 


105298 


BE387790 


Ks.26369 


hypothetical protein FU20287 


15.5 


107160 


AA314490 


Hs.27669 


WAA1563 protein 


14.8 


115313 


AA80B001 


Hs.184411 


albumin 


14.6 


123308 


C14187 


Hs.103538 


ESTs 


14.2 
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126077 M78772 Hs.210836 ESTs 14.0 

100698 AA884407 Hs.211595 protein tyrosine phosphatase, non-recept 13.9 

106821 NM.006594 Hs.28298 adaptor-related protein complex 4, beta 13.9 

110288 H40665 Hs.31564 ESTs 13.8 

5 106498 AI221919 hypothetical protein FU10582 13.8 

112134 R41823 Hs.7413 ESTs;calsyntenin-2 13.7 

115265 AA334274 Hs.18368 DKFZP564B0769 protein 13.4 

128639 AW582962 Hs.102897 C6M7 protein 13.2 

125698 AF078847 Hs.191356 general transcription factor IIH, polype 1Z8 

10 105200 AA328102 Hs,24641 cytosketeton associated protein 2 12.3 

119456 AA248897 Hs.48784 ESTs 12.2 

135155 AI207958 Hs.166556 Homo sapiens, Similar to TEA domain fami 12.1 

106614 AA648459 Hs.335951 hypothefical protein AF30 1222 12.0 

131941 BE252983 Hs.35086 ubiquitin specific protease 1 12.0 

15 132968 AF234532 Hs.61638 myoslnX 117 

132725 NM 006276 Hs.184167 splicing factor, argtoinefcerinfrrich 7 117 

111353 W20090 Hs.6616 ESTs 11.4 

123289 AA495904 Hs.103316 ESTs 11.3 

104968 AI249502 Hs.29669 ESTs 11.1 

20 123532 AA608733 gb:ae56f06.s1 Stratagene lung carcinoma 11.0 

104173 M084273 Hs.76561 ESTs, Weakly similar to S47072 finger pr 10.7 

125556 AB033064 Hs.236463 WAA1 238 protein 10.7 

127240 AJ005683 Hs.86998 nuclear factor of activated T-celb 5. t 10.6 

123049 BEO476B0 Hs.211869 dickkopf (Xenopus laevis) homotog 2 10.6 

25 132315 AF091086 Hs.44563 hypothefica) protein 10.5 

134321 BE538082 Hs.8172 ESTs. Moderately simBar to A46010 Win 105 

128609 NMJJ03616 Hs.102455 survival of motor neuron protein irrterac 10.4 

131945 NM.002916 Hs.35120 repricaton factor C (activator 1) 4 (37 10.4 

110730 N67655 Hsl26411 ESTs 10.3 

30 119186 AI979147 Hs.101265 hypothetical protein FU22593 10.3 

115909 AW872527 Hs.59761 ESTs, Weakly similar to DAP1.HUMAN DEATH 10.3 

. 121916 AW117207 Hs.98523 ESTs 10.2 

131402 YOB890 Hs.113503 karyopherin (importin) beta 3 10.1 

101879 AA176374 Hs.243886 nuclear autoantigenlc sperm protein (his 10.0 

35 133181 X91662 Hs.66744 twist (Drosophila) homclog (acrocephalos 10.0 

131307 NMJHHJ025 Hs.2549 adrenergic, beta^, receptor 10.0 

113849 AA457211 Hs.8858 bramodomain adjacent to zinc finger doma 9.9 

103446 X98834 Hs.79971 sal (DrosophilaHikB 2 9.7 

105091 AA148859 Hs.179909 hypothetical protein FU22995 9.6 

40 106146 W07288 Hs.118392 ESTs, Weakry similar to INHUER IgE Fc re as 

127003 AW816515 Hs.173540 ATPase, Class V, type 10D 9.5 

115414 AA662240 Hs.283099 AF15q14 protein 9.4 

117829 BE160952 Hs.247117 ESTs,ModeraterysitnilartoAUJF_HUMANl 9.4 

126098 M79088 gb:EST01 236 Subtracted Hippocampus, Stra 9.3 

45 121910 AI204600 Hs.96978 hypothetical protein MGC1 0764 9.2 

130625 AF176012 Hs.260720 J domain containing protein 1 9.2 

129755 R42216 Hs.7759 Homo sapiens clone 24538 mRNA sequence 9.1 

100335 AW247529 Hs.6793 ptaielet-activa&ig factor acetythydrola 9.0 

111109 AI940675 Hs.20914 hypothetfcai protein FU23056 9.0 

50 120217 AAB62257 Hs.66035 ESTs 9.0 

112891 T03927 Hs^93147 ESTs, Moderately similar to A46010 X-fin a9 

131601 NMJW7115 Hs.29352 tumor necrosis factor, alpha-induced pro 8.8 

126262 AI085153 Hs.143764 ESTs, WeaWy similar to unknown [H.sapie a8 

113903 AI368034 Hs36679 ESTs, Weakly similar to A46010 X-finked 8.7 

55 105253 AW997484 Hs.5003 WAA0456 protein a6 

102581 AU077228 Hs.77256 enhancer of zesto (Drosophila) homotog 2 8.6 

105172 AA187554 Hs.300496 rratochondrial sohrte carrier 8.6 

100380 D82343 Hs.74376 neuroblastoma (nerve tissue) protein 8.6 

„ 129229 AF013758 Hs.1 09643 polyadenylate binding protein-interactin 8,5 

60 102725 ABQ26187 Hs.159156 protccadherin 11 8.5 

130298 AI347487 Hs.132781 class I cytokine receptor 8.4 

132294 AB023191 Hs.44131 WAA0974 protein 6\2 

118644 AA443241 ribosoma) protein L44 a2 

106575 AW970602 Hs. 105421 ESTs a2 

65 133142 AW952412 Hs.65874 ESTs, Weakly similar to A40348 Elav/Sex- ai 

119499 AI918906 Hs.55080 ESTs ai 

100248 NM_015156 Hs.78398 WAA0071 protein ai 

114837 BE244930 Hs.166895 ESTs 8.0 

107098 AI823593 Hs.27688 ESTs ao 

70 123960 AW082862 Hs.287733 hypothetical protein FU23189 7.9 

105280 AA894638 Hs.14600 ESTs 7.9 . 

115147 AA745781 Hs.38399 hypoihefcal protein MGC2454 7.9 

134570 U66615 Hs.172280 SWl/SNF related, matrix associatfid, acti 7.9 

133063 AI654133 Hs.30212 thyroid receptor interacting protein 15 7.8 

75 105730 AW377314 Hs.5364 DKFZP564I052 protein 7.8 

126426 AA125984 gb2n27h06.r1 Stratagene neuroepilhelium 7.8 

107254 Z45998 Hs.22543 Homo sapiens mRNA; cDNA DKFZp761l1912 (f 7.8 

134367 AA339449 Hs.82285 phosphoribosylgtycinamidQ farmyltransfer 7.8 

119082 AF252297 Hs.91546 cytochrome P450 retinoid metabolizing pr 7.7 

80 125400 AL110151 Hs.126797 DKFZP586D0824 protein 7.7 

129413 AW377610 Hs.11123 DKFZP564G092 protein 7.7 

116766 AI608657 Hs.95097 ESTs 7.7 

129075 BE2S0162 Hs.83765 dihydrofdate reductase 7.6 
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105143 A13BB835 Hs.24808 ESTs, Weakly similar to 138022 hypolheS 7.6 

132438 AW363687 Hs.82916 chaperonin containing TCP 1,suhunIt6A( 7.6 

118036 AI471882 Hs.196008 Homo sapiens cONA FLJ 1 1723 fis, done HE 7.6 

131170 NMJM4253 odz (odd OzAen-m, Drosophila) homotog 1 7.5 

5 104548 R39398 Hs.91559 ESTs 7.5 

131495 AA812434 SMC2{slnjcturat maintenance of chromoso 7.5 

132543 BE568452 Hs.344037 protein regulator of cytokinesis 1 7.4 

124040 U23752 Hs.32964 SRV (sex determining region Y)-box 11 7.4 

127695 AA714731 Hjl291457 ESTs. Weakly similar to heterogeneous ri 7.3 

10 132559 AF119848 Hs.270863 hypothetical protein PR01 580 7.3 

101050 AU077324 Hs.1832 neuropeptide Y 7.2 

111823 R35252 Hs.130558 ESTs, Weakly similar to 2109260A B cell 7.2 

116401 AW893940 Hs.59698 ESTs 7.1 

105127 AA045648 Hs,301957 nudix (nucleoside diphosphate linked moi 7.1 

15 128478 AA708205 Hs.100343 £STs 7.1 

110456 H52348 Hs.36636 ESTs 7.1 

118846 AW299598 Hs.50895 homeoboxC4 7.1 

120934 AA226198 gb:nc26a07.s1 NCI_CGAP_Pr1 Homo sapiens 7.1 

128132 AA225632 gbajc08a07j1 Na_CGAP^.Pr1 Homo sapiens 7.0 

20 127431 AW771958 Hs.175437 ESTs. Moderately similar to PC4259 ferri 7.0 

106157 W37943 Hs.34892 KIAA1 323 protein 6.9 

117852 AW877787 Hs.136102 WAA0853 protein 6.9 

106213 N45018 Hs.8769 hypothetical protein OKFZp761 J 17 121 6.9 

118013 AI674126 Hs.94031 ESTs 6.9 

25 120147 AI917116 hemoglobin, beta 6.8 

118267 N34905 Hs.44653 Homo sapiens cDNA: RJ22669 fis. done H 6.8 

132581 AKD00631 Hs.52256 hypotheficaJ protein FU20624 6.8 

120325 AA195651 • AP-2 beta transcription factor 6.8 

133276 AW978439 Hs.69504 ESTs 6.8 

30 127742 AW293496 Hs.180138 ESTs 6.7 

127664 AA806164 Hs.116502 ESTs 6.7 

108778 AF133123 Hs.90847 general transcription factor HIC, polyp 6.6 

121553 AA41248B Hs.48820 TATA box binding protein (TBP)-assoclate 6.6 

107059 BE614410 Hs.23(M4 RAD51 (S. cerevislae) homolog (E coil Re 6.6 

35 133658 AA319146 Hs.75426 secretogranto II (chrornogranin C) 6.6 

115197 R18656 ESTs 6.5 

112268 W39609 Hs.22003 sohJte<^rfan%6(neuratransmitte 6.5 

103346 X87613 Hs.5464 foyroid hormone receptor coacfivating pr 6.4 

126967 AA205976 gb:zq48a10.r1 Stratagene hNT neuron (937 6.4 

40 118499 N67274 Hs.50141 EST 6.4 

105301 AW352357 Hs.7457 MAGE1 protein 6.3 

113617 AI869372 Hs.17207 Homo sapiens cDNA FU1 1922 fis, clone HE 6.3 

127968 AA830201 Hs.124347 ESTs 6.3 

134719 AA8529B5 Hs.89232 chromobox homolog 5 (Drosophila HP1 alph 6.3 

45 110748 AW581992 Hs.301434 KIAA1387 protein 6.3 

115844 AI373062 Hs332938 hypothetical protein MGC5370 6.3 

121885 AA934883 Hs.98467 ESTs, Highly similar to AF257737 1 cffia 6.2 

102398 U42359 gb:Human N33 protein form 1 (N33) gene, 6.2 

130882 AA497044 Hs.20887 hypothetical protein RJ10392 6.2 

50 132256 AI076645 Hs.431 murine leukemia viral (bmi-1) oncogene h &2 

106383 AA447453 Hs.27850 Homo sapiens mRNA; cDNA DKFZp586M0723 (f 6,2 

135186 U73328 Hs.172648 distaWess homeobox 4 a2 

105510 Z42047 Hs.283978 Homo sapiens PROZ751 mRNA, complete cds 6.2 

109261 BE466639 Hs.61779 Homo sapiens cDNA FU 13591 fis, done PL 6.1 

55 114357 R41677 Hs.6107 Horno sapiens CDNAFU14839 fis, clone OV 6.1 

128501 AL133572 Hs.199009 protein containing CXXCdomain 2 &1 

109747 AI223001 Hsi2S69 ESTs, Weakly sirriJar to Z141„HUMAN ZINC 6.1 

128361 AW172570 Hs.14600 ESTs 6.1 

115773 AW445044 Hs38207 Human DNA sequence fiom clone RP4-530I15 6.0 

60 104689 AA420450 Hs492911 RakophiBn 6.0 

113575 AW138168 Hs.15671 ESTs, Weakly similar to KBF3_HUMAN NUCUE 6.0 

121830 AW394055 Hs.98427 ESTs, Weakly similar to I38022 hypotheti 5.9 

119298 NM.001241 Hs.155478 cycfinT2 5.9 

^_ 109841 H01052 gb:y|32h01.s1 Soares placenta Nb2HP Homo 5.9 

65 115622 A1088691 Hsi08414 Homo sapiens mRNA; cDNA DKFZp564D0472 (f 5.8 

122969 AW821252 Hs.104336 hypothefical protein 5.8 

109872 R65841 Hs.28653 ESTs 5.8 

114208 AL049466 Hs.7859 ESTs 5.8 

113494 T91451 Hs*6538 ESTs 5.8 

70 127684 AA668631 Hs,159971 WAA0379 protein 5.8 

129300 W94197 Hs.110165 ribosomal protein L26 homolog 5.8 

127489 AA650250 Hs272076 ESTs 5.8 

133479 W01556 Hs.238797 ESTs, Moderately simflar to 138022 hypot 5.8 

105909 AA195191 hypothetical protein FU 20729 5.8 

75 101255 BE385864 Hs.149894 mitochondrial translafonal Initiation f 5.8 

134676 W28051 Hs.87819 Homo sapiens, done MGG2492, mRNA, comp 5.7 

130895 AA641767 Hs.21015 hypothetical protein DKFZp564L0864 simil 5.7 

126395 AI468004 Hs.278956 hypothefical protein FU 12929 5.7 

ork 130723 BE247676 Hs.18442 E-1 enzyme 5.7 

80 107230 AI034467 Hs.34650 ESTs 5.7 

102745 AW753865 Hs.74376 dfedomedin related ER localized protei 5.6 

108699 AA121514 Hs.70832 ESTs 5.6 

128080 F12310 gb:HSC38D041 normalized infant brain cDN 5,6 
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117357 N24829 gb:yx98h12.s1 Soares melanocyte 2NbHM Ho 5.6 

120827 AA382525 Hs.132967 Human EST done 122887 mariner transposo 5.6 

123494 AW179019 Hs.112110 mitochondrial ribosomal protein L42 5.5 

100438 AA013051 Hs.91417 topolsomerase (ONA) II binding protein 5.5 

5 126165 AI741816 Hs.125897 ESTs 5.5 

125934 AA193325 Hs.32646 hypothetical protein FU21 901 5.5 

124370 A1243499 Hs.170652 ESTs 5.5 

106135 » AL117474 Hs.41181 Homo sapiens mRNA; cDNADKFZp727C19l (fr 5.5 

106668 R49390 Hs.254129 KIAA1678 5.4 

10 132967 AA316181 Hs.61635 six transmembrane epitheBaJ antigen of 5.4 

109606 Z43371 Hs.7012 ESTs 5.4 

115816 BE042915 Hs.22572 Homo sapiens cDNA FU13675 fis, clone PL 5.4 

125186 AA610620 Hs.181165 major histDcompatMity complex, class 5.4 

131185 BE280074 Hs.23960 cycBnBI 5.4 

15 111227 T06701 Hs.12268 ESTs 5.4 

105516 AK001269 Hs.30738 hypothe&al protein FU 10407 5.4 

103409 NM_004454 Hs.43697 ets variant gene 5 (els-related molecule 5.4 

116008 T79153 Hs.46589 zinc finger protein 228 5.3 

106394 Z42993 Hs.25320 Homo sapiens ctane 25142 mRNA sequence 5.3 

20 115121 AI634549 Hs.325422 ESTs 5.3 

125464 N71807 gb:yz29d09/1 Soares.multipie.scterosls. 5.3 

115596 AW298597 Hs.618B4 Homo sapiens, clone IMAGE:4298026, mRNA. 5.3 

119040 R02394 Hs.269436 ESTs, Moderately similar to PC4259 ferri 5.3 

128040 AW500486 Hs.180810 spMig fartor prolineftutamine rich ( 5.3 

25 110151 H18835 Hs.31608 hypolhetfca) protein FU20041 5.3 

105539 AB040884 Hs.109694 KIAA1451 protein 5.2 

130567 AA383092 Hs.1608 replication protein A3 (14kD) 5.2 

111077 N41367 Hs.173002 ESTs, Weakly similar to I36022 hypothefj 5.2 

120830 AI568170 Hs.96886 ESTs 5.2 

30 106516 AL137311 Hs.234074 Homo sapiens mRNA; cDNA DKFZp761G021 21 ( 5.2 

103316 X83301 Hs.324728 SMA5 5.2 

116129 AF189011 Hs.49163 putative ribonuclease III 5.2 

131253 R71802 Hs.24853 ESTs 5.2 

116680 AW902B48 Hs.273829 ESTs 5.2 

35 123949 AA621665 Hs.208957 EST 5.2 

105511 AB037829 Hs.3862 regulator of nonsense transcripts 2; DKF 5.2 

125847 AW161885 HsJ269745 ESTs 5.1 

108301 AA069728 Hs. 184582 ribosomal protein 124 5.1 

110799 AI089660 Hs.323401 dpy-30-iike protein 5.1 

40 104899 AA054726 Hs.285574 ESTs 5.1 

125972 AI927475 Hs.35406 ESTs, Highly similar to unnamed protein 5.1 

107869 AW975998 Hs.58595 ESTs, WeaWy similar to 138022 hypotheti 5.1 

121309 AA293834 Hs.97312 ESTs 5.1 

125321 T86652 rte.178294 ESTs 5.1 

45 102627 AL021918 Hs.158174 zinc finger protein 184 (Kruppel-Bke) 5.1 

104446 AF084555 Hs.7351 (^AMPphosphoproteln,19kD 5.0 

126020 H79863 Hs.114243 ESTs 5.0 

116814 H50834 Hs.77899 gteyp86a10.s1 Soares fetal fiver spleen 5.0 

130622 AI582291 Hs.16846 ESTs, WeaHy similar to 04HUD1 debrisoqu 5.0 

50 110818 AL157503 Hs.27552 Homo sapiens mRNA; cDNA DKFZp586N2424 {f 4.9 

127765 AA971146 Hs.129074 ESTs, Moderately similar to ME61 MOUSE M 4.9 

108768 AF181721 Hs.61345 RU2S 4.9 

120484 AA253170 Hs.96473 EST 4.9 

114518 AW163267 Hs. 106469 suppressor of vart (S.cerevisiae) 3-like 4.9 

55 129012 R81936 ribosomal protein L44 4.9 

124973 AJ476065 Hs.102243 ESTs, Weakly similar to 178885 serine/th 4.9 

124648 AA249086 Hs. 125034 hypothetical protein FU13340 4.9 

126904 AA948033 Hs.130853 ESTs 4.9 

131526 AI005169 Hs.28274 Homo sapiens cDNA: FU22049 fis, done H 4.9 

60 130637 AA356764 Hs.17109 integral membrane protein 2A 4.8 

126769 AA083456 gb:zn09g08/1 Stratagene hNT neuron (937 4.8 

126086 H756B1 gb:yr77g01.r1 Soares fetal fiver spleen 4.8 

100169 AL037228 Hs.82043 D1 23 gene product 4.8 

130262 063216 Hs. 153684 frizzted-related protein 4.8 

65 109260 AW978515 Hs.131915 K1AA0863 protein 4.8 

103120 BE410731 Hs.74050 follicular lymphoma variant translocate 4.8 

111099 R15337 Hs^1958 Homo sapiens mRNA; cDNA DKFZp547D08S (fr 4.8 

126142 H86261 Hs.40568 ESTs 4.8 

126802 AW805510 Hs.97056 hypothefjcal protein FU21634 4.8 

70 105848 AW954064 Hs.24951 ESTs 4.7 

127987 AI022103 Hs.124511 ESTs 4.7 

129706 AA443241 ribosomal protein L44 4.7 

129598 N30436 Hs.11556 Homo sapiens cDNA FLI1 2566 fis, clone NT 4.7 

126629 AL096739 Hs.107260 hypothelical protein DKFZp586H0623 4.7 

75 111348 AA034922 Hs.9585 ESTs 4.7 

100448 AF234887 Hs.57652 cadherin, EGf LAG seven-pass G-type rece 4.7 

127542 AA703684 Hs.179833 ESTs, Moderatety similar to ALU5_HUMAN A 4.7 

132452 AW973521 Hs.247324 mitochondrial ribosomal protein S14 4.7 

123778 AW352149 Hs.102314 ESTs 4.7 

80 126521 AI475110 Hs.203933 ESTs 4.7 

110343 AW135703 Hs.17268 ESTs 4.6 

102963 X02404 Hs.274534 calcitonirwelated polypeptide, beta 4.6 

127207 AA377165 Hs.44833 ESTs 4.6 
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113974 AW969756 Hs.34145 ESTs.WeaMy similar to B49647 GTP-bindl 4.6 

133098 AW629223 Hs.64794 zinc finger protein 183 PNG finger, C3 4.6 

109920 H05840 Hs.1 11323 ESTs 4.6 

103487 AA743603 Hs.172108 mtcleoporin 88kD 4.6 

5 125353 AB033043 Hs.149377 hypothetical protein DKFZp761L0424 4.6 

100893 BE245294 Hs.180789 S164 protein 4.6 

135047 AL1 34197 Hs.93597 cycfin-dependent kinase 5, regulatory su 4.6 

111148 AB020690 Hs.7782 paraneoplastic antigen MA2 4.6 

107681 BE379594 Hs.49136 ESTs, Moderately similar to ALU7_HUMAN A 4.6 

10 108480 AL133092 Hs.68055 hypothetical protein DKFZp434l0428 4.5 

132742 AA025480 Hs.292812 ESTs, Weakly similar to T3346B hypotheti 4.5 

104912 AA813192 Hs.200596 KIAA0547 gene product 4.5 

110223 H19836 Hs.31697 ESTs 4.5 

113047 A1571940 Hs.7549 ESTs 4.5 

15 101031 J05070 Hs.151738 matrix metaltoprotdnase 9 {gelatinasa B 4.5 

113002 BE243513 Hs.7212 hypothetical protein PP1044 4.5 

105304 AW134924 Hs.190325 ESTs 4.5 

112386 AA831785 Hs.171914 Homo sapiens cDNA FU 14209 fis. ctone NT 4.5 

1064B9 AA452054 Hs.1 19338 ESTs 4.5 

20 122792 AW188551 Hs.99519 hypothetical protein FU 14007 4.5 

112651 AA595802 Hs.33410 ESTs, Weakty similar to T17279 hypotheti 4.5 

111346 AW970976 Hs.293653 ESTs 4.5 

123596 AA421130 Hs.112640 EST 4.5 

125447 AI582222 Hs.128686 ESTs 4.5 

25 106178 A1049935 Hs,301763 KIAA0554 protein 4.4 

102250 AI249361 Hs.74122 caspase 4, apoptosls-related cysteine pr 4.4 

105868 AA378780 Hs.334842 tubulin alpha 1 4.4 

127496 AI031650 ESTs 4.4 

127315 AF1 16622 gb:Homo sapiens clone RB421 7 mRNAseque 4.4 

30 110193 AI004874 Hs.310764 Homo sapiens mRNA; cDNA DKFZp434M082 (fr 4.4 

105012 AF098158 Hs.9329 chromosome 20 open reading frame 1 4.4 

129445 W52452 Hs.29797 ribosomaJ protein L10 4.4 

114721 D61939 Hs.103822 ESTs 4.4 

120922 AA481003 Hs.97128 ESTs 4.3 

35 115167 AA749209 Hs.43728 hypothetical protein 4.3 

102407 AW602154 Hs.82143 E74-Bke factor 2 (ets domain transcript 4.3 

106111 AW875398 Hs.6451 PRO0659 protein 4.3 

123829 AF251237 Hs.1 12208 XAGE-1 protein 4.3 

103616 NMJJ02647 Hs.32971 rjhosphcinositide^Wnase, class 3 4.3 

40 100269 NM.001949 Hs.1 189 E2F transcription factor 3 4.3 

112728 R91913 Hs.272104 ESTs, Moderately similar to ALU1_HUMAN A 4.3 

135098 AW274526 Hs.277721 membrane component chromosome 17, surfa 4,3 

106034 AW952005 Hs.14928 hypothetical protein FL) 12903 4.3 

133571 BE515037 Hs.177556 melanoma antigen, family D, 1 4.3 

45 106246 AL036917 HS.28B821 KIAA1 638 protein 4.3 

125724 AL360190 Hs.318501 Homo sapiens mRNA full length insert cON 4.3 

132206 AA425204 Hs334721 hypothetical protein FU13391 4.3 

130227 BE397151 Hs.1 53003 sertoefflireonine kinase 16 4.3 

129650 AF109298 Hs.1 18256 prostate cancer associated protein 1 4.3 

50 130382 NMJJ03450 Hs.155204 zinc finger protein 174 4.3 

106073 AL157441 Hs.17834 downstream neighbor of SON 4.2 

105403 AI473827 Hs.31793 ESTs 4.2 

118138 AA374756 Hs.93560 Homo sapiens mRNA for WAA1 771 protein, 4.2 

134126 NM.003747 Hs.131814 tankyrase, TRF1-wteracting ankyrin-rela 4.2 

55 115041 AA252457 Hs.86543 ESTs, Moderately similar to T00256 hypot 42 

106012 A1240665 ESTs 4.2 

116732 AW152225 Hs.165909 ESTs, WeaWy similar to I38022 hypotheti 42 

130832 AW838006 Hs^0082 zinc finger protein 3 (A8-51) 42 

125960 AJ754693 Hs.145968 ESTs 42 

60 133916 AL039185 Hs.77558 thyroid hormone receptor interactor 7 4.2 

106232 AB037828 Hs.15370 WAA1 407 protein 4.2 

129228 U40714 Hs.239307 tyrosyl-tRNA synthetase 4.2 

109929 AA7731B7 Hs.294027 ESTs 4.2 

123729 AL039779 Hs.278672 membrane component, chrornosome 11, surfa 4.2 

65 101266 L36645 Hs.73964 EphA4 4.2 

132389 AA310393 Hs.190044 ESTs 4.2 

124320 H95749 Hs.102342 EST 4.2 

103023 AW500470 Hs.1 17950 muttrfuncfionai polypeptide similar to S 4.1 

116133 AW449597 Hs.313652 EST, WeaWy similar to I38022 hypothetic 4.1 

70 129001 AA443323 Hs.107812 BPOZ protein 4.1 

119271 AI061118 Hs.65328 Fanconi anemia, complementation group F 4.1 

114767 AI859865 Hs.154443 rnlnlchromosome maintenance deficient (S. 4.1 

126107 H75477 Hs.93361 ESTs 4.1 

115333 BE241812 Hs.87860 protein tyrosine phosphatase, noiwecepl 4.1 

75 100571 L14561 Hs.78546 ATPase, Ca^ transporting, plasma membra 4.1 

134104 L35253 Hs.79107 mitten-activated protein kinase 14 4.1 

120150 BE005771 Hs.1 53746 hypothetical protein FU22490 4.1 

134470* X54942 Hs.83758 COC28 protein kinase 2 4.1 

129948 AI537152 Hs^63988 ESTs 4.1 

80 106882 AA149537 Hs.26994 hypothetical protein FU20477 4.1 

126199 AW088276 Hs.1 25829 ESTs 4.1 

112727 T91029 Hs.15069 ESTs 4.1 

118872 AI039201 Hs.283316 ESTs 4.1 
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ESTs 3.9 

RAB7, member RAS oncogene family 3.9 

CGI-101 protein 3.9 

thymine-DNA glycosytase 3.9 

WAA1007 protein 3.9 

zinc finger protein 259 19 

ESTs, Weakly similar to ubiquitous TPR m 3.9 

ESTs 3.9 

ESTs, Moderately simOarto ALU1_HUMAN A 3.9 

ribosomal protein L4 3.9 

ADP-ribosytaiion factor 1 3.9 

mitog en-activated protein kinase 7 3.9 

chaperonin containing TCP1, subunit 2 (b 3.9 

cyclin D1 (PRAD1: parathyroid adenomatos 3.9 

hypothetical protein MDS025 3.9 

Homo sapiens, clone IMAGE:3457003, mRNA 3.9 

ESTs 3.9 

zinc-lingers and homeoboxes 1 19 

WAA1701 protein 19 

EST 3.8 

giioma-amplrfied sequence-41 3.8 

Homo sapiens, Similar to zinc finger pro 3.8 

Human DNA sequence from done RP5-876B1 0 3.8 

ESTs 3.8 

uncharacterized hypothalamus protein HBE 3.8 

protein phosphatase 3 (formerly 2B), cat 18 

ESTs 3.8 

ESTs 18 

gbzb80d09.s1 Soares^senescenLfibrobtas 18 

heparan sulfate (glucosamine) 3-O-suifot 18 

myornesm(Mfrotein)2(165kD) 18 

KIAA01 01 gene product 18 

KIAA02B6 protein 18 

hypothetical protein MGC2555 3.8 

tumor necrosis factor receptor superfaml 3.8 

hypothetical protein MGC3199 IB 

deoxyguanosirte kinase 3.8 

gb:od71a09.s1 NCI CGAP Ov2 Homo sapiens 17 

gfcUI4*mal3-a-12-(MJI.s1 NC1_CGAP_Su 17 

nudeoprwsmin/nudeopSasmin 3 17 

gb:yb18b1 1.s1 Stratagerte fetal spleen (9 17 

ESTs 3.7 

ESTs 17 

ESTs 3.7 

spBclng factor (CC1.3) 17 

ESTs 17 

PCFUphomotog 3.7 

leucine zipper protein FKSG14 3.7 

ESTs 3.7 

ESTs 17 

ESTs 17 

ESTs 17 

ESTs 3J 
Homo sapiens mRNA; cDNA DKFZp434P0810 (f 17 

EST. Weakly similar to 2109260A Bcellg 17 

ESTs 17 

ESTs 17 
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130850 AB040922 Hs.20237 DKFZP565C134 protein 3.7 

119126 R45175 Hs.117183 ESTs 3.7 

125466 R08234 Hs.180461 ESTs 3.6 

105150 AA631977 Hs.155995 WAA0643 protein 3.6 

5 103163 AU077018 Hs.3235 keratin 4 3.6 

104495 AW975687 HsJ292979 ESTs 3.6 

107599 AW654072 Hs.60136 ESTs 3.6 

113577 A1X0699 Hs.1 11334 PRO0470 protein 3.6 

102681 Y08B90 Hs.113503 karyopherin (importin) beta 3 16 

10 109411 R98881 Hs.109655 sex comb on midteg (Drosophila)-fike 1 3.6 

127563 AB035898 Hs.150587 WnesWike protein 2 3.6 

131112 H15302 Hs.168950 Homo sapiens mRNA; cDNA DKFZp566A1046 (f 3.6 

114118 F01598 Hs.175930 ESTs 3.6 

103937 AA934063 Hs.13836 ESTs, Weakly simHar to I38022hypolheti 3.6 

15 125174 W51B35 Hs.231082 EST 36 

104799 AA029703 gb:ze95h08.s1 SoaresJetalJiearLNbHH19YV 3.6 

128952 AL043463 Hs.6755 RaP2 interacting protein 8 3.6 

135191 X16866 Hs.333497 cytochrome P450, subfamily IID (debrtsoq 3.6 

124367 AI683183 Hs.99348 distal-less homeo box 5 3.6 

20 113560 T91015 ESTs 3.6 

119232 AI655226 Hs.117659 ESTs, Weakly simitar to T46481 hypolheti 3.6 

113988 W87536 Hs.36473 ESTs, WeakJy similar to JC5238 gaiactosy 3.6 

115173 BE612940 Hs.88252 ESTs 3.6 

126600 AA699949 Hs.191385 ESTs 36 

25 127256 AT736610 Hs.267967 ESTs, Moderately similar to ALU8_HUMAN A 3.6 

123419 T66087 Hs.112482 Homo sapiens unknown mRNA sequence 3.6 

102025 U04045 Hs.78934 mulS (E coli) homolog 2 (colon cancer, 3.6 

100661 BE623001 Hs.132748 Homo sapiens ribosomal protein L39 mRNA, 3.6 

132339 D80030 Hs.45127 chondroitin sulfate proteoglycan 5 (netrr 3.6 

30 115691 AW190215 Hs.62348 hypothetical protein FU 11753 3.6 

134853 BE268325 Hs-90280 5^noiniidazole-4^^xamideribonucle 3.6 

134075 NMJM2201 Hs.78979 Golgi apparatus protein 1 3.6 

12846B T23625 Hs.1 50580 putative translation initiation factor 3.6 

127229 AA316181 Hs.61635 six transmembrane epithelial antigen of 3.6 

35 108451 AA079195 gb:zm92h1 2*1 Stratagene ovarian cancer 3.5 

133421 AF134160 Hs.7327 daudin 1 3.5 

135332 AW393883 Hs.98968 hypothetical protein FU23G58 3.5 

132520 AA257992 Hs.50651 Janus kinase 1 (a protein tyrosine kinas 3.5 

125562 A1494372 Hs.98968 hypothetical protein FU23058 3.5 

40 126996 BE161065 Hs.167531 melhytcrotonoyt-Coenzyme A carboxylase 2 3.5 

125558 R59305 gfcyh16c10.r1 Soares Infant brain 1 NIB H 3.5 

117265 AA451966 RAB9-tike protein 3.5 

130215 BE301883 Hs.1 52707 glioblastoma amplified sequence 3.5 

109482 AI002238 Hs.11482 spQcing factor, arghu"ne/serme-rich 11 3.5 

45 133726 AI803188 Hs.252716 oxysteroWAiding protein-related protei 15 

132317 BE262438 Hs.44592 beta-1,4 mannosyttransferase 3.5 

117613 AWQ29507 Hs.161102 ESTs 3,5 

100944 L07518 mucin 6, gastric 3.5 

105226 R58958 Hs.26608 hypothetical protein MGC1 5880 3.5 

50 125032 T74884 gb.7c58d02.s1 Stratagene Rver (937224) 15 

123720 AA609734 Hs.112755 EST 3.5 

128846 AA730767 Hs^85753 SCG10-fite-protem 3.5 

116443 AW962196 Hs.339808 LBP protein 32 3.5 

128770 AB015982 Hs.1 43460 protein kinase C, nu 3.5 

55 10691B AA076049 : Hs.274415 Homo sapiens cDNA FU 10229 fo, done HE 3.5 

131244 AI638429 Hs.24763 RAN binding protein 1 3.5 

128765 AF073310 Hs.143648 Insulin receptor substrate 2 3.5 

111223 AAB52773 Hs.334838 NM1 866 protein 3.5 

104857 A! 920902 Hs.19058 ESTs, Moderateiy simitar to S65657 alpha 3,5 

60 105395 A1580880 Hs.268149 putative methyltransferase 3.5 

133582 BE391579 Hs.75087 Fas-acfivated serine/threonine kinase 3.5 

128527 AA504583 Hs.1 01047 transcripfion factor 3 (E2Aimmunogtobul 3.5 

106367 AA504747 Hs.136102 K1AA0853 protein 3.5 

103392 X94563 gb:H.saptens dbi/acbp gene exon 1 & 1 3.5 

65 101086 AA382524 Hs.250959 hfetafin 1 3.5 

133423 T84084 Hs.196008 Homo sapiens cDNA FU11723 fis, clone HE 15 

117714 N45226 Hs.46495 EST 15 

110986 AU33117 Hs.81376 Homo sapiens mRNA; cDNA DKFZp586L1121 (f 15 

114096 AF060219 Hs.27007 chromosome condensation 1-Gke 3.4 

70 117147 AW901347 Hs.38592 hypothBfoal protein FU23342 14 

133347 BE257758 Hs.71475 acid cluster protein 33 3.4 

132456 AB011084 Hs.48924 KIAA0512 gene product ALEX2 3.4 

133765 M62194 Hs.75929 cadherin 11,type2,OB^adherin(osteob 14 

109734 A1927212 Hs.3734 ESTs 14 

75 132786 BE083422 Hs.56851 hypothetical protein MGC2668 14 

106685 AU076617 Hs.16251 cleavage and polyadenylation specific fa 14 

105593 AA279341 Hs.174151 aldehyde oxidase 1 14 

131381 M92642 Hs.26208 collagen, type XVI, alpha 1 14 

108687 BE544475 Hs.54347 ESTs 14 

80 113115 AI141426 Hs.8705 ESTs 3.4 

107234 AA972447 Hs.288833 Homo sapiens mRNA; cDNA DKFZp434K087 (fr 14 

123110 AA486256 Hs.193510 EST 14 

131019 W28614 chorionfcsomatomammotropn hormone 1 (p 14 
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129079 AK000157 Hs.108502 hypoUrctical protein FU2Q1 50 3.4 

111122 N637S3 Hs.16492 DKFZP564G2022 protem 3.4 

103934 BE278111 Hs.134200 DKFZP564C186 protein 3,4 

128671 AI885045 Hs.211586 phosphoinosilide^Wnase, regutatoiy su 3.4 

5 123258 AA490929 Hs.105274 ESTs, WeaWy similar to RMS1_HUMAN REGUL 3.4 

128826 Z40313 Hs.1 06330 Homo sapiens cbnelMAGE:23371.mRNAseq 3.4 

120149 AA227609 Hs.94834 ESTs 3.4 

128817 BE395776 Hs.168640 ankylosis, progressive (mouse) homotog 3.4 

110679 AA004798 Hs.108311 ESTs, WeaWy similar to T00351 hypolheti 3.4 

10 122365 AA813546 Hs.99034 GTP-binding protein Rho7 3.4 

134455 BE378152 Hs.83530 hypothetical protein 3.4 

115506 AB037756 Hs.45207 hypothetical protein K1AA1 335 14 

134267 AI174596 Hs.196209 RAE1 (RNA export 1, S.pombe) homolog 3.4 

106591 AA443164 Hs33259 hypothetical protein FU 13433 3.4 

15 105169 BE245294 Hs.180789 S164 protein 3.4 

120120 BE547267 Hs.59791 hypothetical protein MGC1 31 83 3.4 

126638 AA649257 Hs.86998 ESTs 3.4 

128531 H03721 Hs,63236 ribosomal protein S1 5a 3.3 

106650 AL049951 Hs.22370 Homo sapiens mRNA; cDNA DKFZp564O01 22 (f 3.3 

20 108859 AL121500 ESTs 3.3 

112276 R53442 Hs.26038 ESTs, Weakly similar to 138022 hypotheB 3.3 

125693 H23989 Hs.169743 Homo sapiens done 25121 neuronal olfact 3.3 

113474 R50752 Hs.23856 hypothetical protein MGC5297 3.3 

132994 AA112748 Hs.279905 doneHQ0310PRO0310p1 3.3 

25 124691 R05835 Hs.110153 ESTs 3.3 

112511 AW970420 dynactin 2 (p50) 3.3 

132985 AL045579 Hs.62113 KIAA0717 protein 3.3 

125743 H17151 Hs.7416 p>:yrn37aQ5.r1 Soares infant brain INiBH 3.3 

133363 AIB66286 Hs.71962 ESTs, Weakly similar to B36298 proline-r 3.3 

30 107908 AF087999 ESTs 3.3 

105312 BE613348 Hs.211579 melanoma cell adhesion molecule 3.3 

110256 H63947 Hs.237955 RAB7, member RAS oncogene family 3.3 

132073 AA295052 Hs.38516 Homo sapiens, done MGG 15887. mRNA, com 3.3 

107090 AW809208 Hs.183297 DKFZP566F2124 protem 3.3 

35 105463 AA825974 Hs.32646 hypothetical protein FU 2 1901 3.3 

109592 AI198059 Hs.26370 ESTs 3.3 

113649 N94769 Hs.16400 ESTs, Weakly similar to KIAA1 435 protein 3.3 

103898 AA248884 gb*3517.seq.F Human fetal heart, lambda 3.3 

116439 AA251594 Hs.43913 PIBF1 gene product 3.3 

40 129535 AA397972 Hs.1 12603 chimerin (chhnaerin) 1 3.3 

113283 T66813 Hs.12947 EST 3.3 

128992 H04150 Hs.107708 ESTs 3.3 

133160 N54968 Hs.66309 hypothetical protein MGC1 1061 3.3 

A _ 134076 AF086215 Hs.78980 gb:Homo sapiens fuD length insert cDNA 3.3 

45 128301 U90552 Hs.284283 butyrophiEn, subfamily 3, member A1 . 3.3 

127728 AW404061 protein kinase C. beta 1 3.3 

126516 R95872 Hs.117572 chemokine binding protein 2 3.3 

127506 T61039 Hs.76067 ribosomal protein L10a 3.3 

104769 AA025887 Hs.293943 hypothetical protein MGC1 1266 3.3 

SO 126666 AA648886 Hs.151999 ESTs 3.3 

130453 U80735 Hs.173854 PAX transcription actuation domain bite • 3.3 

107131 AW961605 Hs^1145 hypolhetica! protein RGC83M05.2 3.3 

130422 AW160614 Ks.180034 cleavage stimulation factor, J pre-RNA, 3.3 

121292 AA401807 gb:zv65f11.s1 SoaraJotaIJetusJlb2HF8_ 3.3 

55 123284 AA488988 Hs.293796 ESTs 13 

130734 AW137091 Hs.18624 WAA1052 protem 3.3 

105400 AF198620 Hs.10283 RNA binding mofif protein 8A 3.3 

105014 AA121123 Hs.269267 ESTs. WeaWy similar to AF161 361 1 HSPC0 13 

114988 AA251089 gb:zs04f05.s1 NCI_CGAP_GC81 Homo sapiens 3.3 

60 132867 AF226667 Hs.58553 CTP synthase (I 3.3 

124169 BE079334 Hs.271630 ESTs 3.3 

114652 AI521936 Hs.107149 novel protein similar to archaeal, yeast 3.3 

113876 AT799751 Hs.5635 ESTs 13 

111520 AI985369 Ks.301134 ESTs 3.3 

65 121748 BE536911 Hs.234545 hypothetical protein NUF2R 3.3 

106834 AL0441B2 Hs.28070 WAA0753gene product 3.3 

128869 AA768242 Hs.80618 hypothetical protein 3.3 

129619 AA209534 Hs.284243 tetraspan NET-6 protein 3.3 

126770 A! 2923 20 Hs.81361 heterogeneous nudear ribonudeoprolein 13 

70 116734 AW900992 Hs.93796 DKFZP586D2223 protein 13 

100253 D38024 Hs.157425 double homeobox, 2 3.3 

130999 AA326683 Hs.21992 Dkety orthotog of mouse variant polyade 3.3 

114092 H81213 Hs.14825 ESTs, Weakly simflar to WAA1 503 protem 3.3 

129284 AA318224 Hs.296141 ESTs 3.3 

75 119127 AA708035 Hs.12248 ESTs 3.3 

123910 AA621262 Hs.179923 ESTs, Weakly similar to S65657 alpha-1 C- 3.3 

132664 AI740461 Hs.54542 ESTs 3.3 

118397 BE139479 Hs.161492 ESTs 3.3 

107003 AW138437 Hs.24790 WAA1573 protein 3.3 

80 126735 M69113 Hs.226795 glutathione S-transferase pi 3.2 

130847 A1672483 Hs.20220 lipase protein 3.2 

101186 AA020956 Hs.179881 core-binding factor, beta subunit 3.2 

113626 T94318 Hs.17359 ESTs, Moderately similar to RL44.HUMAN 6 3.2 
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121782 AW452957 Hs.63348 Homo sapiens, done MGC: 15203, mRNA.com 3.2 

119853 AA081218 Hs.586G8 Homo sapiens cDNAFU 14205 fis, clone NT 12 

106103 BE620779 Hs.12094 rrulochortdrial ribosomal protein L30 3.2 

123808 AA620552 gb:ae58g1U1 Strelagene lung carcinoma 3.2 

5 133761 AF041430 Hs.75922 brain protem 13 3.2 

110561 AA379597 Hs.5199 H8PC150protemsirrilartDubiquitJrhCon 3.2 

115239 BE251328 Hs.73291 hypothetical protein FU 10881 3.2 

117457 N29682 Hs.44071 ESTs, Weakly similar to ALU5.HUMAN ALU S 3.2 

128862 BE250742 Hs.106673 eukaryoOc translation inlliation factor 3.2 

10 129673 D38552 Hs.1191 K1AA0073 protein 3.2 

105154 AA307279 Hs.35947 methyl-CpG binrJing domain protein 4 3.2 

125722 N66148 Hs.11125 HSPC033 protein 3.2 

109966 H09103 Hs.30897 EST 3.2 

129315 NMJJ14563 Hs.174038 spondyloepiphyseal dysplasia, late 3.2 

15 109517 AI631874 Hs.155140 casein kinase 2, alpha 1 polypeptide 12 

105252 AB039670 Hs.9728 ALEX1 protein 3.2 

101754 S70114 Hs.239489 TIA1 cytotoxic granule-associated RNA-bi 3.2 

110384 H45282 Hs.268798 ESTs 3.2 

134118 BE336680 Hs.182877 KIM01 16 protein 3.2 

20 134869 AL157518 Hs.90421 PR02453 protein 3.2 

100780 BE561958 Hs.293441 immunoglobulin heavy constant mu 3.2 

125728 AW954565 Hs.57987 B-celiaUtymphoma11B (zinc finger pro 3.2 

129794 AF161399 hypothetical protein FU 13433 3.2 

129058 A1769958 Hs.108336 ESTs, WeaWy similar to ALUEJWMAN fill 3.2 

25 107129 AC004770 Hs.4756 flapslwcture-speclficendonudease 1 3.2 

103038 AA926960 COC28 protein kinase 1 3.2 

130553 AF082649 Hs.252587 pitui tary tumor-transforming 1 3.2 

125394 BE17B502 Hs.173772 ESTs, Weakly similar to 178885 serine/lh 3.2 

132305 AI806090 Hs.44344 hypothetical protein FU20534 3.2 

30 131136 AB033099 Hs.23413 K1AA1 273 protein 12 

102983 BE387202 Hs.1 18638 non-metastatic celts 1, protein (NM23A) 3.2 

117639 AA377165 Hs.44833 ESTs 3.2 

127076 AI422951 Hs.146162 ESTs 3.2 

126153 H85692 Hs.40730 ESTs 3.2 

35 132676 N92589 Hs.261038 ESTs, WeaWy similar to 138022 hypotheti 12 

104946 AW242407 Hs.73848 carcinoembryonlc antigen-related cell ad 3.2 

122110 AI123000 Hs.30124O melanocortin 1 receptor (alpha melanocyt 12 

127705 AJ003322 gbAI003322 Selected chromosome 21 cONA 12 

109442 AW296134 Hs.86999 ESTs, WeaWy simitar to S55657 alpha-1C- 12 

40 100474 NlvL000699 Hs.300280 amylase, alpha 2A; pancreatic 12 

115536 AK001468 Hs.62180 anillin {Drosophila Scraps homolog), act 12 

119651 AW663858 Hs.333513 small inducible cytokine subfamily E, me 12 

127211 AA305520 Hs.108812 hypothetical protein FU22004 12 

134964 AI803516 Hs.272891 hippocatein-rtke protein 4 11 

45 105551 AW005822 Hs.25292 ribonuclease HI, large subunit 11 

119750 AI538880 Hs.94812 ESTs 11 

125590 R23858 Hs. 143375 Homo sapiens, clone IMAGE3840937, mRNA, 11 

104590 AW373062 nuclear receptor subfamily 1, group I, m 11 

110724 AW016783 Hs.30799 Homo sapiens cDNA FU 13471 fis, clone PL 11 

50 116429 AF191018 Hs.279923 putative nucteofide binding protein, est 11 

133915 AA815092 Hs.77554 Homo sapiens cDNA FU 14967 fis, clone TH 11 

128721 AW403911 Hs*266175 phosphoprotein associated with GEMs 11 

128538 R44214 Hs.101189 ESTs 11 

129179 AW969025 Hs.109154 ESTs 11 

55 108793 AA129395 Hs.71139 ESTs 11 

108807 A1652236 Hs.49376 hypothetical protein FU2Q644 11 

133461 NM-000762 Hs.334345 cytochrome P450, subfamily IIA (phenobar 11 

132571 AW674699 Ks.5169 suppressor of G2 allele of SKP1 , S. cere 11 

134937 AI251449 Hs.171939 ESTs 11 

60 125756 BE174587 Hs.289721 growtti arrest specific transcript 5 11 

112369 AW966243 Hs.4243 hypothetical protein FU 12550 11 

127002 AL353940 Hs34979 hypothetical protein DKFZp761 PI 010 11 

128179 AW2936B9 Hs.127116 ESTs 11 

117121 H95044 Hs.321386 EST 11 

65 126556 AF255303 Hs.1 12227 membrane-associated nudeic add binding 11 

128403 AI908006 Hs.295362 Homo sapiens cDNA FU14459 fis, done HE 11 

127930 AA809672 Hs.123304 ESTs 11 

114250 ■ AI914699 Hs.13297 ESTs 11 

108828 AKD01693 Hs.273344 DKFZP584O0463 protein 11 

70 105225 AA211777 gb:zn57d02.s1 Stratagene musde 937209 H 11 

117997 N52090 Hs.47420 EST 11 

104558 R56678 Ks.88959 hypothetical proteffi MGC4816 3.1 

124777 R41933 Hs.140237 ESTs, WeaWy similar to ALU1JUJMAN ALU S 11 

106035 N35568 Hs.5245 hypothetical protein FU20643 11 

75 127521 AW297206 Hs.164018 ESTs 11 

120215 AF109219 Hs.108787 phosphafidyfinositol glycan, class N 11 

119403 AL117554 Hs.119908 nucleolar protein N0P57NOP58 3.1 

105024 AA126311 Hs.9879 ESTs 11 

123485 AI308876 Hs.103849 hypothetical protein OKFZp761D1 12 11 

80 109416 BE268388 Hs.86945 ESTs, Weakly similar to A46010 X-Gnked 3.1 

132490 NMJHH290 Hs.49B0 UM domain binding 2 11 

115348 AA281562 Hs.766 ESTs 11 

117297 AW779829 gb:hn88a05j(1 NCLCGAP_Kid11 Homo sapien 11 
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112501 AA972447 Hs.288833 Homo salens mRNA; cDNA OKFZp434K087 (fr 3.1 

107532 AA443473 Hs.173684 Homo sapiens mRNA; cDNA DKFZp762G207 (fr 3.1 

130753 AA205223 Hs.1B9 phosphodiesterase AC, cAMP*pecifte (dun 3.1 

132425 N87549 Hs.125287 zinc finger protein ZNFUttfke protein 3.1 

5 115188 AK000219 Hs.88367 hypothetical protein FU2021 2 3.1 

129707 AW572317 Hs.12082 Homo sapiens mRNA; cDNA OKFZp566L203 (fr 3.1 

106474 BE383668 Hs.424B4 hypothetical protein FU 1061 8 3.1 

105472 AI207162 Hs.3815 stalhrrun4ike-protein RB3 3,0 

102687 NM_007019 Hs.93002 uKqidiin carrier protein E2-C 3.0 

10 117602 N35020 Hs.44685 C3HC4^ zirtc finger protein 3.0 

105522 W19789 Hs.336635 Homo sapiens, done IMAGE:41 79482, mRNA 3.0 

133650 D84294 Hs.1 18174 tetraWcopeptide repeat domain 3 3.0 

134624 AF035119 Hs.8700 deleted in liver cancer 1 3.0 

112435 NM_013255 Hs.288791 muskeiin 1, intracellular mediatorconta 3.0 

15 134654 AK001741 Hs.8739 hypothetical protein RJ 10879 3.0 

106651 AA460421 Hs.30875 ESTs 3.0 

109597 AA989362 Hs.293780 ESTs 3.0 

132342 AW162758 Hs.341729 ESTs. Weakly similar to ALU5.HUMAN ALUS 3.0 

106057 BE614474 Hs.289074 F-box only protein 22 3.0 

20 106378 AA824298 Hs.21331 hypothetical protein FU 10036 3.0 

128660 AA011597 Hs.177398 ESTs 3.0 

115467 AI366784 Hs.48820 TATA box rinding protein (TBP)-associate 3.0 

128604 AI879099 Hs.102397 GlOT-3 for gonadotropin Inducible Iransc 3.0 

125219 A1804331 Hs.99423 ATP-dependerrt RNA heficase 3.0 

25 126698 AI221147 Hs.145088 ESTs, Weakly similar to T1 5936 hypolheti 3.0 

133966 BE280478 Hs.182695 hypothetical protein MGC3243 3.0 

119155 R61715 Hs.310598 ESTs, Moderately similar to ALU LHUMAN A 3.0 

131586 AA450352 Hs.26966 K1AA1171 protein 3.0 

100237 D30715 Human PAP (pancreatitis-associated prote 3.0 

30 105515 T24968 Hs.23038 HSPC071 protein 3.0 

123073 AA485061 Hs.105652 ESTs 3.0 

111375 H56499 Hs.252692 ESTs, Weakly similar to I38022 hypothetJ 3.0 

130724 AK001507 Hs.44143 Homo sapiens clone FLB6914 PR01821 mRNA, 3.0 

129926 A038993 Hs.134535 ESTs 3.0 

35 118922 AW206193 hypothetical protein OKFZp761B2423 3.0 

131902 AA180145 Hs.34348 Homo sapiens mRNA; cDMA DKFZp434P0235 (f 3.0 

125165 W45350 gb:zc81M8.s1 Pancreatic Islet Homo sapl 3.0 

122219 AA436002 Hs.183161 ESTs 3.0 

132195 BE018717 Hs.42124 ESTs 3.0 

40 102298 AA382169 Hs.54483 N-myc (and STAT) interactor 3.0 

103286 038616 Hs.54941 phosphorylase kinase, alpha 2 (liver) 3.0 

130168 AK001389 Hs.15144 hypothetical protein DKFZp564O043 3.0 

126997 AI377150 Hs.150914 ESTs 3.0 

12B902 AA036637 Hs.107052 ESTs 3.0 

45 117186 H98988 Hs.42612 ESTs, Weakly simitar b ALU INHUMAN ALU S 3.0 

126096 F08208 HsJ283844 siniilartoratbicarboxyt^ 3.0 

105711 BE390125 Hs.143187 hypothetical protein 3.0 

114046 BE018658 Hs.141003 Homo sapiens cDNA: FU21691 fc. clone C 3.0 

135029 H58818 hy*oxyst^{174)eta)derv*c^enase7 3.0 

50 112003 AW978731 Hs.301824 hypothetical protein PR01331 3.0 

106735 R77698 Hs.337778 ESTs 3.0 

126828 N49776 Hs.170994 hypothetical protein M6C10946 3.0 

133350 AI499220 Hs.71573 hypothetical protein FU 10074 3.0 

110312 BE256986 Hs.11896 hypotheScal protein FU 12089 3.0 

55 125659 T57693 Hs.87929 Homo sapiens cDNA FU13707 fis, done PL 3.0 

129601 AB032964 Hs.115726 KIAA1 138 protein 3.0 

123423 AA598484 gb:ae38f04.s1 Gessler Wilms tumor Homos 3.0 

128695 NMJM3478 Ks.101299 cuiHn5 3.0 

123470 AW303285 Human DNA sequence from done RP11-110H4 3.0 

60 109252 BE440157 Hs.85944 ESTs 3.0 

101445 M21259 gb:Human Alu repeats in the region 5* to 3.0 

102126 AW950870 Hs.78961 protein phosphatase 1 . regulatory (rnhib 3.0 

116475 AA733050 Hs.334612 smaD nuclear ribonudeoprotefn pdypept 3.0 

. 106573 AA223447 Hs.12835 A kinase (PRKA) anchor protein 7 3.0 

65 103106 W27172 Hs.1857 prKJsphafiesterase 6G, cGMP-spedfic, rod 3.0 

130755 BE293520 Hs.1 8910 prostate cancer overexpressed gene 1 3.0 

112246 R51321 Hs.25780 Homo sapiens cDNA FU 12252 fis, done MA 3.0 

126887 H20832 gbym48d03.s1 Soares infant brain 1 NIB H 3.0 

117960 AA310417 Hs.47044 ESTs 3.0 

70 133626 AW836130 Hs.75277 hypothetical protein FU 13910 3.0 

113179 BE622021 Hs.152571 ESTs, Highly similar to IGF-II mRNA-blnd 3.0 

109968 H09232 Hs.26484 HIR/Wrrteracting protein 3 3.0 

125770 AA143045 Hs.81665 v^tHariy-Zuckerman 4 feline sarcoma v Z\ 
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TABLE 71 B 

Pkey: Unique Eos probeset identifier number 
80 CAT number. Gene duster number 

Accession: Genbank accession numbers 



Pkey CAT Number Accession 
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WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



108451 


13766.27 


107908 


46987.1 


123619 


371681.1 


131495 


142008.1 


101445 


1650^-5 


100944 


25682.2 


117265 


10421J 


117297 


647718.1 


108859 


137143.1 


125165 


1852047.1 


116790 


19884J 



103038 15024J 



126066 
126098 
125464 
126127 
125558 
126426 



127262 
127315 



120147 
128080 
104590 



127496 
126872 



1606216J 

1629789.1 

168460.1 

1205826J 

17O3083J 

110687.1 



118644 81501J 



231725.1 

37938.1 

187213_-3 

119008J 

386607.2 

1540039 J 

44964.1 



128132 



120325 
112511 



340470J 
142696J 

1572189.1 
177108J 
169750.1 
166688.1 
17406.2 



AA0791 95 AA084955 AA1 26308 AA084956 

AF087999 N29296 AI928858 AAB46757 N20229 AA026894 080634 AW388923 AW388802 AW388957 AW57 1771 AW368839 
AI686662 AW389079 AA602099 AW134567 AW517843 A1682674 AI474874 AA374167 
AA602964 AA609200 

AA812434 A1831542 AA766261 AI769894 N63376 AA21 4392 AA1 35833 AW605017 AA135965 AW450072 H0481 2 AA446459 
AW4391 51 AA426273 AI061423 AA598549 Z40087 AI753216 AA743075 AA854268 AA458920 AA843893 AI566516 AIB64957 
AI566634 AW971760 AA211796 AA430089 
M21259 

^ 5 51966NM Si 6370 AB036693 AL139228 R58124 AI634847 AL1 1 9333 W07355 A1334284 H29050 AI192685 AA652438 
AW172843 W19794 N21460 AI743862 AW130622 AA991348 A1204553 AA992664 N80848 AA699329 AI824676 R26624 R49653 
AW779829 N22494AI248120 

AL121 500 AW291763 AI732432 AA1 29708 AA133309 AI733750 AI225224 
W45350 W45406 

AW1 61357 AI879062 A1928938 AW1 61097 AW161 167 BE314465 AA351715 F07096 AA179034 F08510 F00653 AI936671 
AA476718 AW772454 AI807703 R44253 AA976667 AI9851B6 AI650254 H38942 R84829 AA018724 AA001000 H85934 AA019126 
H85609 AA017000 AA339355 AW950556 D51397 AA213981 BE548002 AI056359 AA001560 AW9521 13 AA317769 A1857477 
AI857475AW249771 AW162661 H38943AA018628 R85885AI984613AI934765AI796172AW157488AI929191 R85523 D51221 
D53851 H85610 AI749674 F215B2 AA323145 AA019127 AA687444 T06745 A1699293 H29532 AA214029 AA223656 NM_016834 
X14474 R19697 H09695 R17455 R13812 R19056 AI6B1231 AI590200 R37671 AAB61 B28 AI990023 AI935669 AW005821 AA324581 
H17335 R37659 R42802 R46242 R60936 R59731 H28993 AA479907 R44570 AI890696 AA308884 AA507078 R41274 AI365507 
T16348 AI560453 F03259 F04722T16312 AA016081 AW073061 BE314824 W28930 R44098 R51045 

AA926960 AA926959 W76521 W24270 W21526 AA037172 BE267636 H83186 AA469909 N86396 AA001348 BE535736 AA081745 
BE566245 AA082435 H72525 H77575 N49786 W80565 H78746 BE569085 W04339 R98127 T55938 BE279271 AW960304 T29812 
AA476873BE2973B7AA292753AA177048NM 001B26 X54941 BE314366AA908783AI719075BE270172BE269819AA889955 
AI204630 W25243 AI9351 50 AA872039 W72395 T99630 A1422691 H98460 N31428 BE25591 6 H03265 AI857576 M776920 
AA910644 AA459522 AA293140 AW514667 R75953 AW662396 AA662522 AI865147 AI423153 AW262230 AA5B4410 AA583187 
AW024595 AW069734 AI828996 AA282997 AAB76046 AW61 3002 AA527373 AW972459 AI831360 AA621 337 AA100926 AA77241 8 
AA594628 AI033892 W95096 AW34317 AA398727 AI085031 N95210 AM59432 AI041437 AA932124 AA627684 AA935829 
AI004827 AI423513AI094597 H42079R54703 AI630359AA617681 AA978045 AA643280 W44561 A1991988 AI537692AI090262 
AA740817 AI312104 AI91 1822 AA416871 AI185409 AA129784 AA701623 AI075239 AI139549 AA633646 AI339996 AI336880 
AA399239 AI078708 AI085351 AI362835 AI34661 8 AI146955 AI989380 AJ348243 N92892 AA765850 AI494230 AI278887 AA962596 
AI492600 W80435 AA001979 R97424 AI1 29015 N241 27 AA157451 AA235549AA459292 AA037114 AA129785AI494211 
AW059501 AW886710 R92790 N59755 A1361128 AW589407 H47725 H97534 H48076 H48450 T99631 AW300758 H03431 R76789 
AA954344 H77576 R96823 AI457100 N92845 N49682 H42038 BE220698 BE220715 H99552 AA701624 N74173 R54704 H79520 
H72923 H03266 BE261919 AA769633 AA480310 AA507454AA9105B6AI203723 AW104725 W25611 W25071 T88980 H03513 
T77589 R99156 W95095 R97470 AA702275 T77551 AA911952 H82956 NB3673 AA283672 
H75681 H70975 
M79088 N88221 
N71B07AA203399 
N95428 W24040 AW751366 H81987 
R59305 R19748 

AA125984 AA127189 AA065075 AA070377 AA100017 AA079891 AA1 13255 AA075168 AA082764 AA083380 N84829 AA084752 
AA076512 AA0851 19 AA085208 AA085045 

AA443241 R23784 R67255 R00047 AI457612 R63254 R28645 R27616 H01310 R78329 R76046 R76055 AA369734 N57914 H94864 
AI953638 R31569 AW769278 R82398 AA131925 R21776 R79031 AI129553 N7O340 AI276116 AA709381 N63734 AI342605 
AA327133 AI805980 AA005377 AW61 1716 T86946 AA369083 R67250 H00240 R32578 W86279 RB0248 R23734 H00977 R21732 
R78932AA368675R16780 R26523 H40161 W93671 R99823 R77956H61601 R987B5 R09738 H78317 H53537 H81056 T53780 
H1 2600 R82345 AA653499 AW953717 R63207 R33888 H54071 H66993 T48748 AI702300 R30775 H68996 AI014957 AA369082 
AF075351 AI110886 AI742050 AW954245 AI768458 C19062 A093674 C18911 C18029 AA708613 AI168432 R67389 All 68453 
H00188 R21233 H03055 R53822 AA367558 R75872 W04151 AI220869 A1090290 AA368730 R94434 H81 153 H70950 AA367783 
H81514 H53536 C16968 C17797 C17677 C17064 AA082581 C17044 D63217 C18791 D78839 D63290 D78B38 N91085 H54070 
R80360 H78318 H40199 R33887 R02529 H94918 R00900 T87029 AA131924 R99891 AA004267 D78764 D78757 H61600 C18615 
H60972 R98784 W86323 RQ9737 C17492 D7881 1 R67494 D78775 AA36B244 H 12650 D79043 AW957062 R82759 C13002 H01715 
AA828125AA8348B3AA330555 
AF1 16622 A1114507 AA640834 AA377999 
AA248884 

M083456 AA127026 AA084934 AA120972 AA085317 

A1917116AA633698AI580389Z39483 

F12310T66402H07020 

AW373062 T55562AI299190BE174210AW579001 H01811 W4O1B6R67100Ai923886AW952164AA628440AW898607 
AW898616 AA70912S AW898628 AW898544 AA947932 AW898625 AW898S22 A12761 25 AI185720 AW510698 AA987230 T52522 
BE467708 AW243400 AW043642 AI288245 AI1 86932 D52654 D55017 D52715 052477 053933 054679 AI298739 AI146984 
AI922204 N98343 BE174213 AA845571 AI813854 AI214518 A1635262 AI139455 A1707B07 AI698085 AW884528 AI02476B 
A1004723 AW087420 AI565133 N94964 AI268939 AW513280 AI061 1 26 AW35818 A1859106 AI360506 AI024767 AA513019 
M757598 X56196 AA902959 AI334784 A1860794 AA010207 AW890091 AW513771 AI951391 AI337671 T52499 AA890205 
A1640908 H75966AA463487AA358688AI961767AJ866295M780994A!985913BE17^ N79072 
AI61 1201 AA91081 2 AI220713 AW149306 AI758412 AA045713 R79750 N76096 
AKJ31 650 AA860882 A145821 2 AA524453 

AW450979 AA136653 AA136656 AW419381 AA984358 AM92073 BE168945 AAB09054 AW238038 BE011 212 BE011359 

BE011367 BE011368 BE011362 BE011215 BE01 1365 BE011363 

H20832Z40184 

AA225632 A1820970 A1820952 AA226472 AI732140 AI732059 AA226307 AA225500 
AA205976AA205930 

AVWWra tJK^ AA811736 AW301029 BE207945 AW449936 A1376801 AA039581 AI424444 AA810925 M749267 BE205843 
AI360184 BE205945 AI761796 AI185049 R94606 A1343947 AJ565814 A1341735 AI749190 AW269588 AI393145 AI620060 
AW003752 AI750035 A1624837 AI797658 M679066 N87192 A1937537 AW003753 R72610 R72274 AA757401 AA553744 AA4601 66 
AA535727 AW304422 R68273 AW027615 C01651 AI090327 AI538258 AW003744 AA938372 AW051486 AA505513 BE466452 
AA931719 A1174548 AW182752 T84462 R11149 AI767627 BE218556 BE217986 BE222697 AI762382 BE299599 AA987212 
A!767136AI268928 M090761AA329290AI700593AA4«766BE222710BE550651 R11148 A1979278 AW235819 AW874095 
AW196492 

792 



WO 03/042661 



PCI7US02/36810 



106012 96214J 



127705 966283.2 
127728 3398_5 
129012 22280.4 



105498 245223J 



I 

35 

40 

45 

50 

55 

60 

65 

70 

75 



120934 
115197 



177521J 
42406.1 



129706 81501.1 



131019 223488.3 



131170 
123470 



123532 
125032 
123808 
102398 
118129 
109B41 
118922 



113119 
104799 
113560 
129794 



124250 
101447 
117357 
103392 
135029 
105225 
121292 
105909 



100237 
114988 
123423 



8113.1 
8785.29 



genbank^AAeOSTO 

genbanR_T74884 

genbanKJtt620552 

ente2LU42359 

genbank_N57493 

genbanK»H01052 

22056OJ 



gertbanKJ"47910 
genbanK J AA029703 
genbankJ91015 
39565.1 



314220.1 

entrez_M21305 

genbanK.N24829 

entrezj(94563 

H58818_at 

genbanK^AA211777 

genbankJ\A401807 

82840J 



entrezj)30715 

genbankuAA251089 

genbankJW598484 



AI240665 T53681 N77468HS1833AA147247 R75732C18450 R73999AI095755T49904H03868AA411580 R33395AA410585 
T48869 063292 R31981 H12498 H02668 AA035018 R75957 AI803329 R27528 R36203 AI809932 AI808765 R78948 AA41 1449 
AA976929 AI378760 AI378620 T48870 R73906 R75632 H03612 AA909684 N50695 H02580 H12839 N58781 AA742532 AI360919 
HTO502BE208298 R68588A1350463R31935AW069127AA411621 R25671 R36105H12451 H03869 H51263AA035486 R25109 
R25110M147933 
AJ003322AJ003324 

AW404061 R09654 T67160 N50566 N53259 

R81936 078695 D78806 D78780 C17009 AA004406 AA122102 R70625 AA148932 H595B3 H81146 H80378 H49863 H21182 
H46534 H51478 H20702 H46515 H40200 H50046 H23647 H50439 H18383 H21846 H23849 H40182 R21924 H01290 H01283 
H42464 W31947 W39660 AA046219 H03539 H01741 R22008 AA043911 AA1 56838 D78832 R36516 R66039 AM92481 AA08B608 
R6991B R36334 H80281 N58483 AI075154 A1086754 AA595787 H81051 H01187 AI057251 T96992 H59584 T47016 R31800 
H13647 H01193 N74660 AA156601 H03455 R66040 R81937 R92416 H89486 R36617 R55795 AI088338 AI373324 H66992 R96235 
A1494132 R16678 AA088178 AA705356 AA962143 AA148933 R09231 AI160937 R70525 T46980 A1200046 H02301 AA367587 
R35968 T97106 D78703 M7B072 D78568 D63268 R28197 AA085579 R63766 R92415 W00998 R8D766 R67875 R27583 R09343 
H13646R27682 T89007 

A1221919Z19967 AA348780 AW964077 AW166028 BE540193 N94800 AA45236B N99604 AI341345 AW298800 AA724961 
AA931158 A1741227 Al 806660 AI982626 D81263 D53937 D52496 AA974487 AW043854 N50483 Z39997 AM92961 A1361526 
FO4002 AA452141 T23551 AI472655 AI193657 AI341984 N92658 T32870 R52664 N50428 AW089291 AJ934175 AI423737 D60665 
AA2261 98 AA22651 3 AA383773 

R1 8656 AW968014 AA262288 AW968002 X93079 AJ0O2788 R51324 AI381600 D80031 AW500520 AW593740 F09382 AA81 0597 

AM43241 R23784 R67255 R00047 AJ457612 R63254 R28645 R27616 H01310 R78329 R76046 R76055 AA369734 N57914 H94864 
AI953638 R31669 AW769278 R82398 AA131925 R21776 R79031 AI129553 N70340 AI2761 16 AA709381 N63734 AI342605 
AA3Z7133 AI805980 AA005377 AW61 1716 T86946 AA369083 R67250 H00240 R32578 W86279 R80248 R23734 H0O977 R21732 
R78932 AA368675 R16780 R26523 H40161 W93671 R99823 R77956 H61601 R98785 R09738 H78317 H53537 H81056 T53780 
H12600 R82345 AA653499 AW953717 R63207 R33888 H54071 H66993 T48748 AI702300 R30775 H68996 AKJ14957 AA369082 
AF075351 AI110886 AI742050 AW954245 AI768458 C19062 AI393674 C1891 1 CI 6029 AA708813 AI168432 R67389 A1168453 
H00188 R21 233 H03055 R53822 AA367558 R75872 W04151 A1220869 A1090290 AA368730 R94434 H81153 H70950 AA367783 
H81514H53536 C16968 C17797 C17677 C17064 AA0825B1 C17044 D63217 C18791 D7B839 D63290 D78838 N91085 H54070 
R80360 H78318 H40199 R33887 R02529 H9491 8 R00900 T87029 AA131924 R99891 AA0O4267 D78764 D78757 H61600 C18615 
H60972 R98784 W86323 R09737 C17492 D78811 R67494 D78775 AA368244 H12650 D79043 AW957062 R82759 C190O2 H01715 
W28614 W27435AI983043 AA364395AW572472AW1 90386 AI1 29278 A1913081 AW473549AA830713AI982871 AI638647 
AI828466 AW572486 N52583 N89687 AW075567 AI571047 AIB87479 AI559469 A1685802 AA805256 AI458777 AA974369 Al 866929 
AI886032 A1823925 AI823566 AW198135 A1287510 AI565910 AA765775 A1866019 A1263697 AB55825 R42668 AA894603 
AW1055B5 AI824555 AW339175 D20479 

NM 014253 AF100772 BE088769 AL022718 BE161779 AW863569 BE1 61640 AL039060 BE168542 AW296554 AA323193 
AAZJ5370 AW779760 N48674 A1375997 R45432 D59344 A1203107 F07491 R3S360 R25094 AI91 3631 AI498402T61382AI01 6320 

AvSfJS AW173M M888929 BE174517 Z70704 AL042292 H54958 AA310063 AW499643 AW501380 AW501202 AW501 293 

AW501596 AW630166 AL041326 AA780690 L40517 U21556 AI093182 AW062487 AA883387 AA931302 BE252601 BE258381 

AA827330 AL043S30 AA356337 AW962830 AW393814 Z70703 AW389484 T62231 AW780O49AL043931 BE149744 AW963292 

BE439669 BE091737 BE091657 AA484004 AI673095 AA599106 AW601 545 A1538739 AI538730 AI521786 AW366369 AW021010 

AA362576 AI289927 AA382592 

AA608733 

T748B4 

AA6205S2 

U42359 

N57493 

HP 1052 

AW206193 AW137594 AI953685 AI919143AI424371 AW007698 AW025681 AI954289 *^JW^ 

AI623213AI552310 AI631411 AI565384 A1566734 AA1 49597 A15381 72 AI040831 AI770021 AI914287 AA279311 W73001 AI493117 

AI693374 AI802007 AI990645 N29752 R94559 AA806475 AA806828 R90998 R94558 AW300112 W24097 AW003016 N91920 

T47910 

AA029703 

ATO93Q97 A1869509 T27070 AA326718 AA024743 W23922 AA479593 AI765668 W23908 U92986 AA081632 N50578 AA065245 

AW365046 AW365014AA961091 AA150231 H53426AA234651 N50522T79343T87399 N91858 H41179 AW009453 AA024744 

T27069 AI346379 H88431 AA1 52289 R45373 AA477432 A1745607 A1807602 H411 52 AA065244 Al 242569 A1091032 A1251 849 

F03857 H88369 AI174488 A1002696 H53427 T87293 N91869 W35270 AA453723 AA453705 AW071829 AI393866 AW071807 

W23592 AI342074 D31 1 58 AA833756 A1991896 AA447791 A18641 25 AW377239 AA295365AI687970 R34076 F07607AA521310 

AW499865 R945B4R21283 

AA350256K68126 

M21305 

N24829 

X94563 

H58818 

AA211777 

AA401807 

AA195191 AA1 90578 AI632307 M195227 M743633 AI823408 AI832203 AI6531 14 AA205307 AW021913 AI6879B0 AI6741 98 

A1675563AI417935 AA707350AA1 35157 A1434721 AI151036 A1038305 R52643 AA780141 AW207645 D19691 AI474370 

AA401739N22905 N70378 

D30715 

AA251089 

AA598484 



Table 72A shows the Seq ID No, Pkey, ExAccn, UnlgenelD, and Unigena Tife for all of the sequences in Tabta 73. 

80 Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnlgenelD: Umgene number 
Unlgene Title: Unigena gene title 
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WO 03/042661 
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Seq ID No: 


Seq ID number correlation for those sequences In Table 73 


Pkey* 


c 

fcxAccn 




Mnlopnp TIIIr 


103080 


AUU/ 116\ 


He MOV) 


rvrfm m fPRADI* nnralhvmid adenomatos 


410102 


AW£*JOOUO 


Mq 37Q737 


pCTo- homnlnnue of PEM-3 IQona S avian Yl 


101104 


AWoblZlxJ 


nS.lDaZOO 


nanmncnKrla V rtvonlnr Y1 

neurapepuoo t (ccopuji 1 1 


447761 


AF051573 


Us 1CMQ0 

ris.uwy* 


r\mffw* *-tA Sarin f) 

pruiocaansnn o 


428183 




ns.yooo 1 


CQT« WosVtv elmllnr fn «;prinfi niTltfiJKfi 
Co IS, VVoeKiy oimUoi IU oeJUitJ jjiuicck>*; 


439221 




nS.Jz/ou 


CCTc Mnrforatatv cimitnr fn l7flflR5 Serin 


121619 


A A MCMfl 

AA528339 


Uo 47BOC0 

HS. 1 1 o\mt 


to IS, VVeHKiy Similar U> pilK>piiaUuyE>tJii 


104659 


AW369769 


Uo mcmi 


CCTe 

to IS 


105782 


H09748 


Uo C7QD7 


D-ceu V/Lurynipnorna i id \un\i luiyci \au 


129977 


NMJJQ0399 


Hs.1395 


eany grown response * \r\ruA-iw imuc>up 


100299 


D49493 


Hs.2171 


growtn Omerenuauon lactor iu 


116301 


AW969706 


Hs.293332 


ESTs 


106533 


AL1 34708 


Uo 4/COOQ 

HS.1 45990 


to IS 


131313 


R96290 


Hs.75874 


noosomai protein uw 


105316 


AI671245 


H3.24835 


nypoineuca! proietrt ru mv* 


113003 


AW292315 


Hs.7215 


ESTs 


102835 


U 94320 


Hs. 158330 


.neuropeptide Y receptor Y5 


102745 


AW753865 


MSJ4376 


oitactomeain reiaiea tK ncauzea pro re i 


123308 


C14187 


Hs. 157208 


ESTs 


120147 


AI917116 




nemogioDin, Dei a 


123049 


BE047bcO 


Uo 111 OCQ 


OJCKKopr [ Aenopus taevisj nuiuuiuy c 


119082 


AF252297 


Hs.91546 


cyroenrurne r«*ou rconoia ineuiuoiiiiiiy \n 


105301 


AW352357 


Hs.7457 


MAuti protein 


128478 


AA708205 


Hs. 100343 


ESTs 


106111 


AW875398 


Hs,6451 


rKUuwy proiBfn 


131307 


mm Anonoc 


Uo It/IQ 
nS.1349 


uuitKitayiu, utjui-o*, ibuc^jiui 


120830 


A|ccBi7n 
rWwo i/u 




ESTs 


127664 


AAB06164 


Hs.116502 


ESTs 


102725 


AB026187 


Hs.159156 


protocadherin 11 


132520 


AA257992 


Hs.50651 


Janus kinase 1 (a protein tyrosine klnas 


130637 


AA356764 


Hs.17109 


Integral membrane protein 2A 


117602 


N35020 


Hs.44685 


C3HC4-fike zinc finger protebi 


128797 


NM.002975 


Hs.105927 


stem cell growth factor; rymphocyte seer 


129703 


BE388665 


Hs.179999 


Homo sapiens, done IMAGE:3457003, mRNA 


125770 


AA143045 


Hs.81665 


M Hardy-Zuckerrnan 4 feline sarcoma v 


414761 


AU077228 


Hs.77256 


enhancer of zeste (Drosophila) homotog 2 


420462 


AF050147 


Hs.97932 


chondramoduDn 1 precursor 


410268 


AA316181 


Hs.61635 


six transmembrane epithelial antigen of 


104691 


U29690 


Hs.37744 


Homo sapiens beta-1 adrenergic receptor 


416836 


D54745 


Hs.80247 


cholecystoWnln 



Seq ID No 

Seq(DNoB1&B2 

SeqlDNoB3&B4 

Seq (DNOB5&B6 

Seq IDNOB7&B8 

Seq IDKOB9&B10 

SeqiDNoB11&B12 

Seq ID No B13, B14.&B15 

Seq ID No 816 

SeqlDNoB17&B18 

SeqlDNoB19&B20 

Seq ID NoB21&B22 

SeqlDNoB23&B24 

SeqlDNoB25-B27 

SeqlDNoB28&B29 

SeqlDNoB30&B31 

Seq ID No B32 

SeqlDNoB33&B34 

Seq ID No B35-B40 

SeqlDNoB41&B42 

Seq ID No B43 

SeqlDNoB44&B45 

SeqlDNoB46&B47 

SeqIDNoB48&B49 

SeqlDNoB50«53 

SeqiDNoB54&B55 

SeqlDNoB56&B57 

SeqiDNoB58&B59 

SeqtDNoB60 

Seq(DNoB61&B62 

SeqlDNoB63&B64 

SeqlDNoB65&866 

SeqlDNoB67&B68 

SeqlDNoB69&B70 

SeqlDNoB7l&B72 

SeqlDNoB73&B74 

Seq(DNoB75&B76 

SeqlDNoB77&B78 

SeqlDNoB79&B80 

Seq ID No B81 & B82 

SeqlDNoB83&B84 



Table 72B 

Pkay: Unique Eos probeset identifier number 

CAT number Gene cluster number 

Accession: Genbank accession numbers 



Pkey 

131307 

131313 



116301 



CAT Number 

3138J 

93372-1 



52669_2 



103080 1709^1 



NM_000025 X72861 X7081 1 M29932 X70812 S53291 AW015148 AW581776 AI276134 

R95290H02411 C18327 AA367588 AA367557 H89632 C17954 AA568850 AT752983 AA699451 H04260 AI1281 18 AW1 93364 N94503 
AA029995 T40536 AA368746 Al 189909 BE047384 AA747591 R22855 AI032539 AI151343 AA148534 H63941 T49595 AA694405 H74226 
AI200363 R79731 AA702947 AM00076 A1088494 C17938 AA599478 H02962 R77665 C17370 R65618 H7371 1 R58545 D79189 AW265710 
R77664 T52101 AW953745 AW953739 D79107 AA029105 AW953738 AA456487 R67000 AA156623 AA368336 H63662 
AW969706 AA456258 AA491881 BE501 639 D621 13 AW969710 AI591236 AI379869 AW968997 AA040053 AI807206 AW663917 AA454645 
AA489238 BE241958 AA743491 

AU077231 AA852219 M74092 X59798 M64349 NM_001758 AA226806 M73554 BE409154 AA160096 BE384352 AA160820 BE382880 
BE261734 AA1 13821 BE407745 AA1 56380 BE390287 BE390020 AA1 00854 AA127152 AVW94066 AW3S7101 AW367093 U47703AI347077 
W05266 AI824103 AI499061 AA642944 AI042556 AA906539 W60380 AI571777 AU 35581 AA1 1 2340 N75459 AA592929 AI085348 AI278890 
AA126942AI023701 A1873252 AA156319 AI190622 W60289 AI274886 RB1309 M100801 AA227161 AI568929 AA1 60603 AI074344 AI344561 
AI150778 AA852218 M158286 N20142 AA622148 AA864225 AA576367 AW182124T89175 A1758455 AA780573 N71757 R81200 AI659596 
AJ674613 AA642544 AW503909 AA128851 W39350 N40420 AA1 13072 BE168116 A1620604 AI298125 BE075272 N40078 BE075109 BE080779 
AI918938 BE168117 BE087369 AW995539 BE080949 BE080727 BE075271 BE075108 BE080955 BE0B9655 BE081115 AW750304 H66084 
A1146884 BE075154 AW992247 AI186525 AI752230 AW263140 W03329 N26056 AA948080 AA113073 H99284 AA227101 AA631077 
AA148042 A1740337 BE082728 AA149570 W44495 BE089351 AA375044 N26775 H27771 AA064705 BE091204 R89337 N32676 N27141 
BE164704 H98049 W87603 AA425549 W31090 AA80741 1 BE1 73280 BE000178 T09020 W23852 AA082709 BE 167894 AA076515 R97329 
BE541980 N42086AA102307AA113772BE276181 H20622 W44436VV67604 W46412AVmi113AI700678AA502628M13313^ 
BE396090BE613371 BE612645 W46650 W95203 W92651 AI087288 R76299 AW604781 N55320AI912334 AA403248 AW169156 H24970 
AW298822 AW080962 AI073747 W24123 AA577596 H21715 H27925 H26436 AI288304 AA 148043 AA204678 BE047090 W48631 AA908347 
AA599485 AI276505 AI953979 AA563710 H25674 H51747 AA425389 AA516104 AI095335 T77237 AA151695 T92084 A! 689037 AI624162 
W49709 AW514883 AA100576 AI366087 AA069474 AA525859 AW771076 AA029402 AA9941 14 AI351505 AW77081 6 A1333594 AI289794 
AI346589 AA487700 A1081 104 AA613344 AI377520 AI28491 1 AI31 1390 AA622062 AI055890 A1660881 AI3661 17 AA403090 AI272818 
AI073353 W46300 AA062689 AI755078 AI753397 A1533564 AI273471 AI339890 AA699584 AA983722 AI079968 AI752231 M076431 AA113245 
AI168564 AA918965 AI066484 A1123599 AI921518 W94586 AA535600 AA064665 AA70538B AA064623 AA962503 AI924926 AW131206 
AW275281 AI280632 T29597 W48728 AW954336 W38317 W94768 AI084717 W46567 AI245645 AW302501 N72201 AW510563 AW079132 
AA207064 AI143740AW440672AA632154AI290286 AI350704A!271377AA0^369AI864756 T77451 H97348AA852165AI932951 N98526 
AA487486 R92970 AA934071 AI080448 AA063257 C05786 N99099 R42969 AAB87065 AA652686 AA533833 AA662304 H51748 BE539444 
AI382164 AI814595 BE537043 Al 168307 BE408935 AA453606 R89428 AA936527 AA936890 AW369618 AW264602 R18074 AI474189 
AW372354 AI094358 R37210 AA948510 AA226909 BE172527 AI086652 BE408324 AW292848 AI768962 BE5407O3 BE409478 AA931692 
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AA257992 AA317029 AA362097 017042 H48100 AW838107 AW838106 AW838110 AW838231 AW610241 AW838442 AA045061 AW384391 
BE000988 AA131806 BE180577 AW838269 AL039831 AI754380 C06051 AA131737 AW83B239 AI767465 AI480134 AA610312 AW838190 
AA379252 AW838282 AA484027 AI423413 A16B5064 BE32B307 AI241 857 AW838281 AW838284 AI671267 A1814928 AA828367 A1476306 
AI270180 AA622362 AI076497 AI63591 9 AI444994 AI194028 AI669159 A1928131 AA448853 AI3501 43 AW079289 AW467607 AA480442 
AA522935 BE180570 AW3800B7 AW380109 AI081015 A1690818 A1589485 AI698510 AA642019 AA714356 AI580430 AA985527 AI740475 
C21398 AA257993 A1302393 A1689018 AW770194 AW753750 A1079164 BE550338 AA559851 T16108 AI864822 AI932B27 AA045095 
AA045062 AI954225 M768569 AA709308 AW958363 
N35020 

AB026187 NM 014522 U79247 F13304 AA224524 F10902 R39431 

AW753865 F07644 F11280 F06355 F08136 U79299 F07459 F08750 F12419 F12842 F06488 FQ8585 F13403F05921 F05512 F11683 F05416 
F12841 F12810 F05418 F12850 R24551 F08276 H11803 H10237 H11542 H22894 R59563 H19351 H18722 F1 1237 F08507 H23123 R61595 
F07796 F06201 F12289 F07107 T781 13 F08734 F13344 F05760 F11784 F08780 F05835 R20588 F07739 F1 1497 R17410 H17414 R20440 
T66090 R25292 T66236 T78766T79908 R25286 R60071 C14761 AW905192 AA331914 AW9S5291 H09000 RJ5212 F08313 F05825 H06399 
H15135 H11378 R66424 R61541 AA235405 AI205041 RS9564 H23124 H18638 R37359 AI571275 R41780 T65174 T66159 R54102 W07657 
H10794 R52337 R42890 H14354 R40952T17391 H1206B R56797 R51000 R60011 R37617 R39434 H29286T16403 H09129 R49114 H15161 
H11729R39160 H10468 H24454 H11432 R54433 H08758 H24042 H09511 H17281 H15292 R37849 AI991965 R52815 R42850T17390T16438 
T17388T16285 R48963 R50782 R44247 R46729 R59558 R40696 R43575 R44420 T17403 R37754 R46637 R51039 R40513 T23785 F10433 
T16350 H10191 R43688 T23543 H08591 R44351 R37575 R49508 F04379 F04056 F05067 F02010 F09158 F10036 F08900 F02559 F09914 
F09434 F05034 R17415 F02644 H10650 F10451 H14589 F1 0444 T1 6440 R44517 R46643 F03993 F10443 F02170 F09343 F10414 F04794 
F11 122 F04997 F03894 AW005932 F02767 F10941 F01777 R45260 F03386 R45261 T65009 F10990 F08942 F01673 H23253 PD4533 F02082 
F01669 F03689 H09568 R40763 H06400 R50958 N80570 AI082296 AI198226 T23763 AA81 4486 AW01 5823 A1886272 H06514 AA515969 
F10049AI984267AI886279AA558516F02071 Ar783843AI804884 F01468AA730438AF035301 R3B389 R41440 R59468 R14437 T89036 
R43560 H10821 R52850 R56722 R14559 T09299 H10467 R25829 F13546 R56796 R51 151 DB2657 T32952T66257 H06569 F12430 T74326 
H08489 R34430 R13083 H23364 R21 134 777098 AW9571S7 H24150 H1 1403 R52336 F12830 T77173 T74281 T77663 T74736 H10649 H12067 
R20092 T74735 R54530 R17552 R59557 R54529 H17280 T75171 H14694 T74975 H15291 R18574 R54157 R13446 H15221 R35120 R35031 
R21277 R19632 R35820 R50899 R13923 R36771 R26485 R33061 R20100 H24426 H09184 H15958 R19253 H15196 H09510 R36032 R19691 
H14402H14885T17068 

AF252297 N2788B F13415 R34552 R14377 AA3239S2 AW61 1514 AW61 4097 AW1 95487 A1026040 A1097663 AA01 2834 AW969885 AA988198 
R49069 AW873673 R37774 F08840 AA484668 AW873664 AA170805 AA1 70825 AA585275 AA585280 AA012833 
U94320NMJ06174 U66275 

AA143045 AW271802 A1017093 AA4501 B3 W93694 AI885044 AI890068 AW264522 AW073559 AI355325 AI051302 AJ567686 AI143554 
A1457891 AW468784 AI567693 AW884460 AI424892 AA401 298 AW244098 AI122936 N24824 AA552932 AA873164 AI308810 N26098 H81B52 
N20798 AW263947 AI698267 AA449422 AW877967 
AI917116 AA633698 AI580389 Z39483 

AW29231 5 AI090408 AW517041 AI928695 AI092060 AA716741 N98235 T23629 

AW969769 AA484137 AI291362 N64753 AL133784 AA007153 BE046923 O59S90 C15166 D59991 D60194 AA648108 N76160 D61027 D60630 
U29690 AF272890 AA708166 AA010748 R23839 H59572 R23383 AI625747 AA01 1 176 AW665324 H02674 H59573 AA757931 H12502 R66851 
AA702310AA748431 AA749352 C01127AI003679T96352 

AW352357 AA85241 9 T80568 AA332510 AW149659 AA341 609 AA809550 A1183690 AA730875 T31 719 AW955361 AA779709 T05461 
AA564806 AI142536 AI553857 D53384 D53747 054101 D551 12 AW071935 AI082447 AI29091 1 AW168872 AA199743 A1091646 A1246702 
AC71 662 AW1 17296 AI032138 AI741489 AI53B705 AA233541 AI6826B5 AW136268 AI689641 AA599916 AI174443 AI432175 AI131328 
AW136277 AA852418 AA243035 T03902 C15651 D52660 H08108 AA844525 A1420648 AI282445 AW068986 AW497637 AA779042 AA298564 
BE262936 

AI671245 D81062 AI085879 AI193252 AI870535 N23132 H97661 H18098 AA552173 AA233924 AA503379 H19618 D60732 F04762 H11343 
AW590283 

AA806164 AA678564 AW978234 AW023951 AA651859 AI6Q9785AA91 3686 AW974569 A1681 287 

AW875398 A1064861 NI^014138 AF090943 BE071887 BE547232 BE622599 A1345700 AA284315 AA147700 AW376340 BE220170 BE348475 
AA025037 AA057284 AA025038 T16193 AW1301 96 AW594516 AI989991 AI139091 AW675747 AA830435 AI924977 AI670778 AI051 887 
AA912574 AW1 30213 AI828335 AI570587 AI332760 AI3131 15 AA804653 AA477920 AA147645 AI916912 AW768839 AA715098 AA292723 
AA732421 T33122 AI631 560 A1698686 All 85386 R43829 AA421638 AA961400 C0O503 AA604025 AA554026 AA553885 BE172244 R24040 
AA708205 H15963 R20851 L13829 AI934608 AS50163 H92893 AI267243 N66614 H28983 R42031 H06198 AI468628 H92779 L13B28 T34896 
H09748 R51554 AA350215 R40551 

AI568170 AA731212 AW294848 AW466878 AA568908 AI281804 AI923633 AA347885 AI71 8854 AA714940 

NM 002975 AF020044 AB009244 BE620464 AA541683 AWOC0991 AW088850 AW664612 A1635676 AI627854 AI885823 AI864548 A1554122 
AH99682 AI570905 AI376008 AI871364 AI074230 AB83719 AA905O16 AA977446 AA844732 T78922 AW244007 A1924747 AI968230 Al 824575 
A1699224 AI569490 AW379856 AW292314 AI016874 AW292037 

AL134708AW206610AW665919AW594227AI917093AI498361 AA635141 AA453786D54178D53224A1804341 D53111 M78885AL1 34707 

AA453903 AI278054 AI334339 AI380496 AW235939 060373 060993 081246 

AA528339AI017218AA416911 

BE047680 AF177395 NM.014421 AB033208 AB035181 W55979AI093105A1863392 AA715452AA300480 AW022313AA648103AA720544 
061856 AA481794 M737112AW316551M714937AW974378AI370632AI184289A1333962 M7149^ 

BE388665 AA740614A1394542 AA484451 AW070675AAB77654 AI360981 AI475799BE349560AL037351 N29437AI246453AW0B3444 
AA844441 A1150871 AI440477 A1889061 AA682422 AA6B0053 AA740212 A!858728 AA490589 AW243692 A1249450 AI304448 AA534421 
AB00317 AI273337 AW027729 AI979132 C06120 AI860916 AW591923 AI803174 AI559264 BE250500 AW675522 AA883284 T71033 AI346838 
A1066754 A1197913 AA931979 AA427599 AI304730 AI285159 AI273325 AI038450 A1033760 N74972 AA136517 A1304446 A1262652 AA401348 
AW514617 AI361795 AW514389 N30307 N93439 AA190775 BE349902 AI342114 AI186831 AA039628 H74242 AI914825 AI955761 AI343851 
AA693856 T71096 AI498539 AA778995 AA084278 AI274678 AI022673 AW339621 AA704929 AW089735 AA041252 AA161 337 A! 185333 
AW189397 AI160990 AI082392 AI935848 AI144404 AI141633 AA447987 AA464241 AI342103 AW026118 AA834025 AW664459 AA603777 
AA630752AA115450 N49944AW1 66071 AW769795 AA991 877 AA873609 AW083441 H99130AA910538 AA486199 AW083358 AA151767 
AI161193 N54945 AA180193 AI423477 AI188387 A1608747 N58900 AI038449 AA136852 AA565913 AA180502 H61741 AA701125 AI127678 
AA278541 R76523 AA666187 K85083 F24755 R77729 AA135137 BE250395 R76239 AW794625 AW794404 H61957 AA308197 AW996031 
AA345524 N52726 AA354360 AA179785 N57375 R16447 AA160645 W21481 

049493 NMJJQ4962 D49492 AA948479 AA993843 AA017558 AA992567 AA912897 Ah 85363 AA01 8254 K93253 AA297544 T191 B7 R53287 
AA069337 AA297489 N62906 AW023929 AA01 8253 AA017615 W251 1 0 R52085 R52633 W16549 H88916 H891 34 AA069338 
NM000399 AA018140 AF139463 J04076 AW390694 AW361756 AL079830 AI190567 AA731059 AA742743 A1635915 AA878209 A1262612 
AI264201 AA446300 AA715016 AA446027 AI274101 AA593330AA593338AW015388 AI681724AI347984AL045275AA970069AA018188 
AW014396 AW769445 AI588869 AW33B296 AI801 548 AI367702 AI888410 
C14187 AA495211 D80456AA484051 080455 AA528446 
AW862258L07615 

AA356764 NM 004867 AF038953 W16828 R50284 AI929589 R01594 AA010474 W37917 N64212 N78175 R5751 1 AA329322 W77834 
AA169869 AA285240 AA356670 T93146 AA325779 AA357064 AA328151 AA306939 AA305801 N31260 AA3062O2 AA312530 BE242703 
AA354371 N42259 AL021786 H50965 H38038 A1655965 AI565732 AI953952 AW972835 AI07730O AI 948482 AI760966 AA648335 W72197 
N32815 AA768073 AW338181 AW001742 AI81 9896 AI01 5666 N58011 AA677584 Al 183750 AW105514 W37875 AW301679 AA775257 
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410102 117657.1 
10 410268 11B97J 



414761 14860J 



15 



20 
25 

30 447761 7355J 



416B36 16233J 
420462 19379J 



428183 287965.1 
439221 46993J 



AA730357 A1128690 AA630149 AW241515 A1147003 AI183499 N90923 A1988582 AA354145 Al 147297 BE550502 AI085777 AI7O9087 
AA773947 AA469192 A1199289 AI127085 H89232 N30719 AI028165 AW029469 AI709314 AA780834 AA778057 HB9125 A1554762 T93061 
N59622AI360625 M719982A1248242AA233925AW262512AW43B666 M010378AM84010AW4387W 
AA736720 AA664587 AA648672 AA503406 AA508123 AA503140 H46638 N75812 AA73093S 060546 AA483039 AA507705 AA480448 
A1768654 AA658955 AA730803 AA330312 AW021 1 27 BE172031 AW961052 AA339070 AA648172 BE1 72892 AA1 74175 AA492012 AA491 590 
AW118733AA484130 AA730783AA730510 D62577 D62828 A1469294 AIB01343 N53447 AA740226 AI831983AA516146 079799 AI75B21 2 
AA484040 H38039AI038772AI039410AA528387AA730576AA527231 AA748111 062946 U38439AA721 708 H22 1 30 AA559229H51 620 
AA283355 M730970 R01595 N72450 AA469123 AA579389 AA480477 AA283306 AA347822 AA328013 

AW248508 AI278454 AI369343 AW291235 AI343946 AI347189 AA970152 AI279668 A1971894 AA664359 A1191039 AA084598 AA081641 
AA316181 BE439545AC005053AF186249AW386101 AC004969 AA730199AA032221 A16B6139 AM 67942 AA809228A1 184070 AI394674 
AW969977 AA032279 AW079284 AA513174 AA88831 2 A1453179 AA483363 AA528432 AA57951 1 

AU077228 U61 145 AL044255 AA206185 AL044975 NWL004456 X95653 AW890905 AA332806 AW965453 BE299226 U52965 BE275009 
AA428252 AA769212 AA312778 AA810901 AA461315 A1969286 A1953668 AW296248 AI291422 AA704747 Z44716 BE541 235 AW608806 
AA588583 AW403788 AW408386 AA053521 T87571 AA581163 BE183241 T97906 R89149 AI808196 BE61B521 A1970278 AI652680 AW130143 
AI970272 AW197254 BE550449 A1628403 AA010143 AW005107 AA251815 AA805836 N53459 AA055309 AA643678 AI34561 6 AI345618 
AJ635728 AI871 286 AI018437 AI262514 H75287 AI0331 55 AI203388 AA205802 AI475265 AW594186 AI696059 A1333312 AW264710 AA876764 
AA864892 AA173156 A1292066 T79837 W93995 AA506427 AA815135 AI376342 AA010144 AI310421 AI22335Q AA970576 N33926 T89364 
AI090913 N55098 AA101673 AA626665 AA251840 N68857 AI890053 H05930 AI474199 AI436166 AA628810 N64452 AI205538 AA055310 
BE244495AI365179T99536A1203088 Z40549 AW1 39858 AA599527R91 847 AA483681 AW068982 H51746 AA091201 H13030AA459732 
T99430AI051764 R45991 

D54745 AU077189 NM.000729 R711B8 H87563 R80701 AW956319 AA376289 R82442 H46452 R22481 R64323 AW043690 L0O354 AW005571 
H19813 AI745597 AI769202 AI205982 AW205841 R64324 A1201975 H46993 C18067 R71189 N29729 A1799838 A1091209 H87455 R82443 
AW970995AW072136 N40841 H13148 AI219052 N30191 T28007AI817428AA503602 

AF050147 NNL007015 AB006000 AB005999 BE2181 14 A1703147 AI985891 BE222034 BE549774 BE32761B A1651459 BE549987 AI657194 
BE22241 4 BE046984 AW470357 AW339338 C02526 AW590220 A1298082 AW296998 A1333135 AI867816 AA730514 BE34851 3 AA405500 
AW136179 AA327834 BE327350 BE327366 

AW969726 AA42402B AI266636 AI271571 AA423988 A1266634 AA702780 AA452037 AI424866 AA742931 AA483361 

AA737106 N35765 N35779 AF086045 N30152 AW374028 AI478237 AA923562 AI382236 AA846668 AI627389 AI371709 H98083 H95983 

H26576 H95984 AA745021 AA639180 H26575 

AF061573 NM-002590 AA780138 AW135620 AI197884 AA483348 R05468 AW969724 H29216 
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Table 73 j Sequences 

Seq ID NO: Bl DNA sequence 
Nucleic Acid Accession ft: NM_0S3056.1 
^ Coding sequence: 210.. 1097 

1 11 21 31 41 51 

I I I I I' I 

CACACGGACT ACAGGGGAGT TTTGTTGAAG TTGCAAAGTC CTGGAGCCTC CAGAGGGCTG 60 

TCGGCGCAGT AGCAGOGAGC AGCAGAGTCC GCACGCTCCG GCGAGGGGCA GAAGAGCGCG 120 

10 AGGGAGCGCG GGGCAGCAGA AGCGAGAGCC GAGCGCGGAC CCAGCCAGGA CCCACAGCCC 180 

TCCCCAGCTG CCCAGGAAGA GCCCCAGCCA TGGAACACCA GCTCCTGTGC TGCGAAGTGG 240 

AAACCATCCG CCGCGCGTAC CCCGATGCCA ACCTCCTCAA CGACCGGGTG CTGCGGGCCA 300 

TGCTGAAGGC GGAGGAGACC TGCGCGCCCT CGGTGTCCTA CTTCAAATGT GTGCAGAAGG 360 

AGGTCCTGCC GTCCATGCGG AAGATCGTCG CCACCTGGAT GCTGGAGGTC TGCGAGGAAC 420 

15 AGAAGTGCGA GGAGGAGGTC TTCCCGCTGG CCATGAACTA CCTGGACCGC TTCCTGTCGC 480 

TGGAGCCCGT GAAAAAGAGC CGCCTGCAGC TGCTGGGGGC CACTTGCATG TTCGTGGCCT 540 

CTAAGATGAA GGAGACCATC CCCCTGACGG CCGAGAAGCT GTGCATCTAC ACCGACAACT 600 

CCATCCGGCC CGAGGAGCTG CTGCAAATGG AGCTGCTCCT GGTGAACAAG CTCAAGTGGA 660 

ACCTGGCCGC AATGACCCCG CACGATTTCA TTGAACACTT CCTCTCCAAA ATGCCAGAGG 720 

20 CGGAGGAGAA CAAACAGATC ATCCGCAAAC ACGCGCAGAC CTTCGTTGCC CTCTGTGCCA 780 

CAGATGTGAA GTTCATTTCC AATCCGCCCT CCATGGTGGC AGCGGGGAGC GTGGTGGCCG 840 

CAGTGCAAGG CCTGAACCTG AGGAGCCCCA ACAACTTCCT GTCCTACTAC CGCCTCACAC 900 

GCTTCCTCTC CAGAGTGATC AAGTGTGACC CAGACTGCCT CCGGGCCTGC CAGGAGCAGA 960 

TCGAAGCCCT GCTGGAGTCA AGCCTGCGCC AGGCCCAGCA GAACATGGAC CCCAAGGCCG 1020 

25 CCGAGGAGGA GGAAGAGGAG GAGGAGGAGG TGGACCTGGC TTGCACACCC ACCGACGTGC 1080 

GGGACGTGGA CATCTGAGGG CGCCAGGCAG GCGGGCGCCA CCGCCACCCG CAGCGAGGGC 1140 

GGAGCCGGCC CCAGGTGCTC CCCTGACAGT CCCTCCTCTC CGGAGCATTT TGATACCAGA 1200 

AGGGAAAGCT TCATTCTCCT TGTTGTTGGT TGTTTTTTCC TTTGCTCTTT CCCCCTTCCA 1260 

TCTCTGACTT AAGCAAAAGA AAAAGATTAC CCAAAAACTG TCTTTAAAAG AGAGAGAGAG 1320 

30 AAAAAAAAAA TAGTATTTGC ATAACCCTGA GCGGTGGGGG AGGAGGGTTG TGCTACAGAT 1380 

GATAGAGGAT TTTATACCCC AATAATCAAC TCGTTTTTAT ATTAATGTAC TTGTTTCTCT 1440 

GTTGTAAGAA TAGGCATTAA CACAAAGGAG GCGTCTCGGG AGAGGATTAG GTTCCATCCT 1500 

TTACGTGTTT AAAAAAAAGC ATAAAAACAT TTTAAAAACA TAGAAAAATT CAGCAAACCA 1560 

TTTTTAAAGT AGAAGAGGGT TTTAGGTAGA AAAACATATT CTTGTGCTTT TCCTGATAAA 1620 

35 GCACAGCTGT AGTGGGGTTC TAGGCATCTC TGTACTTTGC TTGCTCATAT GCATGTAGTC 1680 

ACTTTATAAG TCATTGTATG TTATTATATT CCGTAGGTAG ATGTGTAACC TCTTCACCTT 1740 

ATTCATGGCT GAAGTCACCT CTTGGTTACA GTAGCGTAGC GTGGCCGTGT GCATGTCCTT 1800 

TGCGCCTGTG ACCACCACCC CAACAAACCA TCCAGTGACA AACCATCCAG TGGAGGTTTG 1860 

TCGGGCACCA GCCAGCGTAG CAGGGTCGGG AAAGGCCACC TGTCCCACTC CTACGATACG 1920 

40 CTACTATAAA GAGAAGACGA AATAGTGACA TAATATATTC TATTTTTATA CTCTTCCTAT 1980 

TTTTGTAGTG ACCTGTTTAT GAGATGCTGG TTTTCTACCC AACGGCCCTG CAGCCAGCTC 2040 

ACGTCCAGGT TCAACCCACA GCTACTTGGT TTGTGTTCTT CTTCATATTC TAAAACCATT 2100 

CCATTTCCAA GCACTTTCAG TCCAATAGGT GTAGGAAATA GCGCTGTTTT TGTTGTGTGT 2160 

GCAGGGAGGG CAGTTTTCTA ATGGAATGGT TTGGGAATAT CCATGTACTT GTTTGCAAGC 2220 

45 AGGACTTTGA GGCAAGTGTG GGCCACTGTG GTGGCAGTGG AGGTGGGGTG TTTGGGAGGC 2280 

TGCGTGCCAG TCAAGAAGAA AAAGGTTTGC ATTCTCACAT TGCCAGGATG ATAAGTTCCT 2340 

TTCCTTTTCT TTAAAGAAGT TGAAGTTTAG GAATCCTTTG GTGCCAACTG GTOTTTGAAA 2400 

GTAGGGACCT CAGAGGTTTA CCTAGAGAAC AGGTGGTTTT TAAGGGTTAT CTTAGATGTT 2460 

TCACACCGGA AGGTTTTTAA ACACTAAAAT ATATAATTTA TAGTTAAGGC TAAAAAGTAT 2520 

50 ATTTATTGCA GAGGATGTTC ATAAGGCCAG TATGATTTAT AAATGCAATC TCCCCTTGAT 2580 

TTAAACACAC AGATACACAC ACACACACAC ACACACACAC AAACCTTCTG CCTTTGATGT 2640 

TACAGATTTA ATACAGTTTA TTTTTAAAGA TAGATCCTTT TATAGGTGAG AAAAAAACAA 2700 

TCTGGAAGAA AAAAACCACA CAAAGACATT GATTCAGCCT GTTTGGCGTT TCCCAGAGTC 2760 

ATCTGATTGG ACAGGCATGG GTGCAAGGAA AATTAGGGTA CTCAACCTAA GTTCGGTTCC 2820 

55 GATGAATTCT TATCCCCTGC CCCTTCCTTT AAAAAACTTA GTGACAAAAT AGACAATTTG 2880 

CACATCTTGG CTATGTAATT CTTGTAATTT TTATTTAGGA AGTGTTGAAG GGAGGTGGCA 2940 

AGAGTGTGGA GGCTGACGTG TGAGGGAGGA CAGGCGGGAG GAGGTGTGAG GAGGAGGCTC 3000 

CCGAGGGGAA GGGGCGGTGC CCACACCGGG GACAGGCCGC AGCTCCATTT TCTTATTGCG 3060 

CTGCTACCGT TGACTTCCAG GCACGGTTTG GAAATATTCA CATCGCTTCT GTGTATCTCT 3120 

60 TTCACATTGT TTGCTGCTAT TGGAGGATCA GTTTTTTGTT TTACAATGTC ATATACTGCC 3180 

ATGTACTAGT TTTAGTTTTC TCTTAGAACA TTGTATTACA GATGCCTTTT TTGTAGTTTT 3240 

TTTTTTTTTT ATGTGATCAA TTTTGACTTA ATGTGATTAC TGCTCTATTC CAAAAAGGTT 3300 

GCTGTTTCAC AATACCTCAT GCTTCACTTA GCCATGGTGG ACCCAGCGGG CAGGTTCTGC 3360 

CTGCTTTGGC GGGCAGACAC GCGGGOGCGA TCCCACACAG GCTGGCGGGG GCCGGCCCCG 3420 

65 AGGCCGCGTG CGTGAGAACC GCGCCGGTGT CCCCAGAGAC CAGGCTGTGT CCCTCTTCTC 3480 

TTCCCTGCGC CTGTGATGCT GGGCACTTCA TCTGATGGGG GGCGTAGCAT CATAGTAGTT 3540 

TTTACAGCTG TGTTATTCTT TGCGTGTAGC TATGGAAGTT GCATAATTAT TATTATTATT 3600 

ATTATAACAA GTGTGTCTTA CGTGCCACCA CGGCGTTGTA CCTGTAGGAC TCTCATTOGG 3660 

GATGATTGGA ATAGCTTCTG GAATTTGTTC AAGTTTTGGG TATGTTTAAT CTGTTATGTA 3720 

70 CTAGTGTTCT GTTTGTTATT GTTTTGTTAA TTACACCATA ATGCTAATTT AAAGAGAGTC 3780 

CAAATCTCAA TGAAGCCAGC TCACAGTGCT GTGTGCCCCG GTCACCTAGC AAGCTGCCGA 3840 

ACCAAAAGAA TTTGCACCCC GCTGCGGGCC CACGTGGTTG GGGCCCTGCC CTGGCAGGGT 3900 

CATCCTGTGC TCGGAGGCCA TCTCGGGCAC AGGCCCACCC CGCCCCACCC CTCCAGAACA 3960 

CGGCTCACGC TTACCTCAAC CATCCTGGCT GCGGCGTCTG TCTGAACCAC GCGGGGGCCT 4020 

75 TGAGGGACGC TTTGTCTGTC GTGATGGGGC AAGGGCACAA GTCCTGGATG TTGTGTGTAT 4080 

CGAGAGGCCA AAGGCTGGTG GCAAGTGCAC GGGGCACAGC GGAGTCTGTC CTGTGACGCG 4140 

CAAGTCTGAG GGTCTGGGCG GCGGGCGGCT GGGTCTGTGC ATTTCTGGTT GCACCGCGGC 4200 

GCTTCCCAGC ACGAACATGT AACCGGCATG TTTCCAGCAG AAGACAAAAA GACAAACATG 4260 
QA AAAGTCTAGA AATAAAACTG GTAAAACCCC AAAAAAAAAA AAAAAA 

oO 

Seq ID NO: B2 Protein sequence 
Protein Accession ft: NP 444284.1 



51 

797 



WO 03/042661 



PCT/US02/36810 



MBHQLLCCBV ETIRRAYPDA NLLNDRVLRA MLKAEETCAP SVSYFKCVQK EVLPSMRKIV 60 

ATWMLEVCEE QKCEEEVFPL AMNYLDRFLS LEPVKKSRLQ LLGATCMFVA SKMKETIPLT 120 

AEKLCIYTDN SIRPEELLQM ELLLVNKLKW NXAAMTPHDF IEHFLSKMPE AEENKQIIRK 180 

5 HAQTFVALCA TDVKFISNPP SMVAAGSWA AVQGLNLRSP NNFLSYYRLT RFLSRVIKCD 240 
PDCLRACQEQ IEALLESSLR QAQQNMDPKA AEEEEEEEEE VDLACTPTDV RDVDI 

Seq ID NO: B3 DNA sequence 
Nucleic Acid Accession \h XMJN4166 
10 Coding sequence: 1..1576 

1 11 21 31 41 SI 

| I I I I I 

CTTTTGTTTC GCCATGCCTA GTCTAGTGGT ATCTGGAATA ATGGAAAGAA ATGGGGGCTT 60 

15 TGGAGAACTA GGATGTTTCG GGGGAAGCGC TAAGGACCGA GGQCTGCTGG AAGACGAGCG 120 

CGCCCTTCAG CTGGCTCTCG ATCAACTCTG CCTCCTGGGT TTGGGGGAGC CCCCCGCCCC 180 

CAGGGCGGGC GAGGACGGGG GAGGTGGGGG GGGCGGCGCC CCCGCGCAGC CGACAGCCCC 240 

CCCGCAGCCG GCGCCGCCGC CGCCGCCCGC GGCGCCCCCG GCCGCCCCGA CGACGGCCCC 300 

CGCAGGGCAG ACGCCCCAGC CCCCCACCGC CCCCAAAGGG GCGAGCGACG CCAAGCTCTG 360 

20 CGCTCTCTAC AAAGAGGCCG AGCTGCGCCT GAAGGGCAGC AGCAACACCA CGGAGTGTGT 420 

TCCCGTGCCC ACCTCCGAGC ACGTGGCCGA GATCGTGGGC AGGCAAGGCT GCAAGATTAA 480 

GGCCTTGAGG GCCAAGACCA ACACCTACAT CAAGACACCG GTGAGGGGCG AGGAACCAGT 540 

GTTCATGGTG ACAGGGCGAC GGGAGGACGT GGCCACAGCC CGGCGGGAAA TCATCTCAGC 600 

AGCGGAGCAC TTCTCCATGA TCCGTGCCTC CCGCAACAAG TCAGGCGCCG CCTTTGGTGT 660 

25 GGCTCCTGCT CTGCCCGGCC AGGTGACCAT CCGTGTGCGG GTGCCCTACC GCGTGGTGGG 720 

GCTGGTGGTG GGCCCCAAAG GGGCAACCAT CAAGCGCATC CAGCAGCAAA CCAACACATA 780 

CATTATCACA CCAAGCCGTG ACCGCGACCC CGTGTTCGAG ATCACGGGTG CCCCAGGCAA 840 

CGTGGAGCGT GCGCGCGAGG AGATCGAGAC GCACATCGCG GTGCGCACTG GCAAGATCCT 900 

CGAGTACAAC AATGAAAACG ACTTCCTGGC GGGGAGCCCC GACGCAGCAA TCGATAGCCG 960 

30 CTACTCCGAC GCCTGGCGGG TGCACCAGCC CGGCTGCAAG CCCCTCTCCA CCTTCCGGCA 1020 

GAACAGCCTG GGCTGCATCG GCGAGTGCGG AGTGGACTCT GGCTTTGAGG CCCCACGCCT 1080 

GGGTGAGCAG GGCGGGGACT TTGGCTACGG CGGGTACCTC TTTCCGGGCT ATGGCGTGGG 1140 

CAAGCAGGAT GTGTACTACG GCGTGGCOGA GACTAGCCCC CCGCTGTGGG CGGGCCAGGA 1200 

GAACGCCACG CCCACCTCCG TGCTCTTCTC CTCTGCCTCC TCCTCCTCCT CCTCTTCCGC 1260 

35 CAAGGCCCGC GCTGGGCCCC CGGGCGCACA CCGCTCCCCT GCCACTTCCG CGGGACCCGA 1320 

GCTGGCCGGA CTCCCGAGGC GCCCCCCGGG AGAGCCGCTC CAGGGCTTCT CTAAACTTGG 1380 

TGGGGGOGGC CTGCGGAGCC CCGGGGGCGG GCGGGATTGC ATGGTCTGCT TTGAGAGCGA 1440 

AGTGACTGCC GCCCTTGTGC CCTGCGGACA CAACCTGTTC TGCATGGAGT GTGCAGTACG 1500 

CATCTGCGAG AGGACGGACC CAGAGTGTCC CGTCTGCCAC ATCACAGCCA CGCAAGCCAT 1560 

40 CCGAATATTC TCCTAAGCCC CGTGCCCCAT GCCTCCGGGG CCCACTCCAC TGGGCCCACC 1620 

CTGGACCTGT TTTCCACTAA AGCCTTTTGG AAAGCGGTGA TTTGAGGGGC AAGGTGCTTA 1680 

GAGATACTCG CTCGCTGGGG AAGGGGGGAG GGAGGCAGTG GTGGCTGGAG GGTGCGCCAC 1740 

TTTCAGAGCC TCTGGTCACC CTGTCCTGGA AAGATTGGGA GGGGGCCAGA CTGAAAATTT 1800 

TACTAGAGTT ACAACTCTGA TACCTCAACA CACCCTTAAA TCTGGAAGCA GCTAAGAGAA 1860 

45 ACTTTTGTTT TGCCAGAGGT GGCCACTAAG GCATTCTGAC GCCCTCTGCC CACCTCCCCC 1920 

GCTGTGTGTC ACTCCACCCC TTCTTCCGAG GAGGGGGTGG GTAAAAGGGA GAGGGAGAAT 1980 

TACCACCTGT ATCTAGAGGT GCTCTTTGCA ATCCCTAAGC CCTCTGGTCC TGACCTCCGA 2040 

CCTCCCAGCT CTGTCTTGTT CCTTGTCTTT GTCTTTCTTC CCTTCCCCCT GCCCCTGCCC 2100 

CTACCAGCCC AGCTTTGGGG ACACCATCCT TCTGGGGAGA AGTAGGGGGA GGAATATTTG 2160 

50 GATGGTCCCT CCATTCCTCT TCAGGCATCT GGAGGCCCTC TCCCCCACTC CTCCAAAGAA 2220 

ACATCTCAAA TTATTGATGG AATGTATCCC CATTCTCAGT GAAAATGTGA GGAGGGGACT 2280 

AATACTGGGG TAAAGGGTCA AACCCCCACC TTCATCACTA TGGGCATTAT ATTTAG GGAG 2340 

TAGTTCTTGG GCTGGATTTT CTGGTTGTGG AAGTGGGGGC GCCAGAGTAG TGTGTCTGCT 2400 

ATTTAAAGGA GCAGGAAAGG GCGTGAGGCA GGAGGAGAGA CTGGTGGAGG GAAGAGCTGC 2460 

55 TCCTCCCATG CAGTGCCCGA CTCCCTGCAC CCCTCTCAAC CTGACCTGAA CCTTTATTGA 2520 

ATCCTTATTA GCTTGAATCC TTATTAGCTT GAATCCTCCA TGCAAATCAT GGAGTCTGTG 2580 

TCCCACCTGA TGTGGTTGAG GAGAAGCCAG GTCTTCAAAG AGGGGTCAGC CTGGGGCAAA 2640 

GCAGGACTGG GGGGAGGTGG GCAGCAGGGC CTATTCTGAG AATCACATAT TGTTACAGGC 2700 

CTTGCACCCC CTTTGCTGCT TCCCTCCTGC TCATTTGGGG CTGCCACCAG CTCTCCACCC 2760 

60 TCCTGGTTCC GCTGGCGGGG CCAAGAGAGG ATGGAGGGAT GGGAGTCCCA GGAGATCCTT 2820 

GTAAATAGTG GGGTGGGACT GTTCTGAGTG ATCACCCGAG CACTTAAAGC TCCAGAGTCC 2880 

CATTCTTCCT GGATGGAGCA GGTGGAGGTG CAGAGGGGAT TTCCTCCTCT CCTTCCTCCT 2940 

GTCGAGAATT AACACCTCTC CACAGCCTTC CCCTCCAGAA CACCAGCCAG GGAGGGGTGG 3000 

GGAAGGAGGT CACAGCCAAG AAAACTGCCC TGTGACGACT TCCCTCCTTC CCGCCTATGT 3060 

65 GAGCCATCCT GAGATGTCTG TACAATAGAA ACCAAACCAA ATGGGCACCC TCGGTTGCCG 3120 

GGGGGCAGGT GGGGAGGGGG GTGGGAAGAA GGGATGTCTG TCTGTCGTCC CCCTCCCCCT 3180 

CTCCACTCTT TACCCACAAA GGCAGAAGAC TGTTACACTA GGGGGCTCAG CAAATTCAAT 3240 

CCCACCCTTA CCAATTGAGC CAAACCTAGA AACAAACACA AAACACGAAT AGTGAGAGAC 3300 

AAAATAGAGG AGAGAAAGAG AGCATGAGAG GGAGCGAGAC AGGCGACCAA CACAGAGGAG 3360 

70 AGAAAACAAA AATAGCAAAA AAAAAAAAAA AAAGCAGTTC TTTATAATTT AATATTCTAT 3420 
TTTAATAAAG GCGTTTATTA CCATATAAAT GTAGCAAAGA ACCTGGGCTA ATATGAA 

Seq ID NO: B4 Protein sequence 
^ Protein Accession *: XP_044166.2 

1 11 21 31 41 51 

I I I I I I 

FCFAMPSLW SGIMERNGGF GELGCFGGSA KDRGLLEDER ALQLALDQLC LLGLGEPPAP 
RAGEDGGGGG GGAPAQPTAP PQPAPPPPPA APPAAPTTAP AAQTPQPPTA PKGASDAKLC 
80 ALYKEAELRL KGSSNTTECV PVPTSEHVAE IVGRQGCKIK ALRAKTNTYI KTPVRGEEPV 
FMVTGRREDV ATARREIISA ABHFSMIRAS RNKSGAAFGV APALPGQVTI RVRVPYRWG 
LWGPKGATI KRIQQQTNTY IITPSRDRDP VFEITGAPGN VERAREEIET HI AVRTGKI L 
EYNNENDFLA GSPDAAIDSR YSDAWRVHOP GCKPLSTFRQ NSLGCIGECG VDSGFEAPRI* 
GEQGGDFGYG GYLFPGYGVG KQDVYYGVAE TSPPLWAGQE NATPTSVLFS SASSSSSSSA 
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KARAGPPGAH RSPATSAGPE LAGLPRRPPG BPLQGFSKLG GGGLRSPGGG RDCMVCPESE 
VTAALVPCGH NLFCMECAVR ICERTDPECP VCHITATOAI RIPS 

Seg ID NO: BS dna sequence 

Nucleic Acid Accession fls NM_000909.l 

Coding sequence: 209.. 1363 



460 



1 
1 

CATTCCCACC 
GTTCAGTTCA 
AATAAGAATA 
ATAATCTATA 
TCATTCAGTC 
TGATTGTCAT 
CATTCTTGGT 
GAGAAATGTT 
CATGTGTCTC 
GATGTGTAAG 
GGTTCTCATT 
TAATAGACAT 
GCCTTTCCTQ 
GTACAAAGAC 
TACCACTCTC 
CTTCAAGATA 
TAAGTACAGG 
ATTTGCAGTC 
GATCATTGCT 
ATCCACTTGT 
GCAGTTCTTC 
CATGTCCACG 
ATTTAAAAAA 
GGTCCCGGAT 
TCTCCCAAGO 
TTACTGCTTT 
TCTTCTGGAA 
AATATAAAGA 
GCTGACTTCA 
TTAGATTAGA 
TAGTGTGTTA 
GAAGTCATTC 
TTTTTTCACC 
TTAAAAATGA 
ACAGGAATGA 
AGAGCATTTT 
TATATTTATT 
TTGTCAAGCT 
ACAAATATCG 
CATCTTTCAA 
AGGGAAAAAT 
GTGTGACTTG 
GTTAATGTGC 
AAACTATATT 
TOTTTGATTT 
GGAGTCTCTT 



11 
I 

CTTCCTTCTT 
AGGGAATGAA 
AGCTGAACAG 
ACAACCAAAC 
CACTCTAATT 
CTGCCCTTGG 
GTCTCTGGAA 
ACCAACATCC 
CCCTTTACAT 
TTGAATCCTT 
GCTGTGGAAC 
GCTTATGTAG 
ATCTACCAAG 
AAATACGTGT 
CTCTTGGTGC 
TATATACGCC 
TCCAGTGAAA 
TGCTGGCTCC 
ACCTGCAACC 
GTCAACCCCA 
TTCAACTTTT 
ATGCACACAG 
ATCAACAACA 
GACATCTGTT 
AATGGGGTTG 
TGTTGTAGTT 
ATAGTTTTGA 
CTTTTATACT 
GAAGTACCTG 
TTAGATTGTC 
CAATAGTAAC 
AGAAGTGGTT 
TTAAGGGAGG 
ATAAAAAGAC 
AGAGAGAAAG 
AGAGTAATTA 
TGAATTGATG 
TCTGGTCTAA 
TTTTCCATAC 
AGGAAGTAAC 
ACACAAAAAC 
TGGGGTCTTA 
CTAATTTCAT 
TTAAAGAACA 
TAAAAGGGCG 
TCAGTTTCAT 



21 
I 

TAATAAGCAG 
GAATTCAGAA 
TTGACCTGCT 
CAATCAAAAT 
TCTCAGAGAA 
CCATGATATT 
ACCTGGCCTT 
TGATTGTGAA 
TTGTCTACAC 
TTGTGCAATG 
GACATCAGCT 
GTATTGCTGT 
TAATGACTGA 
GCTTTGATCA 
TGCAGTATTT 
TAAAAAGGAG 
CCAAAAGAAT 
CTCTTACCAT 
ACAATCTGTT 
TATTTTATGG 
GTGATTTCCG 
ATGTTTCCAA 
ATGATGATAA 
TAAAAACAAG 
AAATCATTTG 
GTCATAATTA 
CCAGACATCT 
GTACTTATTG 
CCATCCAATA 
AACAGATTGG 
AGTATGCAAA 
TGAGGTTTCT 
CTTTCATTTC 
ATACTTCTCA 
CAGCTCCCCA 
ATTTAATAAA 
GTCAAGAGAT 
TATGTACTCG 
AGCAGTGCCT 
ACCAAGGTAC 
TGCAGATACT 
TAAATAATGC 
GTATCTTQTA 
AGACATACTT 
GACATTTTAT 
TTTTTCTCAT 



31 

I 

GAGCGAAAAA 
TAATTTTGGT 
TTGAAGAAAC 
GAATTCAACA 
GAATGCCCAG 
TACCTTAGCT 
GATCATAATC 
CCTTTCCTTC 
ATTAATGGAC 
TGTTTCAATC 
GATAATCAAC 
GATTTGGGTC 
TGAGCCGTTC 
ATTTCCATCG 
TGGTCCACTT 
AAACAACATG 
CAATATCATG 
CTTTAACACT 
ATTCCTGCTC 
GTTCCTGAAC 
GTCTCGGGAT 
AACTTCTTTG 
TGAAAAAATC 
CACAACCTGC 
AAAATGACTA 
CATTTGGAAC 
TTGAAGTGCT 
GAATGAAATT 
CGGTCATTAG 
GCCATCCTTA 
AGCAGCATTC 
GTTTTTTGGT 
CTCCCGACTG 
GCTGCAAATA 
ACTTCAAAAC 
GTAAATTAGT 
TTTCCATTTT 
AAAGACTTTC 
ATATAGTGAC 
AATGTTAAAG 
TCATATAGCC 
ACTGTAAAGA 
ATCATGATTG 
CAATGTATTA 
TAAAATCAAT 
CCCATGACTT 



Seq ID NO: B6 Protein sequence 
Protein Accession #t NP 000900.1 



1 
I 

MNSTLPSQVE 
LIIIILKQKE 
CVSITVSIFS 
DEPFQNVTLD 
KKNMMDKMRD 
LFLLCHLTAM 
3CTSLKQASPV 



11 
I 

NHSVHSNPSE 
MRNVTNILIV 
LVLIAVERHQ 
AYKDKYVCFD 
NKYRSSETKR 
ISTCVNPIFY 
AFKKINNNDD 



21 
I 

KNAQLLAFBN 
NLSFSDLLVA 
LIINPRGWRP 
QFPSDSHRLS 
INIMLLSIW 
GFLNKNFQRD 
NEKI 



31 
I 

DDCHLPLAMI 
IMCLPFTFVY 
NNRHAYVGIA 
YTTLLLVLQY 
AFAVCWLPLT 
IiQFFFNFCDF 



41 
I 

GACAAATTCC 
AAATGGATTC 
ATACTGTCCA 
TTATTTTCCC 
CTTCTGGCTT 
CTTGCTTATG 
ATCTTGAAAC 
TCAGACTTGC 
CACTGGGTCT 
ACTGTGTCCA 
CCTCGAGGGT 
CTTGCTGTGG 
CAAAATGTAA 
GACTCTCATA 
TGTTTTATAT 
ATGGACAAGA 
CTGCTCTCCA 
GTGTTTGATT 
TGCCACCTCA 
AAAAACTTCC 
GATGATTATG 
AAGCAAGCAA 
TGAAACTACT 
AACATACTTT 
AGATTTTCTT 
AAAAGGTGTG 
TTTTGTGAAT 
TCTTTAAAGT 
ATTGGGTCAT 
CTTTATGATA 
AGGAGCCGAA 
GGTTTTTGTT 
ATTGTCACTT 
TTATGGAGAA 
GATTTTGGTA 
ATTGCTGCAA 
TTTTACAGAC 
CGCTTACAAT 
TGATTTTAAC 
GAATATTCAC 
CATTTTAACT 
TTACTGAATA 
AGCCTCAGAA 
TACAGATAAA 
ATTGTTTTTC 
OCCTCCGATG 



41 
I 

FTLALAYGAV 
TLMDHWVFGE 
VIWVLAVASS 
FGPIjCFIFIC 
IFNTVFDWNH 
RSRDDDYETI 



Seq ID NO i B7 DNA sequence 

Nucleic Acid Accession #: NM_002590.2 

Coding sequence: 204.. 3416 *~ 



GCTTCTGTAA 
CTGGAGGCTC 
TTCCGAGAGC 
GGATCGCACT 
TCCCCTTGCA 
GATACAGCAC 
TGCATATGAA 
TGCTCCGGGT 
AGCGGCTGTG 



11 
I 

GAGACGGAGA 
GGAGCTGCTA 
CTGAGACTGA 
TGAGGCTGGA 
GCTCTTCAGC 
CTTCGAGGAG 
AGTATOGGGT 
GCGCGAAGGC 
TGGCCAGGCC 



21 

i 

GGCGCAGAGT 
CCCGCAGACT 
CGCCCGACCT 
GGCATGAGTC 
CTCTGCTGGG 
GATGCCCCCG 
GACACAAGCT 
GACGGGCAGC 
CCGCAGTGCG 



31 
I 

GAGGGGGGGT 
TCTCCCGCAC 
GGAAACCAGA 
CTGTGAGGCG 
TGCTCTCAGT 
GCACGGTCAT 
TCCGCCTGAT 
TGACCGTCGG 
TGCTGGCCTT 



41 

I 

CCGCGCGTCC 
AGGGCTCGCA 
GAAGACTTCC 
TTGGGGCAGC 
GGCCCAGAGC 
CGGGACCCTG 
GAAGCAATTC 
GGACGCCGGC 
CGATGTGGTC 



51 
I 

AAAGAGGATT 
CAATATCGGG 
TTTGTCTAAA 
AGGTTGAAAA 
TTGAAAATGA 
GAGCTGTGAT 
AAAAGGAGAT 
TTGTTGCCAT 
TTGGTGAGGC 

GGAGACCAAA 
CTTCTTCTTT 
CACTTGATGC 
GGTTGTCTTA 
TTATTTGCTA 
TGAGAGACAA 
TTGTGGTAGC 
GGAATCATCA 
CAGCAATGAT 
AGAGAGACTT 
AAACAATAGC 
GCCCAGTCGC 
TATAGCCTAT 
GATTACCTGT 

GGCTTTGGGG 
TTATGCATAT 
ATTACGATGC 
CTTGATTAGA 
GGCATCATTT 
AGATAGTCTT 
TGTTTTTTTT 
AAATCAAAAT 
TTGGGCACCC 
CCTGACAACA 
ATAGCTAAAT 
TGTTCAGTGT 
TTGTAGAAAC 
TTTCAATGTC 
TTTACCTAGC 
TGTATAAACT 
GTTGTGTCAT 
TCATTTGGAG 
GTATTACATG 
CTTTTTCTGA 
GT 



51 
I 

IILGVSGNLA 
AMCKLNPFVQ 
LPFLIYQVMT 
YFKIYIRLKR 
QIIATCNHNL 
AMSTMHTDVS 



51 
I 

TCAGAGCCCG 
AAGAGCGTGA 
TTAGCCTTTC 
CCCTGCCTTT 
AAAACAGTCC 
GCCGAGGACC 
AACAGCTCTC 
CTGGACCGCG 
AGCTTCTCGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



60 
120 
160 
240 
300 
360 



60 
120 
180 
240 
300 
360 
420 
480 
540 



799 



WO 03/042661 



AGGAGCAGTT CCGGCTGGTG CACGTGQAGG TAGAGGTGAG GGACGTCAAC GACCACGCGC 600 
CGCGCTTCCC CAGGGCCCAG ATCCCGGTAG AGGTGTCCGA GGGTGCGGCA GTGGGCACGC 660 
GCATCCCCTT GGAGGTGCCG GTGGACGAGG ACGTGGGCGC CAACGGGCTG CAGACCGTGC 720 
GCCTGGCCGA GCCGCACAGC CCCTTTCGCG TGGAGCTGCA GACGCGAGCG GACGGCGCTC 780 
AGTGCGCAGA CCTGGTGCTG CTGCAGGAGC TGGACCGCGA GAGCCAGGCC GCCTACAGCC 840 
TGGAQCTGGT GGCCCAGGAC GGCGGCCGCC CGCCGCGCTC CGCCACGGCT GCCCTCAGCG 900 
TGCGCGTCCT GGATGCGAAT GACCACAGCC CGGCCTTCCC GCAGGGCGCC GTGGCCGAAG 960 
TGGAGCTGGC GGAAGACGCG CCCGTGGGCT CCCTGCTTCT CGACCTGGAC GCAGCCGACC 1020 
CCGACGAGGG ACCTAACGGC GACGTGGTGT TCGCATTTGG CGCCCGCACC CCGCCGGAGG 1080 
CGCGCCGCCT CTTTCGGCTT GACCCGCGAT CAGGCGGCCT CACCCTGGCC GGGCCCGTGG 1140 
ACTACGAGCG TCAGGACACC TACGAGCTGG ACGTGCGGGC GCAGGACCGC GGACCCGGGC 1200 
CCCGCGCTGC CACCTGCAAG GTCATCGTGC GCATCCGAGA CGTCAATGAC AACGCACCCG 1260 
ACATCGCCAT CACCCCGCTG GCCGCCCCAG GCGCGCCGGC AACCTCACCC TTCGCCGCTG 1320 
CCGCCGCCGC CGCTGCACTC GGGGGAGCGG ACGCTAGCTC GCCGGCGGGA GCCGGGACGC 1380 
CGGAGGCTGG TGCCACTTCG CTGGTGCCGG AGGGGGCGGC GCGCGAGAGC CTGGTGGCCC 1440 
TGGTCAGCAC CTCGGACAGG GACTCGGGCG CCAACGGGCA AGTGCGCTGC GCCCTCTATG 1500 
GGCACGAGCA CTTCCGGCTG CAGCCGGCCT ACGCGGGCAG CTACCTGGTG GTGACCGCGG 1560 
CGTCGCTGGA CCGCGAACGC ATCGCCGAGT ACAACTTGAC GCTGGTGGCC GAGGATCGCG 1620 
GCGCGCCCCC GCTGCGCACA GTGCGGCCCT ACACGGTGCG TGTGGGCGAC GAGAACGACA 1680 
ACGCGCCGCT CTTCACGCGG CCGGTCTATG AGGTGTCGGT GCGCGAGAAC AACCCGCCAG 1740 
GCGCCTACCT GGCCACGGTG GCCGCCCGCG ACCGGGACCT GGGCCGCAAC GGCCAGGTCA 1800 
CCTACCGGCT GCTGGAGGCC GAGGTGGGCC GCGCCGGGGG CGCCGTGTCC ACTTATGTCT 1860 
CGGTGGACCC AGCTACCGGA GCCATCTACG CGCTGCGCAG CTTCGACTAT GAGACGCTGC 1920 
GCCAACTCGA CGTTCGCATC CAAGCTAGCG ACGGCGGCTC CCCTCAGCTT TCCAGCAGCG 1980 
CCCTAGTGCA AGTGCGCGTG CTGGACCAGA ACGACCATGC GCCAGTCCTG GTGCACCCGG 2040 
CGCCAGCCAA TGGCTCCCTA GAAGTGGCGG TGCCTGGGCG CACCGCAAAG GACACGGTTG 2100 
TGGCCCGTGT GCAGGCCGGG GATGCAGACG AGGGAGCCAA CGGGGAGCTG GCGTTCGAGC 2160 
TGCAGCAGCA GGAGCCGCGC GAAGCCTTCG CCATCGGCCG CCGCACGGGG GAGATACTGC 2220 
TCACCGGCGA CCTCTCGCAG GAGCCACCCG GTCGCGTGTT CAGGGCGCTC CTGGTCATAT 2280 
CCGACGGCGG CCGTCCCCCG CTCACCACCA CCGCAACTGT CAGCTTCGTG GTAACAGCAG 2340 
GGGGCGGGCG TGGGCGGGCT GCGCCTGCCA GTGCAGGAAG CCCGGAGCGT TCCCGCCCGC 2400 
CTGGCTCTCG GCTCGGGGTG TCCGGGTCGG TGCTGCAATG GGACACGCCG CTGATCGTCA 2460 
TCATCGTGCT GGCCGGGAGC TGCACGCTGC TGCTGGCCGC CATCATCGCC ATCGCCACCA 2520 
CCTGCAACCG CCGCAAGAAG GAGGTGCGCA AAGGGGGGGC CCTCCGGGAA GAGCGGCCCG 2580 
GGGCGGCGGG CGGCGGAGCC TCGGCTCCCG GCTCCCCGGA GGAGGCCGCC CGGGGAGCCG 2640 
GGCCCAGGCC CAACATGTTC GACGTGCTCA CCTTCCCTGG CACCGGCAAA GCGCCCTTTG 2700 
GCAGCCCCGC GGCGGACGCG CCTCCGCCTG CGGTCGCCGC GGCCGAAGTG CCGGGCTCAG 2760 
AGGGCGGCAG CGCCACTGGG GAAAGCGCCT GTCACTTCGA GGGGCAGCAG CGGCTCCGCG 2820 
GCGCGCACGC CGAGCCCTAC GGTGCCTCCC CGGGTTTTGG AAAGGAGCCG GCGCCCCCTG 2880 
TGGCGGTGTG GAAAGGACAC TCCTTCAACA CCATTTCTGG CAGAGAAGCA GAGAAGTTCA 2940 
GCGGCAAAGA CAGCGGTAAA GGGGACAGTG ATTTCAACGA CAGCGATTCC GACATCAGCG 3000 
GGGACGCTCT GAAAAAGGAT CTCATCAACC ACATGCAGAG TGGACTGTGG GOGTGCACCG 3060 
CTGAGTGTAA GATCCTGGGC CACTCTGACC GCTGCTGGAG CCCATCCTGC AGCGGGCCCA 3120 
ACGCACATCC ATCGCCTCAC CCACCAGCCC AGATGTCAAC CTTCTGTAAG AGCACGTCAC 3180 
TGCCTCGGGA TCCTCTGCGC AGGGACAATT ACTACCAGGC CCAGCTGCCC AAGACAGTGG 3240 
GGCTGCAGAG CGTCTATGAG AAAGTACTGC ACAGAGACTA TGACAGGACA GTCACTCTGC 3300 
TCTCCCCTCC CCGTCCAGGG AGGCTCCCAG ACCTGCAGGA GATTGGAGTA CCCCTCTACC 3360 
AGTCCCCTCC TGGCAGGTAC CTGTCCCCGA AGAAGGGAGC CAATGAAAAT GTGTAATCCC 3420 
ATGCTGCATG TCTTCACACA TATACAGGTC ACTCCGAGAA GCCCCTAAGT TATTGACCGG 3480 
TTTCAGTGTT GTATATATAA ATATGCAAGA TGTGCCTTAC AATGAAGTTG TTGGAAGCTA 3S40 
TTTCCAATCA CATTGGTACT GTTTGGTATT TGCAAACAAA AATGTAGTTA ATGTAATTTT 3600 
TATGAAATGT GTGCAGTATT TAATTTTTCT TATGCTATTG ACTTTGATTT CAATTGCGGC 3660 
TTGCCATTTT CTTAGTGTTT TTAACCTGTA CATTGTGTAA TGTAATGTTT GTATATAATG 3720 
AAATTTTGTT ATATTTTTAT ATAATAAAAG CTAAAGTGGA AGTTATTGCC AAAGGAACTG 3780 
TCTGTAAGAC AAAAAACAAA ACATGTTGGA ATTACTTAAT TGAAATTTAT CTTTCACCTG 3840 
AAACAACCTA GTGTTTGAGA AATTTTGCCT TGCCAAGTAT AACTTGTATA TCTTGACTCT 3900 
GTGGTAGATT TCAAGTTCAA TGTTATTTAA TTACATTTGG TTTTCCGTAA ACCGTGTCAC 3960 
TTATAAGCAC AGTAATAAAA GATTTGTCAT GTGTTTGAAG AAAAAAAAAA AAAAAAAAAA 402 0 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 

Seq ID NO: B8 Protein sequence , 
Protein Accession ft: NP_002581.2 

1 11 21 31 41 51 

I I I I I I 

MSPVRRWGSP CLFPLQLFSL CWVLSVAQSK TVRYSTFEED APGTVIGTLA EDLHMKVSGD 60 

TSFRLMKQFN SSLLRVREGD GQLTVGDAGL DRERLCGQAP QCVLAFDWS FSQEQFRLVH 120 

VEVEVRDVND HAPRFPRAQI PVEVSBGAAV GTRIPLEVPV DEDVGANGLQ TVRIAEPHSP 180 

FRVBLQTRAD GAQCADLVLL QELDRESQAA YSLELVAQDG GRPPRSATAA LSVRVLDAND 240 

HSPAFPQGAV AEVELAEDAP VGSLLLDLDA ADPDEGPNGD WFAFGARTP PBARRLFRLD 300 

PRSGRLTLAG PVDYERQDTY ELDVRAQDRG PGPRAATCKV IVRIRDVNDN APDIAITPLA 360 

APGAPATSPF AAAAAAAALG GADASSPAGA GTPEAGATSb VPEGAARESL VALVSTSDRD 420 

SGANGQVRCA LYGHEHFRLQ PAYAGSYLW TAASLDRERI AEYNLTLVAE DRGAPPLRTV 480 

RPVTVRVGDE NDNAPLFTRP VYEVSVRENN PPGAYLATVA ARDRDLGRNG QVTYRLLEAE 540 

VGRAGGAVST YVSVDPATGA IYALRSFDYB TLRQLDVRIQ ASDGGSPQLS SSALVQVRVL 600 

DQNDHAPVLV HPAPANGSLE VAVPGRTAKD TWARVQARD ADEGANGELA FELQQQEPRE 660 

AFAIGRRTGE ILLTGDLSQE PPGRVFRALL VISDGGRPPL TTTATVSFW TAGGGRGPAA 720 

PASAGSPERS RPPGSRLGVS GSVLQWDTPL IVI IVLAGSC TLLLAAIIAI ATTCNRRKKE 780 

VRKGGALREE RPGAAGGGAS APGSPBEAAR GAGPRPNMFD VLTFPGTGKA PFGSPAADAP 840 

PPAVAAAEVP GSEGGSATGE SACHFEGQQR LRGAHAEPYG ASPGFGKBPA PPVAVWKGHS 900 

FNTISGREAE KFSGKDSGKG DSDFNDSDSD ISGDALRKDL INHMQSGLWA CTAECKILGU 960 

SDRCWSPSCS GPNAHPSPHP PAQMSTFCKS TSLPRDPLRR DNYYQAQLPK TVGIXJSVYEK 1020 
VLHRDYDRTV TliLSPPRPGR LPDLQBIGVP LYQSPPGRYL SPKKGANEKV 
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seq ID NO: B9 DNA sequence 

Nucleic Acid Accession #: AL121939.12 

Coding sequence: 18S..1426 

1 11 21 31 41 51 

I I I I I I 

AGCGGAGTST CAGTGGCGAG CTCCGGGTGC TGTGGCCCGG CCTTGGCGGG GCGGCCTCCG 60 

GCTCAGGCTG GCTGAGAGGC TCCCAGCTGC AGCGTCCCCG CCCGCCTCCT CGGGAGCTCT 120 

GATCTCAGCT GACAGTGCCC TCGGGGACCA AACAAGCCTG GCAGGACAAA ATTAGAAGAT 180 

CAAAATGGAA AATATGCTGC TTTGGTTGAT ATTTTTCACC CCTGGGTGGA CCCTCATTGA 240 

TGGATCTGAA ATGGAATGGG ATTTTATGTG GCACTTGAGA AAGGTACCCC GGATTGTCAG 300 

TGAAAGGACT TTCCATCTCA CCAGCCCCGC ATTTGAGGCA GATGCTAAGA TGATGGTAAA 360 

TACAGTGTGT GGCATCGAAT GCCAGAAAGA ACTCCCAACT CCCAGCCTTT CTGAATTGGA 420 

GGATTATCTT TCCTATGAGA CTGTCTTTGA GAATGGCACC CGAACCTTAA CCAGGGTGAA 480 

AGTTCAAGAT TTGGTTCTTG AGCCGACTCA AAATATCACC ACAAAGGGAG TATCTGTTAG 540 

GAGAAAGAGA CAGGTGTATG GCACCGACAG CAGGTTCAGC ATCTTGGACA AAAGGTTCTT 600 

AACCAATTTC CCTTTCAGCA CAGCTGTGAA GCTTTCCACG GGCTGTAGTG GCATTCTCAT 660 

TTCCCCTCAG CATGTTCTAA CTGCTGCCCA CTGTGTTCAT GATGGAAAGG ACTATGTCAA 720 

AGGGAGTAAA AAGCTAAGGG TAGGGTTGTT GAAGATGAGG AATAAAAGTG GAGGCAAGAA 780 

ACGTCGAGGT TCTAAGAGGA GCAGGAGAGA AGCTAGTGGT GGTGACCAAA GAGAGGGTAC 840 

CAGAGAGCAT CTGCAGGAGA GAGCGAAGGG TGGGAGAAGA AGAAAAAAAT CTGGCOGGGG 900 

TCAGAGGATT GCCGAAGGGA GGCCTTCCTT TCAGTGGACC CGGGTCAAGA ATACCCACAT 960 

TCCGAAGGGC TGGGCACGAG GAGGCATGGG GGACGCTACC TTGGACTATG ACTATGCTCT 1020 

TCTGGAGCTG AAGCGTGCTC ACAAAAAGAA ATACATGGAA CTTGGAATCA GCCCAACGAT 1080 

CAAGAAAATG CCTGGTGGAA TGATCCACTT CTCAGGATTT GATAACGATA GGGCTGATCA 1140 

GTTGGTCTAT OGGTTTTGCA GTGTGTCYGA CGAATCCAAT GATCTCCTTT ACCAATAYTG 1200 

CGATGCTGAG TCGGGCTCCA CCGGTTCGGG GGTCTATCTG CGTCTGAAAG ATCCAGACAA 1260 

AAAGAATTGG AAGCGCAAAA TCATTGCGGT CTACTCAGGG CACCAGTGGG TGGATGTCCA 1320 

CGGGGTTCAG AAGGACTACA ACGTTGCTGT TCGCATCACT CCCCTAAAAT ACGCCCAGAT 1380 

TTGCCTCTGG ATTCACGGGA ACGATGCCAA TTGTGCTTAC GGCTAACAGA GACCTGAAAC 1440 

AGGGCGGTGT AT CATCT AAA TCACAGAGAA AACCAGCTCT GCTTACCGTA GTGAGATCAC 1500 

TTCATAGGTT ATGCCTGGAC TTGAACTCTG TCAATAGCAT TTCWACATTT TTCAAAATCA 1560 

GGAGATTTTC GTCCATTTAA AAAATGTATA GGTGCAGATA TTGAAACTAG GTGGGCACTT 1620 

CAATGCCAAG TATATACTCT TCTTTACATG GTGATGAGTT TCATTTGTAG AAAAATTTTG 1680 

TTGCCTTCTT AAAAATTAGA CACACTTTAA ACCTTCAAAC AGGTATTATA AATAACATGT 1740 

GACTCCTTAA TGGACTTATT CTCAGGGTCC TACTCTAAGA AGAATCTAAT AGGATGCTGG 1800 

TTGTGTATTA AATGTGAAAT YGCATAGATA AAGGTAGATG GTAAAGCAAT TAGTATCAGA 1860 

ATAGAGACAG AAAGTTACAA CACAGTTTGT ACTACTCTGA GATGGAYCCA TTCAGCTCAT 1920 

GCCCTCAATG TTTATATTGT GTTATCTGTT GGGTCTGGGA CATTTAGTTT AGTTTTTTTG 1980 

AAGAATTACA AATCAGAAGA AAAAGCAAGC ATTATAAACA AAACTAATAA CTGTTTTACT 2040 

GCTTTAAGAA ATAACAATTA CAATGTGTAT TATTTAAAAA TGGGAGAAAT AGTTTGTTCT 2100 

ATGAAATAAA CCTAGTTTAG AAATAGGGAA GCTGAGACAT TTTAAGATCT CAAGTTTTTA 2160 

TTTAACTAAT ACTCAAAATA TGGACTTTTC ATGTATGCAT AGGGAAGACA CTTCACAAAT 2220 

TATGAATGAT CATGTGTTGA AAGCCACATT ATTTTATGCT ATACATTCTA TGTATGAGGT 2280 

GCTACATTTT TAGGACAAAG AATTCTGTAA TCTTTTTCAA GAAAGAGTCT TTTTCTCCTT 2340 

GACAAAATCC AGCTTTTGTA TGAGGACTAT AGGGTGAATT CTCTGATTAG TAATTTTAGA 2400 

TATGTCCTTT CCTAAAAATG AATAAAATTT ATGAATATGA CTTAAAAAAA AAARWCGACG 2460 

CGGCCGCGAA TTTAGTAGTA GTAGTCGACC CGGGAATTCC GGACCGGTAC CXGCAGGOGT 2520 
ACCAGC 

Seq ID NO: BIO Protein sequence 
Protein Accession #: CAC35071.1 



1 
I 

MEKMLLWLIF 
VCGIECQKEL 
KRQVYGTDSR 
SKKLRVGLLK 
RIAEGRPSFQ 
KMPGGMIHPS 
NWKRKIIAVY 



11 21 31 41 51 

I I I I I 

FTPGWTLIDG SEMEWDFMWH LRKVPRIVSE RTFHLTSPAF EADAKMMVNT 
PTPSLSELED YLSYETVFEN GTRTLTRVKV QDLVLEPTQN ITTKGVSVRR 
PSILDKRPLT NFPPSTAVKL STGCSGILIS PQHVLTAAHC VHDGKDYVKG 



HTRVKNTHIP KGWARGGMGD ATLDYDYALL ELKRAHKKKY MELGISPTIK 
GFDNDRADQL VYRFCSVSDE SNDLLYQYCD AESGSTGSGV YLRLKDPDKK 
SGHQWVDVHG VQKDYNVAVR ITPLKYAQIC LWIHGNDANC AYG 
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Seq ID NO: 11 DNA sequence 

Nucleic Acid Accession #i NM_002035. 

Coding sequence: 108.. 1106 



1 
I 

AGGCGCCCGC 
CCGGCGGCCC 
CTGCCGCCTT 
CCAAGCCCCT 
GGAAGTGCAT 
ATGAGGATAA 
AGGTGGTGCT 
TAAAACAAGC 
CAGTGTCAGG 
ATTACCTGGG 
TGGGCAGGAT 
CCTACTCTGC 
AGCCATATAA 
CCGAAGAAAA 
GCAAACCAGA 



11 
I 

CCGCCGCGCG 
CCGCCCGGCC 
CCTCGTGGCC 
CGCCCTGCCC 
TGCTATCGAG 
GCTGCTGCAG 
TTGCATATCA 
ACAGGAGAAA 
AAAATTTGAA 
CAGCGTGTAC 
OGTGTTTGTG 
ATCCAAGTTT 
TGTCTACATC 
CAGAACAAAG 
ACAGGTGGCC 



21 
I 

TGATTCTCGC 
GCTCCGGGCC 
TTCGTGCTGC 
GGGGCGCATG 
TGCTATAAAC 
GCAAAGAAAG 
GTTGATGTAT 
CTGGGTCCAG 
GATCTTGAAG 
CCCAGCCGGG 
TCCTCCCAGG 
GCCATAAGGG 
ACAGTTGCTT 
CCTTTGGAGA 
AAACAAATTG 



31 
I 

CTOGCOGCAG 
CCTGGCCCCG 
TGCTGTACAT 
TGGTGGTTAC 
AAGGAGCTTT 
AAATTGAAAT 
CTCAAGACTA 
TGGACATGCT 
TTAGTACCTT 
CCGTGATCAC 
CAGGACAGTT 
GATTGGCAGA 
ACCCACCAGA 
CTCGACTTAT 
TTAAAGATGC 



41 
I 

CCCAGCCCTG 
CGGAGCGATG 

AGGAGGTTCC 
TATAACTCTG 
GCACTCTATT 
TAACCAAGTA 
GGTAAATTGT 
TGAAAGGTTA 
CACCATGAAG 
GGGATTATTC 
AGCTTTGCAG 
CACAGACACA 
TTCAGAGACC 
CATACAAGGA 



51 
I 

CGOGCCTTGC 
CTGCTGCTGG 
CTCATCAGCC 
AGTGGCATCG 
GTTGCACGAA 
AATGACAAAC 
GAGAATGTCA 
GCAGGAATGG 
ATGAGCATCA 
GAGCGCCGGG 
GGTTTCACAG 
ATGGAGGTGA 
CCTGGCTTTG 
ACATCTGTGT 
AATTTCAACA 
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GTTCCCTTGG CTCAGATGGG TACATOCTCT CGGCCCTGAC CTGTGGGATG GCTCCAGTAA 960 

CTTCTATTAC TGAGGGGCTC CAGCAGGTGG TCACCATGGG CCTTTTCCGC ACTATTGCTT 1020 

TGTTTTACCT TGGAAGTTTT GACAGCATAG TTCGTCGCTG CATGATGCAG AGAGAAAAAT 1080 

CTGAAAATGC AGACAAAACT GCCTAATCTT CTTACCCCTT GGAAGAAGAC TGTTTCCAAA 1140 

5 TAATTTGAAC AGCTTGCTGC TAAATGGGAC CCAATTTTTG GCCTATAGAC ACTTATGTAT 1200 

TGTTTTCGAA TACGTCAGAT TGGACCAGTG CTCTTCAGGA ATGTGGCTGC AAGCAAGGGG 1260 

CTAGAAGTTC ACCTCCTGAC AGTATTATTA ATACTATGCA AATATGGAAT AGGAGACCAT 1320 

TTGATTTTCT AGGCTTTGTG GTAGAGAGGT GAAGGTATGA GAATTAATAG CGTGTGAACA 13 BO 

AAGTAAAGAA CAGGATTCCA GAATGATCAT TAAATTTGTT TCTATTTATT CTTTTTTGCC 1440 

10 CCCCTAGAGA TTAAGTCCAG AAATGTACTT TCTGGCACAT AAAGAAATCT TGAGGACTTT 1500 

GTTTAAACCT TCCATAAAAA AACAATTTTC GGTTTCTCGG GTTCTCTCTC TCTGTCTCTC 1560 

TGTCTCTCTG TCTCTCTGTC TCTCTGTCTC TCTCTCTCTC TCTCTTTCTT TCTTTGTGTA 1620 

TTTTATTCAA GATGAGTTGG ACCCATTGCC AGTGAGTCTG AATGTCACTG ACAGCCCTGT 1680 

GTTGTGCTCA GGACTCACTC TGCTGCTGGT GGAAACTCAT GGCTTCTCTC TCTCTT TGAT 1740 

15 CCCATAAAGC TACGAGGGGG AGGGGAGAGG GCAGTGCAAT GGGAAGTAAA GAGATATTTT 1800 

CCAGTAGGAA AAGCAATGCT TTCTTGTCTT TAGACTCAAA TGCTTAGGGA ACGTTTCATT IB 60 

TCTCATTCAT GGGGAAAGGC AGCCTCCTTA AATGTTTTCT GAAGAGCGGT AAAATCTAGA 1920 

AGCTTAAGAA TTTACAGTTC CTTCAATAAC CATGATGACC TGAAGTTCAC CTATCCCATT 1980 

TTAGCATCTA CTTGTTTTTC CCATCTCTTC CTTTCCAATT TTGCTTATAC TGCTGTAATA 2040 

20 TTTTTGTAAA AAAAAAAAAA AAGGAAAAAA AAGACCAGCT AAAATTTTCG ACTTGACTTT 2100 

TTAACTTAAC TCATGAATTA ATTAAAGCAA ATGAAAAAAT TAAAAAGTGT GACTTTTTCT 2160 

CGGAGCATAT ATGTAGCTTT TAGGAAAGGC TGATGATGGT ATAAAGTTTG CTCATTAAGA 2220 
AAAAAAGACA AGGCTGATTT TGAAGAGAGT TGCTTTTGAA ATAAAATGAT CA 

25 Seq ID NO: B12 Protein sequence 
Protein Accession NP_002026.l 

1 11 21 31 41 51 

| | | I I I 

30 MLLLAAAPLV AFVLLLYMVS PLISPKPIAL PGAHVWTGG SSGIGKCIAI ECYKQGAFIT 60 
LVARNEDKLL QAKKEIEMHS INDKQWLCI SVDVSQDYNQ VENVIKQAQE KLGPVDMLVN 120 
CAGMAVSGKF EDLBVSTFER LMSIMYLGSV YPSRAVITTM KERRVGRIVF VSSQAGQLGL 180 
FGFTAYSASK FAIRGLAEAL QMEVKPYNVY ITVAYPPDTD TPGFAEENHT KPLETRLISE 240 
TTSVCKPBQV AKQIVKDAIQ GNFNSSLGSD GYMLSALTCG MAPVTSITEG LQQWTMGLF 300 

35 RTIALFYLGS FDSIVRRCMM QREKSENADK TA 

Seq ID NO: B13 DNA sequence 

Nucleic Acid Accession ft: CAT Cluster 

40 1 11 21 31 41 51 

t | | | I I 

CTTGGGATGC ATTATATATT GCATTATATT TGCCGGTAAA ACTCGGTTAA TTTTTAAAAT 60 

CGGCAAAATA TTGGTGCCTT TCCCGAAATT TGGTCCCGGG CTCCCTTATA GGATAATTGG 120 

TTTGGATTGG TTAAGTCCAA TTATTAAATG CTGCGGTTTC AAATTCCCAG CTGGAAGGAC 180 

45 CACCCATTTA AAAACTTCAG AAGGCAGGAT CCTGCTCAAT TTATAAGGCT TTGGAAAATT 240 

CCAGGCATTG GTTTGACATA TTTCCAGAGC TCAAATCTGC AGTGTTCCAC ATGCACATAC 300 

AAGATCCAGA GTCTCATGTT AAAATCACTT ACATACCCAG AAAGACCACC ACTTTGCAGG 360 

TATAATATTG TACTTAAAGA CAGAGAGGAA GTGTTTCTTA ATCCAAACAC ATGTACACCA 420 

_^ AAGAACACAT AAGATGCCTT CTTCCATCAA ATGCACTTGC TTGTGAATTA ATGGACTTGT 480 

50 AAATGAAACA ATGCAATCAG TCTTTTATAA TGCACTGTTC AATTTGAGAT TCAAGTATTT 540 

CTATTTCTTG GAAAAAATTT TAAGAATCAA AAATAAAGAA AATAAAAAGT GCATACAGTT 600 
AAACATTCCA AAAAAAAAAA AA 



55 Seq ID NO t B14 DNA sequence 

Nucleic Acid Accession #: XM_086767.l 
Coding sequence: 276.. 611 

1 11 21 31 41 51 

60 | | | | I I 

CTTGTTCATG GCATCTTTAG AAACAAACTG CAATTTTATT TCATTTCCTT GTCGTTCATA 60 

CAAAGATTAC AAGACTAGCT TATGTGTGGA CTGTGACTGT TTTAAGGAAA AATCATGTCC 120 

TCGGCTGGGT TATCAAGCCA AGCTATTTAA AGGTGTTTTA AAAGAAAGGA TGGAAGGAAG 180 

ACCTCTTAGG ACCACTGTGT TTTTGGATAC AAGTGGTACA TATCCATTCT GTAGCCTATT 240 

65 ATTTTGTTCT CAGTATAATT GTTCCAGATA AAACTATGAT GGATGGCTCG TTTTCATTTA 300 

AATTATTAAA TCAGCTTGGA ATGATTGAAG AGCCAAGGCT TTATGAAAAG AACAAACCAT 360 

TTTATAAACT TCAAGAAGTC AAGATTCTTG CTCAATTTTA TAATGACTTT GTAAATATTT 420 

CAAGCATTGG TTTGACATAT TTCCAGAGCT CAAATCTGCA GTGTTCCACA TGCACATACA 480 

AGATCCAGAG ACTCATGTTA AAATCACTTA CATACCCAGA AAGACCACCA CTTTGCAGGT 540 

70 ATAATATTGT ACTTAAAGAC AGAGAGGAAG TGTTTCTTAA TCCAAACACA TGTACACCAA 600 

AGAACACATA AGATGCCTTC TTCCATCAAA TGCACTTGCT TGTGAATTAA TGGACTTGTA 660 

AATGAAACAA TGCAATCAGT CTTTTATAAT GCACTGTTCA ATTTGAGATT CAAGTATTTC 720 

TATTTCTTGG AAAAAATTTT AAGAATCAAA AATAAAGAAA ATAAAAAATG CATACAGTTA 780 
AACATTCC 



75 



Seq ID NO: B15 Protein sequence 
Protein Accession #: XP_086767.1 



1 11 21 31 41 51 

80 i i i I I I 

MMDGSFSPKL LNQLGMIEEP RLY12KNKPFY KLQEVKILAQ FYNDFVNISS IGLTYFQSSN 
LQCSTCTYKI QRLMLKSLTY PERPPLCRYN IVLKDREEVF LNPNTCTPKN T 

Seq ID NO: B16 DNA sequence 

802 



WO 03/042661 



PCT/US02/36810 



Nucleic Acid Accession fh CAT cluster 



1 11 21 31 41 51 

| I I I I I 

5 TT T TTTTTTT TTTTTTTTTT TTAAATGCAA AGGAGCAACA AAATTTATTG ACTGAATTAA 60 

ACACAACAGT AAAATGGCAO TGTTGTAATT TCATTTTCAG ATGTTTGAAT GGAACAAGAA 120 

AAGTGCTATT AGCCCAAGCT TCTTACATTC ATTAAAAGAG TGACTATCAA AAACAGCAAC 180 

ATGCACAATG GTACATATGC ACAAAATGGA ATTATATCAA CAAATATACA AAATACCCAA 240 

AATAAAATAT TTACAGGTTT AAAAATATAA ACATTGATTC CT CTATCC CA TTAAACCATT 300 

10 GGAGTGGAGA AAGGAGGAAA GACCCTATTG CTATTTAGAA TCCTTTTTAA AACAAGTTTT 360 

TAAAACATAG AATTAGTTCT AGGAGACAAT TTTTGATGTT TTTCAGGGGT TTAACATTCT 420 

ATTATAAAAA TAACATCTAT AAACCTACTA ACAATTTTCC TCCTGTGCAC AAAAATAATA 480 

CTGCCAAAAC CTGTCCTCAA AGACATGCCT GACTTTCAGG AAAGCTAATT ATGGAAATGG 540 

AGTTTCTCGT TTGGGTTATC TTTGTTACTA TTTTCAAATA ACCAGCAACT CCCTATATTA 600 

15 CACTGAGATA CTTTATATAA ATAACGTGGG CGAAACCTGA AGTTCACAAT GAGCCTGCTA 660 

GGTAGCTGGT GTCAAGTACA AATGATAGGA ATTGACTTTG CCAACAACAT CAAAAGCATT 720 

TTCCCTGATA TTCCTGATAG ACCTACCACT ATCAGATCCT CCATATTCAA TAAGATTTAT 780 

CCTGGAAGCA ATGAAAATGT TAAATATTAC TTTGCTAGAG TTTCTCCTCC TTTATTTAGA 840 

AATAAATGTG TAGTGGGGAC CAGTGGTTGT AATGTAGATA CTTGAGAAGT TTCATTGATT 900 

20 CCTTCAGACC CATGCCG 



25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Seq ID NO: B17 DNA sequence 

Nucleic Acid Accession fl: NMJ)2289B.l 

Coding sequence: 268.. 273 9 

1 11 21 31 41 

I I I I I 

TTTTCTTGCT TTTCTTCCCT TTTTTTTCTT TTTGCAAACA 
GAAAGAGCAA AATAAAGAAG AAGAAGAGGA GGAAGAGAGG 
AAACACCAAC CCGGGCAGAG GAGGAGGTGC GGCGGCGGCG 
AGCGGCGCGG CGGCGGCTCG GACCCCCTCC CCCGGCTCCC 
GGCGATGCCA GAATAGATGC CGGGGCAATG TCCCGCCGCA 
TTGTCCCAGA GGGAGCTCAT CACCCCAGAG GCTGACCATG 
GAAGACGAGG GTCTGGAGAT AGAGGAGCCA AGTGGCCTGG 
GACCCTGACC TGCTCACCTG TGGCCAGTGT CAAATGAACT 
GTTTTTATAG AGCACAAAAG GAAGCAGTGT GGCGGCAGCT 
GCCCTGGACA AGGACAGCCC GCCACCCTCC TCACGCTCCG 
CCGGTGGAGA TCGGGATCCA AGTCACCCCC GACGAAGATG 
AAAGGCATCT GTCCCAAGCA GGAGAACATT GCAGGTAAAG 
TGCACAACAT GCAAGCAGCC CTTCAACAGC GCGTGGTTCC 
ACGCACGGCT TCCGCATCTA CCTGGAGCCC GGGCCGGCCA 
CTCACCATCC CGCCGCCGCT CGGGCCGGAG GCCGTGGCGC 
CTGGGCGACA GCAACCCCTT CAACCTGCTG CGCATGACGG 
CCGGGCTTCG GCGAGGGCCG CCTGCCGGGC ACGCCGCCTC 
CACCACCTGG ACCCGCACCG CCTCAGTGCC GAGGAGATGG 
AGTGCCTTCG ACCGAGTCAT GCGCCTGAAC CCCATGGCCA 
TTCTCGCGGC GGCTCCGCGA GCTGGCGGGC AACAGCTCCA 
GGCCGCGGCA ACCCTATGCA CCGGCTCCTG AACCCCTTCC 
TTCCTGAGCA CGCCGCCGCT GCCGCCCATG CCCCCTGGCG 
CCAGCCAAGA GCAAGTCGTG CGAGTTCTGC GGCAAGACCT 
ATCGTGCACC GGCGCAGTCA CACGGGCGAG AAGCCCTACA 
GCGTGCTCGC AGGCCAGCAA GCTCAAGCGC CACATGAAGA 
TCGCTGGCCG GCCGCTCCGA CGACGGGCTC TCGGCCGCCA 
AGCGAGCTGG CGGGCGAGGG CCTCAAGGCG GCCGACGGTG 
GACCCGTCGC TGGGCCACGA GCCGGAGGAG GAGGACGAGG 
GAGCTGCTAC TGGAGAACGA GAGCCGGCCC GAGTCGAGCT 
AGCCGCAACC GCGAGAACGG CGGTGGTGGG GTGCCCGGGG 
GCGGCCAAGG CGCTGGCTGA CGAGAAGGCG CTGGTGCTGG 
GGCCTAGGCG CACTGCCGCA GTACGGCGAG CTCCTGGCCG 
TTCCTGAAGC GTGCGGCGGG CGGCGGGGAC GCGGGCGACG 
GGGGACGCGG GCGCGGGCGG CGCGGTCAAC GGGCGCGGGG 
GAGCCCTTCC CCGGGCTCTT CCCGCGCAAG CCCGCGCCGC 
AGCGCCGCCA AGCGCATCAA GGTGGAGAAG GACCTGGAGC 
CCGTCCGAGA ACGTGTACTC GCAGTGGCTG GTGGGCTACG 
AAGGACCCCT TCCTGGGCTT CACGGACGCA CGACAGTCGC 
CACTCGTCCG AGAACGGCAG CCTGCGCTTC TCCACGCCGC 
GGCCTCTCGG GCCGCAGCGG CACGGCCAGC GGAGGCAGCA 
GGCCCCGGGC GGCCCAGCTC CAAGGAGGGC CGCCGCAGCG 
AAGGTGTTCA AGAACTGCAG CAACTTGACG GTGCACCGGC 
CCTTACAAGT GCGAGCTGTG CAACTACGCG TGCGCGCAGA 
ATGAAGACGC ACGGGCAGAT CGGCAAGGAG GTGTACCGCT 
TTCAGCGTCT ACAGCACCCT GGAGAAACAC ATGAAAAAGT 
ACTAACGACG TCAAAATCGA GCAGGCCGAG AGGAGCTAAG 
GCACCTGTAC AGTGGAACCG TTGCCAACCG AGAGAATGCT 
CACCGCCACC CCGCACCCCG CGTGTCCCCG GGGCCCAGGG 
CCTGTGTCTG CGAAGTCCTA TGGAAACCCG AGGGTTGATT 
GCCTTTTAAC TGTGCAATAA TTTCTGTATT TATTGGGTTT 
CAGGTACTTT TTATTATTAT TTTTTCTGTT TGAATTCCTT 
CCATCCCTTC TTTGTTTTTT TTTTAACCCG GTAGTAGCCT 
TGTTAGAGGG GAAGCATATC TTTTAAATTA TAATTTGGGG 
TTGAAATTTA AGCTAAGCAT GTGTAATTTC TTGTGAAGAA 
TAAAGTTGTT TACTTTTTCA TTCCTTCCTT TTTTTTGTCC 
AG TTTTTTT T TTAATTATTT TTTAATTTTT TTTTTGGTTT 
GTGGATGTAC AGCGGATAAC AATCTTTCAA GTCGTAGCAC 
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, CAGCATAGAA 
AAGGGAAAAA 
I CAGCGGCGGC 
CAGCTCTCCG 
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GAGATGTAGC ACTCATGTCG TCCCGAGTCA AGCGGCCTTT TCTGTGTTGA TTTCGGCTTT 3480 
CATATTACAT AAGGGAAACC TTGAGTGGTG GTGCTGGGGG AGGCACCCCA CAGACTCAGC 3540 
GCCGCCAGAG ATAGGGTTTT TGGAGGGCTC CTCTGGGAAA TGGCCCGACA GCATTCTGAG 3600 
GTTGTGCATG ACCAGCAGAT ACTATCCTGT TGGTGTGCCC TGGGGTGCCA TGGCTGCTAT 3660 
TCGCTGTAGA TTAGGCTACA TAAAATGGGC TGAGGGTACC TTTTTGGGGA GATGGGGTGG 3720 
CCTGCAGTGA CACAGAAAGG AAGAAACTAG CGGTGTTCTT TTAGGCGTTT TCTGGCTTGA 3780 
CGGCTTCTCT CTTTTTTTAA ATCACCCCCA CCACATAAAT CTCAAATCCT ATGTTGCTAC 3840 
AAGGGGTCAT CCATCATTTC CCAAGCAGAC GAATGCCCTA ATTAATTGAA GTTAGTGTTC 3900 
TCTCATTTAA TGCACACTGA TGATATTGTA GGGATGGGTG GGGTGGGGAT CTTGCAAATT 3960 
TCTATTCTCT TTTACTGAAA AAGCAGGGGA TGAGTTCCAT CAGAAGGTGC CCAGCGCTAC 4020 
TTCCCAGGTT TTTATTTTTT TTTTCCTATC TCATTAGGTT GGAAGGTACT AAATATTGAA 4080 
CTGTTAAGAT TAGACATTTG AATTCTGTTG ACCCGCACTT TAAAGCTTTT GTTTGCATTT 4140 
AAATTAAATG GCTTCTAAAC AAGAAATTGC AGCATATTCT TCTCTTTGGC CCAGAGGTGG 4200 
GTTAAACTGT AAGGGACAGC TGAGATTGAG TGTCAGTATT GCTAAGCGTG GCATTCACAA 4260 
TACTGGCACT ATAAAGAACA AAATAAAATA ATAATTTATA GGACAGTTTT TCTACTGCCA 4320 
TTCAATTTGA TGTGAGTGCC TTGAAAACTG ATCTTCCTAT TTGAGTCTCT TGAGACAAAT 4380 
GCAAAACTTT TTTTTTGAAA TGAAAAGACT TTTTAAAAAA GTAAAACAAG AAAAGTACAT 4440 
TCTTTAGAAA CTAACAAAGC CACATTTACT TTAAGTAAAA AAAAAAAAAA TTCTGGTTGA 4500 
AGATAGAGGA TATGAAATGC CATAAGACCC AATCAAATGA AGAAATAAAC CCAGCACAAC 4560 
CTTGGACATC CATTAGCTGA ATTATCCTCA GCCCCTTTTG TTTTTGGGAC AACGCTGCTT 4620 
AGATATGGAG TGGAGGTGAT TTACTGCTGA ATTAAAACTC AAGTGACACA AGTTACAAGT 4680 
TGATATCGTT GAATGAAAAG CAAAACAAAA ACAATTCAGG AACAACGGCT AATTTTTTCT 4740 
AAAGTTAAAT TTAGTGCACT CTGTCTTAAA AATACGTTTA CAGTATTGGG TA CATACA AG 4800 
GGTAAAAAAA AAATTGTGTG TATGTGTGTT GGAGCGATCT TTTTTTTTCA AAGTTTGCTT 4860 
AATAGGTTAT ACAAAAATGC CACAGTGGCC GCGTGTATAT TGTTTTCTTT TGGTGACGGG 4920 
GTTTTAGTAT ATATTATATA TATTAAAATT TCTTGATTAC TGTAAAAGTG GACCAGTATT 4980 
TGTAATAATC GAGAATGCCT GGGCATTTTA CAAAACAAGA AAAAAAATAC CCTTTTCTTT 5040 
TCCTTGAAAA TGTTGCAGTA AAATTTAAAT GGTGGGTCTA TAAATTTGTT CT TGTTA CAG 5100 
TAACTGTAAA GTCGGAGTTT TAGTAAATTT TTTTCTGCCT TGGGTGTTGA ATTTTTATTT 5160 
CAAAAAAAAT GTATAGAAAC TTGTATTTGG GGATTCAAAG GGGATTGCTA CACCATGTAG 5220 
AAAAAGTATG TAGAAAAAAA GTGCTTAATA TTGTTATTGC TTTGCAGAAA AAAAAAAAAT 5280 
CACATTTCTG ACCTGTACTT ATTTTTCTCT TCCCGCCTCC CTCTGGAATG GATATATTGG 5340 
TTGGTTCATA TGATGTAGGC ACTTGCTGTA TTTTTACTGG AGCTCGTAAT TTTTTAACTG 5400 
TAAGCTTGTC CTTTTAAAGG GATTTAATGT ACCTTTTTGT TAGTGAATTT GGAAATAAAA 5460 
AGAAAAAAAA AACAAAAACA AACAGGCTGC CATAATATAT TTTTTTAATT TGGCAGGATA 5520 
AAATATTGCA AAAAAAACAC ATTTGTATGT TAAGTCCTAT TGTACAGGAG AAAAAGGGTT 5580 
GTTTGACAAC CTTTGAGAAA AAGAAACAAA AGGAAGTAGT TAAATGCTTT GGTTCACAAA 5640 
TCATTTAGTT GTATATATTT TTTGTCGGAA TTGGOCTACA CAGAGAACCG TTCGTGTTGG 5700 
GCTTCTCTCT GAACGCCCCG AACCTTGCAT CAAGGCTCCT TGGTGTGGCC ACAGCAGACC 5760 
AGATGGGAAA TTATTTGTGT TGAGTGGAAA AAAATCAGTT TTTGTAAAGA TGTCAGTAAC 5820 
ATTCCACATC GTCCTCCCTT TCTCTAAGAG GCCATCTCTA AGATGTCAGA TGTAGAGGAG 5880 
AGAGAGCGAG AGAACATCTT CCTTCTCTAC CATCACTCCT GTGGCGGTCA CCACCACCAC 5940 
CTCTCCCGCC CTTACCAGCA GAAAGCAATG CAAACTGAGC TGCTTTAGTC CTTGAGAAAT 6000 
TGTGAAACAA ACACAAATAT CATAAAAGGA GCTGGTGATT CAGCTGGGTC CAGGTGAAGT 6060 
GACCTGCTGT TGAGACCGGT ACAAATTGGA TTTCAGGAAG GAGACTCCAT CACAGCCAGG 6120 
ACCTTTCGTG CCATGGAGAG TGTTGGCCTC TTGTCTTTCT TCCCTGCTTT GCTGCTTTGC 6180 
TCTCTGAAAC CTACATTCCG TCAGTTTCCG AATGCGAGGG CCTGGGATGA ATTTGGTGCC 6240 
TTTCCATATC TCGTTCTCTC TCCTTCCCCT GCGTTTCCTC TCCATCCTTC ATCCTCCATT 6300 
GGTCCTTTTT TTTTCTTTCA TTTTTTATTT AATTTCTTTT CTTCCTGTCT GTTCCTCCCC 6360 
TAATCCTCTA TTTTATTTTT ATTTTTTGTA AAGCCAAGTA GCTTTAAGAT AAAGTGGTGG 6420 
TCTTTTGGAT GAGGGAATAA TGCATTTTTA AATAAAATAC CAATATCAGG AAGCCATTTT 6480 
TTATTTCAGG AAATGTAAGA AACCATTATT TCAGGTTATG AAAGTATAAC CAAGCATCCT 6540 
TTTGGGCAAT TCCTTACCAA ATGCAGAAGC TTTTCTGTTC GATGCACTCT TTCCTCCTTG 6600 
CCACTTACCT TTGCAAAGTT AAAAAAAAGG GGGGAGGGAA TGGGAGAGAA AGCTGAGATT 6660 
TCAGTTTCCT ACTGCAGTTT CCTACCTGCA GATCCAGGGG CTGCTGTTGC CTTTGGATGC 6720 
CCCACTGAGG TCCTAGAGTG CCTCCAGGGT GGTCTTCCTG TAGTCATAAC AGCTAGCCAG 6780 
TGCTCACCAG CTTACCAGAT TGCCAGGACT AAGCCATCCC AAAGCACAAG CATTGTGTGT 6840 
CTCTGTGACT GCAGAGAAGA GAGAATTTTG CTTCTGTTTT GTGTTTAAAA AACCAACACG 6900 
GAAGCAGATG ATCCCGAGAG AGAGGCCTCT AGCATGGGTG ACCCAGCCGA CCTCAGGCCG 6960 
GTTTCCGCAC TGCCACAACT TTGTTCAAAG TTGCCCCCAA TTGGAACCTG CCACTTGGCA 7020 
TTAGAGGGTC TTTCATGGGG AGAGAAGGAG ACTGAATTAC TCTAAGCAAA ATGTGAAAAG 7080 
TAAGGAAATC AGCCTTTCAT CCCGGTCCTA AGTAACCGTC AGCCGAAGGT CTCGTGGAAC 7140 
ACAGGCAAAC CCGTGATTTT GGTGCTCCTT GTAACTCAGC CCTGCAAAGC AAAGTCCCAT 7200 
TGATTTAAGT TGTTTGCATT TGTACTGGCA AGGCAAAATA TTTTTATTAC CTTTTCTATT 7260 
ACTTATTGTA TGAGCTTTTG TTGTTTACTT GGAGGTTTTG TCTTTTACTA CAAGTTTGGA 7320 
ACTATTTATT ATTGCTTGGT ATTTGTGCTC TGTTTAAGAA ACAGGCACTT TTTTTTATTA 7380 
TGGATAAAAT GTTGAGATGA CAGGAGGTCA TTTCAATATG GCTTAGTAAA ATATTTATTG 7440 
TTCCTTTATT CTCTGTACAA GATTTTGGGC CTCTTTTTTT CCTTAATGTC ACAATGTTGA 7500 
GTTCAGCATG TGTCTGCCAT TTCATTTGTA CGCTTGTTCA AAACCAAGTT TGTTCTGGTT 7560 
TCAAGTTATA AAAATAAATT GGACATTTAA CTTGATCTCC AAA 
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MSRRKQGNPQ HLSQREL1TP EADHVEAAIL EEDEGLEIEE PSGLGLMVGG PDPDLLTCGQ 60 

CQMNFPLGDI LVFIEHKRKQ CGGSLGACYD KALDKDSPPP SSRSELRKVS EPVEIGIQVT 120 

PDEDDHLLSP TKGICPKQEN IAGKDEPSSY ICTTCKQPFN SAWFLLQHAQ NTHGFRIYLE 180 

PGPASSSLTP RLTIPPPLGP EAVAQSPLMN FLGDSNPFNL LRMTGPILRD HPGFGEGRLP 240 

GTPPLFSPPP RHHLDPHRLS AEEMGLVAQH PSAFDRVMRL NPMAIDSPAM DPSRRLRE1A 300 

GNSSTPPPVS PGRGNPMHRL LNPFQPSPKS PFLSTPPLPP MPPGGTPPPQ PPAKSKSCEF 360 

CGKTPKFQSN LIVHRRSHTG EKPYKCQLCD HACSQASKLK RHMKTHMHKA GSliAGRSDDG 420 

LSAASSPEPG TSELAGEGLK AADGDFRHHE SDPSLGHEPE EEDEEEEEEE EELLLENESR 480 
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GVPGVPGAGG GAAKALADEK ALVLGKVMEN VGLGALPQYG 
DAGDDDDAGG CGDAGAGGAV NGRGGGFAPG TEPFPGLFPR 
KDLELPPAAL IPSENVYSOW LVGYAASRHF MKDPFLGFTD 
FSTPPGDLLD GGLSGRSGTA SGGSTPHLGG PGPGRPSSKE 
TVHRRSHTGE RPYKCELCKY ACAQSSKLTR HMKTHGQIGK 
HMKKWHGEHL LTNDVKIEQA ERS 
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TAACTGAGCG AGGAGCAATT GATTAATAGC TCGGCGAGGG GACTCACTGA CTGTTATAAT 
AACACTACAC CAGCAACTCC TGGCTTCCCA GCAGCCGGAA CACAGACAGG AGAGAGTCAG 
TGGCAAATAG ACATTTTTCT TATTTCTTAA AAAACAGCAA CTTGTTTGCT ACTTTTATTT 
CTGTTGATTT TTTTTTCTTG GTGTGTGTGG TGGTTGTTTT TAAGTGTGGA GGGCAAAAGG 
AGATACCATC CCAGGCTCAG TCCAACCCCT CTCCAAAACG GCTTTTCTGA CACTCCAGGT 
AGCGAGGGAG TTGGGTCTCC AGGTTGTGCG AGGAGCAAAT GATGACCGCC AAGGCCGTAG 
ACAAAATCCC AGTAACTCTC AGTGGTTTTG TGCACCAGCT GTCTGACAAC ATCTACCCGG 
TGGAGGACCT CGCCGCCACG TOGGTGACCA TCTTTCCCAA TGCCGAACTG GGAGGCCCCT 
TTGACCAGAT GAACGGAGTG GCCGGAGATG GCATGATCAA CATTGACATG ACTGGAGAGA 
AGAGGTCGTT GGATCTCCCA TATCCCAGCA GCTTTGCTCC CGTCTCTGCA CCTAGAAACC 
AGACCTTCAC TTACATGGGC AAGTTCTCCA TTGACCCTCA GTACCCTGGT GCCAGCTGCT 
ACCCAGAAGG CATAATCAAT ATTGTGAGTG CAGGCATCTT GCAAGGGGTC ACTTCCCCAG 
CTTCAACCAC AGCCTCATCC AGCGTCACCT CTGCCTCCCC CAACCCACTG GCCACAGGAC 
CCCTGGGTGT GTGCACCATG TCCCAGACCC AGCCTGACCT GGACCACCTG TACTCTCCGC 
CACCGCCTCC TCCTCCTTAT TCTGGCTGTG CAGGAGACCT CTACCAGGAC CCTTCTGCGT 
TCCTGTCAGC AGCCACCACC TCCACCTCTT CCTCTCTGGC CTACCCACCA CCTCCTTCCT 
ATCCATCCCC CAAGCCAGCC ACGGACCCAG GTCTCTTCCC AATGATCCCA GACTATCCTG 
GATTCTTTCC ATCTCAGTGC CAGAGAGACC TACATGGTAC AGCTGGCCCA GACCGTAAGC 
CCTTTCCCTG CCCACTGGAC ACCCTGCGGG TGCCCCCTCC ACTCACTCCA CTCTCTACAA 
TCCGTAACTT TACCCTGGGG GGCCCCAGTG CTGGGGTGAC CGGACCAGGG GCCAGTGGAG 
GCAGCGAGGG ACCCCGGCTG CCTGGTAGCA GCTCAGCAGC AGCAGCAGCC GCCGCCGCCG 
CCGCCTATAA CCCACACCAC CTGCCACTGC GGCCCATTCT GAGGCCTCGC AAGTACCCCA 
ACAGACCCAG CAAGACGCCG GTGCACGAGA GGCCCTACCC GTGCCCAGCA GAAGGCTGCG 
ACCGGCGGTT CTCCCGCTCT GACGAGCTGA CACGGCACAT CCGAATCCAC ACTGGGCATA 
AGCCCTTCCA GTGTCGGATC TGCATGCGCA ACTTCAGCCG CAGTGACCAC CTCACCACCC 
ATATCCGCAC CCACACCGGT GAGAAGCCCT TCGCCTGTGA CTACTGTGGC CGAAAGTTTG 
CCCGGAGTGA TGAGAGGAAG CGCCACACCA AGATCCACCT GAGACAGAAA GAGCGGAAAA 
GCAGTGCCCC CTCTGCATCG GTGCCAGCCC CCTCTACAGC CTCCTGCTCT GGGGGCGTGC 
AGOCTGGGGG TACCCTGTGC AGCAGTAACA GCAGCAGTCT TGGCGGAGGG CCGCTCGCCC 
CTTGCTCCTC TCGGACCCGG ACACCTTGAG ATGAGACTCA GGCTGATACA CCAGCTCCCA 
AAGGTCCCGG AGGCCCTTTG TCCACTGGAG CTGCACAACA AACACTACCA CCCTTTCCTG 
TCCCTCTCTC CCTTTGTTGG GCAAAGGGCT TTGGTGGAGC. TAGCACTGCC CCCTTTCCAC 
CTAGAAGCAG GTTCTTCCTA AAACTTAGCC CATTCTAGTC TCTCTTAGGT GAGTTGACTA 
TCAACCCAAG GCAAAGGGGA GGCTCAGAAG GAGGTGGTGT GGGGATCCCC TGGCCAAGAG 
GGCTGAGGTC TGACCCTGCT TTAAAGGGTT GTTTGACTAG GTTTTGCTAC CCCACTTCCC 
CTTATTTTGA CCCATCACAG GTTTTTGACC CTGGATGTCA GAGTTGATCT AAGACGTTTT 
CTACAATAGG TTGGGAGATG CTGATCCCTT CAAGTGGGGA CAGCAAAAAG ACAAGCAAAA 
CTGATGTGCA CTTTATGGCT TGGGACTGAT TTGGGGGACA TTGTACAGTG AGTGAAGTAT 
AGCCTTTATG CCACACTCTG TGGCCCTAAA ATGGTGAATC AGAGCATATC TAGTTGTCTC 
AACCCTTGAA GCAATATGTA TTATATACTC AGAGAACAGA AGTGCAATGT GATGGGAGGA 
ACGTAGCAAT ATCTGCTCCT TTTOGAGTTG TTTGAGAAAT GTAGGCTATT TTTTCAGTGT 
ATATCCACTC AGATTTTGTG TATTTTTGAT GTACCCACAC TGTTCTCTAA ATTCTGAATC 
TTTGGGAAAA AATGTAAAGC ATTTATGATC TCAGAGGTTA ACTTATTTAA GGGGGATGTA 
CATATTCTCT GAAACTAGGA TGCATGCAAT TGTGTTGGAA GTGTCCTTGG TCGCCTTGTG 
TGATGTAGAC AAATGTTACA AGGCTGCATG TAAATGGGTT GCCTTATTAT GGAGAAAAAA 
ATCACTCCCT GAGTTTAGTA TGGCTGTATA TTTATGCCTA TTAATATTTG GAATTTTTTT 
TAGAAAGTAT ATTTTTGTAT GCTTTGTTTT GTGACTTAAA AGTGTTACCT TTGTAGTCAA 
ATTTCAGATA AGAATGTACA TAATGTTACC GGAGCTGATT TGTTTGGTCA TTAGCTCTTA 
ATAGTTGTGA AAAAATAAAT CTATTCTAAC GCAAAACCAC TAACTGAAGT TCAGATATAA 
TGGATGGTTT GTGACTATAG TGTAAATAAA TACTTTTCAA CAAT 
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PVTLSGFVHQ 
LDLPYPSSFA 
TASSSVTSAS 
AATTSTSSSL 
CPLDTLRVPP 
NPHHLPLRPI 
QCRICMRNFS 
PSASVPAPST 
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LSDNIYPVED 
PVSAPRNQTF 
PNPLATGPLG 
AYPPPPSYPS 
PLTPLSTIRN 
LRPRKYPNRP 
RSDHIiTTHIR 
ASCSGGVQPG 
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LAATSVTIFP 
TYMGKPSIDP 
VCTMSQTQPD 
PKPATDPGLF 
FTLGGPSAGV 
SKTPVHERPY 
THTGEKPFAC 
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NAEU3GPFDQ 
QYPGASCYPE 
LDHLYSPPPP 
PMIPDYPGFF 
TGPGASGGSB 
PCPAEGCDRR 
DYCGRKFARS 
LGGGPIAPCS 
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MNGVAGDGMI 60 

GIINIVSAGI 120 

PPPYSGCAGD 180 

PSQCQRDLHG 240 

GPRLPGSSSA 300 

FSRSDELTRH 360 

DERKRHTKIH 420 
SRTRTP 
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CACACACGGO CGCACGCACA CGGCAGCCGG GCCAGGGACG ACCCTGTCAG CTGCAGCCCC 60 

AGAGGTCCGG GGCGCGCAGC CGGGTCCCCT CGAGGGCGCA GCCGGCCGCC CCGCCCCGCC 120 

CCTCGAAGCA GCCGGGCCGG GCGCGCAGTG GGCTACAAAC TTTCGCAGCG CGAGTCCGCC 180 

AAGGCAGCGC GCCGACTCGG GCTCGGCTCG GCTCTGCGCT GCTCCGGACG GCTGTGACCG 240 

CTGGCCGGGG GCTCGGGCCG CCGGTACCCA CGGACCGCGC GCCCGGGTGC CTGCTCCGCT 300 

AAGCCCCTCG CCCCGCGCGG ACCTCGGTAT CCAGCGCCCT GCTGCCCGGG CTCTCCCCGC 360 

GCGCCCTACT GCCGCGAGGT CAGTCCGCAG CCTCCGGTGC GCCAGCGCTC GCCTTCCTCC 420 

TCCTGGACTT CGGCCCTTTG CCGCCCTCAC CACGCCATGG CTCATGTCCC CGCTCGGACC 480 

AGCCCGGGAC CCGGGCCCCA GCTGCTGCTG CTGCTGCTGC CGTTGTTTCT GCTGTTGCTC 540 

CGGGATGTGG CCGGCAGCCA CAGGGCCCCC GCCTGGTCCG CACTGCCCGC GGCCGCCGAC 600 

GGCCTGCAGG GGGACAGGGA TCTCCAGCGG CACCCTGGGG ACGCGGCCGC CACGTTGGGC 660 

CCCAGCGCCC AGGACATGGT CGCTGTCCAC ATGCACAGGC TCTATGAGAA GTACAGCCGG 720 

CAGGGCGCGC GGCCGGGAGG GGGCAACACG GTCGGCAGCT TCAGGGCCAG GCTGGAAGTG 780 

GTCGACCAGA AGGCCGTGTA TTTCTTCAAC CTGACTTCCA TGCAAGACTC GGAAATGATC 840 

CTTACGGCCA CTTTCCACTT CTACTCAGAG CCGCCTCGGT GGCCTCGAGC GCTCGAGGTG 900 

CTATGCAAGC CGCGGGCCAA GAACGCTTCA GGCCGCCCGC TGCCCCTGGG CCCGCCCACA 960 

CGCCAGCACC TGCTCTTCCG CAGCCTCTCG CAGAACACGG CCACACAGGG GCTACTCCGC 1020 

GGGGCCATGG CCCTGGCGCC CCCACCGCGC GGCCTGTGGC AGGCCAAGGA CATCTCCCCC 1080 

ATCGTCAAGG CGGCCCGCCG GGATGGCGAG CTGCTCCTCT CCGCCCAGCT GGATTCTGAG 1140 

GAGAGGGACC CGGGGGTGCC CCGGCCCAGC CCCTATGCGC CCTACATCCT AGTCTATGCC 1200 

AACGATCTGG CCATCTCGGA GCCCAACAGC GTGGCAGTGA CGCTGCAGAG ATACGACCCC 1260 

TTCCCTGCCG GAGACCCCGA GCCCCGCGCA GCCCCCAACA ACTCAGCGGA CCCCCGCGTG 1320 

CGCCGAGCCG CGCAGGCCAC TGGGCCCCTC CAGGACAACG AGCTGCCGGG GCTGGATGAG 1380 

AGGCCGCCGC GCGCCCAOGC ACAGCACTTC CACAAGCACC AGCTGTGGCC CAGCCCCTTC 1440 

CGGGCGCTGA AACCCCGGCC AGGGCGCAAA GACCGCAGGA AGAAGGGCCA GGAGGTGTTC 1500 

ATGGCCGCCT CGCAGGTGCT GGACTTTGAC GAGAAGACGA TGCAGAAAGC CCGGAGGAAG 1560 

CAGTGGGATG AGCOGAGGGT GTGCTCCCGG AGGTACCTGA AGGTGGACTT GGCAGACATC 1620 

GGCTGGAATG AATGGATAAT CTCACCGAAA TCTTTTGATG CCTACTACTG CGCGGGAGCA 1680 

TGTGAGTTCC CCATGCCTAA GATCGTTCGT CCATCCAACC ATGCCACCAT CCAGAGCATT 1740 • 

GTCAGGGCTG TGGGCATCAT CCCTGGCATC CCAGAGCCCT GCTGTGTTCC CGATAAGATG 1800 

AACTCCCTTG GGGTCCTCTT CCTGGATGAG AATCGGAATG TGGTTCTGAA GGTGTACCCC 1860 

AACATGTCCG TGGACACCTG TGCCTGCCGG TGAGAOCACT CCAGGGTGGA AAGAAGCCAC 1920 

GCCCAGCAGA GCTGCCTTCT CGGAGCCTTC TGCAACCAGG ACTTGTGGTG CAGCTGCAGA 1980 

CACAGAGCAC AGCTCATGGG CAACATCACT GGGGCCCAGA GAGAGCTGTC CGCCAGTGCA 2040 

TCATTAGGGG GTCTTTCATT GCTAGTGACT AGCCCCTTAA ATGCCAGCCT GAGTACCTGA 2100 

AGGAATCTGG GAATTAGCCC TGGCCTGAAA GTGGCCCATC ATTCATACCC ACTGTTCTGA 2160 

AGGCTTGAAA ACAAAACATA TCCACAACAT TGGCTTGATG TGATCATCAT CTCATAACTG 2220 

AGCAAGAAGA CTATGCAAAT CTTAGGGCGC TCGCTCCCTG CACAGGGAAA GAACTCTGTT 2280 

TAAATGCTCA GTTCAGAACA CTTTGGGCCA CATAGTGATT TTGGAAAACA GGATAATCGT 2340 

GGTGTAAATG AGTGTTTCCT TTCAAAGTCC ACTGCAGAGC TTTTATCCAT ATGGTATGCA 2400 

CATGTAGCCA ATATTGGTTT CTTTTTCTTA ATATATATAT TTTATTTTAA AACAACAAAA 2460 

AGGGAGGGCG TTGACACCAT TCCCCACAGA GATAGTCATG CTGAGTGTGG GTTGTTTAAA 2520 

CATGCATATT GAAATAACAC ATATAGTAAC GTGGGAATAC TAAAAAATAA CCAAGATTTT 2580 

ATATTTTTGT AAATTATACT TTCTATACTG TAGATTGTGT ATGTTATGTG TTTTTATGGA 2640 
AAGCTAATAA ATTAAAGGTA CAGTGGTATC TTGA 

Seq ID NO: B22 Protein sequence 
Protein Accession #: NP_0049S3.1 

1 11 21 31 41 51 

I I I I I I 

MAHVPARTSP GPGPQLLLLL LPLFLUiLRD VAGSHRAPAW SAIiPAAADGL QGDRDLQRHP 60 
GDAAATLGPS AQDMVAVHMH RLYEKYSRQG ARPGGGNTVR SFRARLEWD QKAVYFFNLT 120 
SMQDSEMILT ATFHFYSEPP RWPRALEVLC KPRAKNASGR PLPLGPPTRQ HLIiFRSLSQN 180 
TATOGLLRGA MALAPPPRGL WQAKDISPIV KAARRDGELL LSAQLDSEER DPGVPRPSPY 240 
APYILVYAND LAISEPNSVA VTLQRYDPFP AGDPEPRAAP NNSADPRVRR AAQATGPLQD 300 
NELPGLDERP PRAHAQHFHK HQLWPSPFRA LKPRPGRKDR RKKGQEVFMA ASQVLDFDEK 360 
TMQKARRKQW DEPRVCSRRY LKVDPADIGW NEWIISPKSP DAYYCAGACE FPMPKIVRPS 420 
NHATIQSIVR AVGIIPGIPE PCCVPDKMNS LGVLFLDENR NWLKVYPNM SVDTCACR 

Seq ID NO: B23 dna sequence 

Nucleic Acid Accession fh AK02€322.l 

1 11 21 31 41 51 

I I I I I i 

ATTCTTTAAA TACTTAAACA TGGTTATAAC AGCTGTGTTT TAAGCTCCTT GTCTGTTAAT 60 

TCCATCATCT GTCATTTTTG CATCTGTTTT TATTGACTAA CTTTCTTCCT CATCATGGTC 120 

ACATATCCTT GCTTCTTCCC ATATTTAGTA AAGTTTAGTT GGATGCTGGA TTGTTTTAAT 180 

TTAGCATTTT GGAGTGACTG CTTTTGCACT TGCCTTTAAA AGTATTGGAC TTCGTTTTGA 240 

TAGTTGAATT ACTTGCAAAT CAGCTTGATC ATTCTGAGAC TTGTTTTTAA CTTTTGTCGA 300 

AAAGGCTATG CTACTTCAAG TATAATAAAA CCTAGTTTTA GTTTTATCCT ATAACTAAGG 360 

CATGTGTTCA ATTTGAATGT CTCCAACCCT GTGTGAACTC TGAAAATTGT TCAGCTCCCA 420 

ATTTCGCAGT AATTTTTTTT GTTCAGCCTT GCAGTCTCAT CCTACTCAAG TGTGGCTCTG 480 

TATCCAACAA CAGTCTTGGA GATCTCATGA AGATTTCTGA AACTTTTGCT CTGCAGGATA 540 

CCTTCCTTTG TGGTTATGTG CCCTGAAAAC TCCAGCCTCC GTGTCTTCAA TTCAGTGAAA 600 

CTACTACTCT GCTTGGATTC CCCTCTTATA CAATGGTCTA CCAAGTGACT GCAAACAGAA 660 

ATCTAAGGGA ATTTCAGGAG TCACCTCATT TATTTTCCTT TTTTTCAGGG ATTATAGTAG 720 

TACTATACCA CCTGTCAGCC AATGTGTGAG AATGGTGGTT TCATACATTT TCTCCAATTC 780 

TTTCTTGTTA CAGGAGCCTC CATTACTTTT CAAACAGTAA TGCAGTTGCA GTTGCCTCTC 840 

CTTTTCTTCA TTATGTGTTT ATCTCTGGCA GTTTGAGCCA AGAGAGGGCA CGGAGAAGTA 900 

CAATGACTAG AGAGCACTTC TGTTGAGGCT CATTCATTGA CCCCTACCCC AGTGCTTTAT 960 

GAATGTGTGC TGCAGATGTC ATACAGCATC ACAGCTTCTT CTCTAATTTA TGAGCCATAA 1020 

TTTTTTTTTT TGTATTTTTA TTGTATTACC TGCTTGGTTG CAAGAGGATG ATGAGGAGGA 1080 

CTACTATAGG ATAAATTTGT TTTTATAGAG CAATTTCTCA TGGGTCACGA GGGATAGTAC 1140 
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TCCATTTTCC TCACTGATAT CGGCTTGATC ATCTGAGTCA GTGGGCTCAT TGTGGAAACA 1200 
TATGGAATCC TTTATGCTTT TTCTCAGGCT GCTTCTGTTA CATGAAATAA AGCCAGAGTT 1260 
GATTGTGAAA AAAAAAAAAA AAAA 

Seq ID NO: B24 DNA sequence 

Nucleic Acid Accession 8j cat cluster 

1 11 21 31 41 51 

1 I t I I I 

TGTATACATT CCTTTCAAAT AAAGACCTTG AGAAAACAGC AGAGCCAAGT GAAGATCACC 60 

TAAAGAACTT TGTGGCTAAT TTATACTTCA TGTAGTAGCA GTGGGTACTG GGCAGGGTCT 120 

CTTTCCCACT CTGATGATTT GTGCTCTTAT TTTTCCTAGA TTTACCTCAT CTAGGGCATA 180 

TTCTTTTCCC TCTTCCTCTT TACCTTTCCT GGTCCTGATC CCTCTGTACT CAGTTCCCCT 240 

AAATTATTGG ACTACAAACT AATATACTAG AAAAGCATAC ACTTATTTTA TTTGAATGCA 300 

GAAATGCTAT CTATCAGTAT ATATACATAA GAATGTATAT TACAGTATAT CTATATATAC 360 

TTAACACTGT AACTTTCAGT ATTCCCCAGT TAGCGTACCT AACTCTCCTG TGGGTTATGT 420 

TAATTCTTAT TAGACTACTA GAGAAAAACC AACTGGCAGT TTGCTAAGCA TATCTACTGG 480 

TGTTGTTTCT GCGCCCTCTT TTGGCTAATT GATGTAATTA TACTGGCTCT AAAGATTTAC 540 

TGCCCCATAA GTAAATAGTA TAGCCACATT CTGAACATAT CAAAAGTACA AACTTAGGAG 600 

GAGTGTATGT ACAAAAATGT AAAATTTTAT GAAAATGAAC ATGTTTTTAT GATGTTATTT 660 

CTAGTTCATA AGAATGTGAT GACTGCTTTG CTTCATTTAT GTACGTTCCC ATTATATTCT 720 

TGCTGTCAAT CAATCACAAA TTTATATCAG ATTAGGATAA ACTAAGCCAT TTTATGTATT 780 

TTATTTTAAA CCTTATTTTG GCAGAGTAAT TCCTTAGAAT TGGAAAAGCT GTTACTTTGA 840 

AATTACCAAT TTATTACAAA ACATAGAAAT GTATTGTAGC TACAAAGACA ACCAAGCATT 900 

TTCTGTGTTT TAATGAATAT CTAAAAAACT ACATTTAGTT TATTTTACTC AGTTTTGAAA 960 

TGATTTTTTT ACTGGCTCTA TTGCCTTAAA ATAACTAAGA GATTAATGAT TCTTTGTATA 1020 

ATTTTCCTTT TCTTTGTTCT TTTTTTTACA TTTCGCAGAG TTATATCTAT AGTTTTAGTA 1080 

ACAATTTCTT ATGTATTCTG GATAACTGAA AACAACTAAA GGTGTTGGGC ATTAGAAAAT 1140 

AATTGTGAGC AGTAAGATTA CTGATGTAAT ATGTATGTTG GACTGAAGTA TTTCTTTATA 1200 

AACATTCTAT TTGATTTTAA GCAAAATGTA TGTTAAAGCA TGTTTTTACA TCAGTAAAGT 1260 

CATTTGTCGA CCTTCTGGAA ATGAAAGGTT TTTACCTAGA TACTGTAAGT TACACCTCCT 1320 

TAACAATCAT ATTTGTCATT GTTGTTTTCT GCAAACAAAA ATGTTTATGG GCTTCATGTA 1380 

GGCTTAAGAT TGTAGGCAAA AATGGACTGA GTTCAGGACC CTTCAAGCAG TAGGCATTCA 1440 

GTTACAGAGC AGTTGGTACT TTGTAACCCA GACTTACAGT TTAAAAATAT CAAGTTAGCT IS 00 

GATGTTTCAT TATAATAAAA ATACTATTTT GCTTAAGAGT TGTATTACAA ATATTTGTGC 1560 

TTAACATTAG AAATAGCTGT TTTAAATTGT AGTTAACATA TTAACTTTTT CAGAAAAAAA 1620 

GCATGGTTTA TTTTTAATAA TGAAATAGAG AACATAATAC GTAATGTTCA GTATAACAGC 1680 

TGAGTTAAAA CATCTGCCAG GATTAACATC AGTGCGTTTT TGCCAATGCA TAGAGGCATT 1740 

TTTCTCTAAG TATGATGGCT AATGATAACT ATTCTTTGTT ACACATTCAA GTCACTCCCA 1800 

TACAAGTAAC TAGTGGGTGA TATGTTTCAC TCCAAAGGGT GTATTAATTC TGAATGCTAA 1860 
TCATGAAGAC TTAAGTTAGG ACAACACTTC AAACCAGGAA GTGTGAACTG ATTTA 

Seq ID NO: B25 DNA sequence 

Nucleic Acid Accession #: FGENESH predicted 

Coding sequence : 1 . . 1144 

1 11 21 31 41 51 

I I I I I I 

ATGGAGCGCG GGATGCACCT CGGTGCAGCG GCCGCCGGCG AGGACGACCT CTTCCTGCAC 60 

AAGAGCCTGA GCGCCTCCAC CTCCAAGCGC TTGGAAGCGG CTTTCCGCTC CACGCCCCCG 120 

GGCATGGACC TGTCCCTGGC GCCGCCGCCT CGGGAACGCC CGGCGTCCTC CTCCTCGTCG 180 

CCCCTGGGCT GCTTCGAGCC GGCTGACCCC GAGGGGGCAG GGCTGCTGTT GCCGCCGCCT 240 

GGAGGAGGCG GCGGCGGCAG CGCGGGAAGT GGCGGCGGCG GCGGCGGCGG GGTGGGTGTC 300 

CCCGGGCTGC TAGTAGGTTC AGCCGGCGTT GGGGGCGACC CTAGCCTAAG CAGCCTGCCG 360 

GCCGGGGCCG CCCTTTGCCT CAAGTACGGC GAAAGCGCGA GCCGGGGCTC GGTGGCCGAG 420 

AGCAGCGGCG GCGAGCAGAG CCCCGACGAC GACAGCGACG GTCGCTGCGA GCTCGTGCTG 480 

CGGGCCGGAG TAGCCGACCC GCGGGCCTCC CCGGGAGCGG GAGGTGGTGG CGCGAAGGCA 540 

GCCGAGGGCT GCTCCAATGC CCACCTCCAC GGCGGCGCCA GCGTCCCCCC GGGGGGCCTG 600 

GGCGGCGGCG GCGGCGGGGG TAGCAGCAGC GGTAGCAGTG GCGGCGGTGG CGGTAGCGGT 660 

AGCGGCAGCG GCGGCAGCAG CAGCAGCAGC AGCAGCAGCA GCAAGAAATC CAAAGAGCAA 720 

AAGGCGCTGC GGCTTAACAT CAATGCCCGA GAGCGCCGGC GGATGCACGA CCTGAACGAC 780 

GCGCTGGACG AGCTGCGCGC GGTGATCCCC TACGCGCACA GCCCCTCGGT GCGAAAGCTC 840 

TCCAAGATCG CCACGCTGCT GCTCGCCAAG AACTACATCC TCATGCAGGC GCAGGCCCTG 900 

GAGGAGATGC GGCGCCTAGT CGCCTACCTC AACCAGGGCC AGGCCATCTC GGCTGCCTCC 960 

CTGCCCAGCT CGGCGGCTGC AGCGGCAGCA GCTGCTGCCC TGCACCCGGC GCTCGGCGCC 1020 

TACGAGCAGG CAGCCGGCTA CCCGTTCAGC GCCGGACTGC CCCCGGCTGC CTCCTGCCCG 1080 

GAGAAGTGCG CCCTGTTTAA CAGCGTCTCC TCCAGCCTCT GCAAACAGTG CACGGAGAAG 1140 
CCTT 

Seq ID NO: B26 Protein sequence 
Protein Accession #: FGENESH predicted 

1 li 21 31 41 51 

| I I I I I 

MERGMHLGAA AAGEDDLFLH KSIiSASTSKR LEAAFRSTPP GMDLSLAPPP RERPASSSSS 60 

PLGCFEPADP EGAGLLLPPP GGGGGGSAGS GGGGGGGVGV PGLLVGSAGV GGDPSLSSLP 120 

AGAAIiCLKYG ESASRGSVAE SSGGEQSPDD DSDGRCELVL RAGVADPRAS PGAGGGGAKA 180 

AEGCSNAHLH GGASVPPGGL GGGGGGGSSS GSSGGGGGSG SGSGGSSSSS SSSSKKSKEQ 240 

KALRLNINAR ERRRMHDLND ALDELRAVIP YAHSPSVRKL SKIATLLLAK NYILMQAQAL 300 

EEMRRLVAYL NQGQAISAAS LPSSAAAAAA AAALHPALGA YEQAAGYPFS AGLPPAASCP 360 
EKCALFNSVS SSLCKQCTEK P 

Seq ID NO: B27 DNA sequence 

Nucleic Acid Accession #: cat cluster 
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1 11 21 31 41 51 

I I I I I I 

TTTTTTTTTT TTTTTTTTAA ATGTTTGATC AAAATATTTT AATAAAGATT CTTTCTGACA 60 

TAGATACACA TACAAATGGT CGTACATAGC TGTCATAGTC TGATTGACCT ATTTAATATA 120 

TATATCATTC TTTACACATC CAAAACCCGC CAACAGATCC ATCACAGCTC CCAACTCACC 180 

ATCCAACCTG ACAAACTGAA TTTGTATTAT CTGCAAGGAG TGGAAAATAG CAGGACTCCA 240 

TTTTTAAAAA AGATTTTCTT GATTTTCATA GGGGGGAAAG GCAGTCAAAC AGCCATGCAA 300 

AACTAAAACT GAAAGCTCAC TTTGGGTAAA TAGCTTCTTG TTCTTCCTTA GTTTTCTTTC 360 

TTTTTAAATT TTATTTTTTT AGAAAAATAA CAAAGGATTT CACACCATAG GCAAATCAAA 420 

CCAGTCTTTT AACTTAAATA ATTCTCCACA GTTAAAATAA CATATATGTA CATATATATT 480 

AAAAGCAATT AAATTAGACC TTTTAAAAAT GCACAGCACA GCCTGGAAAA ATATTTGCTT 540 

AGCATGTTCT TACGTATAGC AACTATTGCT GTGATGTTTT TCCCTTTTGG AATGTAAAGG 600 

AGTCCCCTTT CAAAAAAGAG ATCAATTCAT TCATCAATTA AGAATACACC TTTCCTGTAA 660 

TTTTTGGACT GAAGCAATTT ATTAAAGCTC AATTTAAATA CAGGGATGAT GCAACTGAAA 720 

ATATCCAGGT GACCTTTCAT AAACCTAAGC AGCTCAGATA CATCAATATT TCTCTTCATA 780 

CTTGTTGGCA AATAAACCTT TAAACACTTG GCACACAGCA TAAGTAATCT ATAAAACAAT 840 

TTTAGAGGCA TTAAAAAAAT CTGCACATAA GACCCATGAC TTTAACACAT GATAAATACT 900 

GTTGATGTGG AAGGGTCATT GAAGAATAAC AAATAAATAC CATGAATTGT TAATACATCA 960 

TTGCAGAGTA GAAAGTAACA AGGTGCACAT AAATATTTTT AAATGCAATT CTTTCAGCCA 1020 

CAGTCAGTTT TTTTATATCA CTCTCGCCAA AACTTTGAGC ATTTTCACAG GATTAAAGTT 1080 

CAGAGACAAT AAAAAATACA AGTCTTTCAT AGTAACATGT TCTCTCTCTC TOGCTCTGGG 1140 

TTTTATTTCC CCCTCACTTA AGTCAACATT TCAAGTTTTT CTCCTGGCTC AGAATCAAAA 1200 

TTTATTTTCA AGTGCCCTTT CTGATTTGTC TGAATGAATA TTCCATCTCT CATGCTACCG 1260 
ATCCGCT 

Seg ID NO: B28 DNA sequence 

Nucleic Acid Accession #: NM_002581.2 

Coding sequence: 368.. 5251 

1 11 21 31 41 51 

I 1 I I I I 

GGGGGAGGGA ATTCAGCGGA TCAGTCTTAA GAGGAGCTTT TTTTTGGAGC GAGAAATCAT 60 

ATAAAATAAA ATGAAATAAA ACAAGGAGGA AGGCAACCAG CTGTTAGGGG GAAAATAAGG 120 

CAGATAAAGG AGCGGGGAGA GAAATTAATT GCCAACCAGG AGGAGTTGGG CTGTATTTTT 180 

CAAAGGTGGG GAGAGTGGAG CACACACCTT GAGGAGGAAA GCGAGAAAGA AAAGAAAAAA 240 

GCAAGTGAAG GGGGGCTCGC CCAAGAAGGG TGAAGAAGCG AAGAAAGTCG AGGCGCCGAG 300 

GCTCCCAAAG CTGGCAGCTC CGGGTGGOGG TGCAGGGGCG AAGGGGGGGG CGGGGGGAAC 360 

GTCGGACATG CGGCTCTGGA GTTGGGTGCT GCACCTGGGG CTGCTGAGCG CCGCGCTGGG 420 

CTGCGGGCTG GCCGAGCGTC CCCGCCGGGC COGGAGAGAC CCGCGGGCCG GCCGACCCCC 480 

GCGCCCCGCC GCCGGCCCGG CCACCTGCGC CACCCGCGGC CCGCGGCCGC CGCGCCTCGC 540 

CGCCGCCGCC GCCGCCGCCG GGCGTGCCTG GGAAGCCGTG CGCGTCCCCC GGCGGCGGCA 600 

GCAGCGGGAG GCGAGGGGCG CCACCGAGGA GCCGAGCCCG CCGAGCCGGG CGCTCTATTT 660 

CAGCGGGCGA GGCGAGCAGC TGCGAGTCCT CCGGGCCGAC CTCGAGCTGC CCCGGGACGC 720 

GTTCACGCTG CAAGTGTGGC TGCGAGCGGA GGGGGGCCAG AGGTCTCCGG CAGTGATCAC 780 

AGGGCTGTAT GACAAATGTT CTTATATCTC ACGTGACCGA GGATGGGTCG TGGGCATTCA 840 

CACCATCAGT GACCAAGACA ACAAAGACCC ACGCTACTTT TTCTCCTTGA AGACAGACCG 900 

AGCCCGGCAA GTGACCACCA TCAATGCCCA CCGCAGCTAC CTCCCAGGCC AGTGGGTATA 960 

CCTAGCTGCC ACCTATGATG GGCAGTTCAT GAAGCTCTAT GTGAATGGTG CCCAGGTGGC 1020 

CACCTCTGGG GAACAAGTGG GTGGCATATT CAGCCCACTG ACCCAGAAGT GCAAAGTGCT 1080 

CATGTTAGGG GGCAGTGCCC TGAATCACAA CTACCGGGGC TACATGGAGC ACTTCAGTCT 1140 

GTGGAAGGTG GCCAGGACTC AGCGGGAGAT ACTGTCTGAC ATGGAAACCC ATGGCGCCCA 1200 

CACTGCTCTA CCTCAGCTCC TCCTCCAGGA GAACTGGGAC AATGTGAAGC ATGCCTGGTC 1260 

CCCCATGAAG GATGGCAGCA GCCCCAAAGT GGAATTCAGC AATGCCCACG GCTTTCTGCT 1320 

GGACACGAGT CTGGAGCCTC CTCTGTGCGG ACAGACATTG TGTGACAACA CAGAGGTCAT 1380 

TGCCAGCTAC AATCAGCTCT CAAGTTTCCG CCAGCCCAAG GTGGTGOGCT ACCGCGTGGT 1440 

CAACCTCTAT GAAGATGATC ATAAGAACCC GACGGTGACG CGCGAGCAGG TGGACTTCCA 1500 

GCACCATCAG CTGGCTGAGG CCTTCAAGCA ATACAACATC TCCTGGGAGC TGGACGTGCT 1560 

GGAGGTGAGC AACTCCTCCC TTCGCCGCCG CCTCATCCTG GCCAACTGTG ACATCAGCAA 1620 

GATTGGGGAT GAGAACTGTG ACCCCGAGTG CAACCACACG CTGACGGGCC ACGACGGCGG 1680 

GGATTGCCGC CACCTGCGCC ACCCTGCCTT CGTGAAGAAG CAGCACAACG GGGTGTGTGA 1740 

CATGGACTGC AACTATGAAC GGTTCAACTT TGATGGTGGA GAGTGCTGTG ACCCTGAAAT 1800 

CACCAATGTC ACTCAGACTT GCTTTGACCC CGACTCTCCA CACAGAGCCT ACTTGGATGT 1860 

TAATGAGCTG AAGAACATTC TTAAATTGGA TGGATCAACA CATCTCAATA TTTTCTTTGC 1920 

AAAATCCTCA GAGGAGGAGT TGGCAGGAGT AGCAACTTGG CCATGGGACA AGGAGGCCCT 1980 

GATGCACTTA GGTGGCATTG TCTTGAACCC ATCTTTCTAT GGCATGCCTG GGCACACCCA 2040 

CACCATGATC CATGAGATTG GTCACAGCCT GGGCCTCTAT CACGTCTTCC GAGGCATCTC 2100 

AGAAATCCAG TCCTGCAGTG ACCCCTGCAT GGAGACAGAG CCCTCCTTCG AGACTGGAGA 2160 

CCTCTGCAAT GATACCAACC CAGCCCCTAA ACACAAGTCC TGTGGTGACC CAGGGCCAGG 2220 

AAATGACACC TGTGGCTTTC ATAGCTTCTT CAACACTCCT TACAACAACT TCATGAGCTA 2280 

TGCAGATGAC GACTGTACGG ACTCCTTCAC GCCCAATCAA GTCGCCAGAA TGCACTGTTA 2340 

CCTGGACCTG GTCTACCAGG GCTGGCAGCC CTCCAGGAAA CCAGCGCCTG TTGCCCTCGC 2400 

CCCCCAACTT CTGGGCCACA CAACGGACTC TGTGACACTG GAGTGGTTCC CACCTATAGA 2460 

TGGCCATTTC TTTGAAAGAG AATTGGGATC AGCATGTCAT CTTTGCCTGG AAGGGAGAAT 2520 

CCTGGTGCAG TATGCTTCCA ACGCTTCCTC CCCAATGCCC TGCAGCCCAT CAGGACACTG 2580 

GAGCCCTCGT GAAGCAGAAG GTCATCCTGA TGTTGAACAG CCCTGTAAGT CCAGTGTCCG 2640 

CACCTGGAGC CCAAATTCAG CTGTCAACCC ACACACGGTT CCTCCAGCCT GCCCTGAGCC 2700 

TCAAGGCTGC TACCTCGAGC TGGAGTTCCT CTACCCCTTG GTCCCTGAGT CTCTGACCAT 2760 

TTGGGTGACC TTTGTCTCCA CTGACTGGGA CTCTAGTGGA GCTGTCAATG ACATCAAACT 2820 

GTTGGCTGTC AGTGGGAAGA ACATCTCCCT GGGTCCTCAG AATGTCTTCT GTGATGTCCC 2880 

ACTGACCATC AGACTCTGGG ACGTGGGCGA GGAGGTGTAT GGCATCCAAA TCTACACGCT 2940 

GGATGAGCAC CTGGAGATCG ATGCTGCCAT GTTGACCTCC ACTGCAGACA CCCCACTCTG 3000 

TCTACAGTGT AAGCCCCTGA AGTATAAGGT GGTCCGGGAC CCTCCTCTCC AGATGGATGT 3060 

GGCCTCCATC CTACATCTCA ATAGGAAATT CGTAGACATG GATCTAAATC TTGGCAGTGT 3120 
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GTACCAQTAT TGGGTCATAA CTATTTCAGG AACTGAAGAG AGTGAGCCAT CACCTGCTGT 3180 
CACATACATC CATGGACGTG GGTACTGTGG CGATGGCATT ATACAAAAAG ACCAAGGTGA 3240 
ACAATGCGAC GACATGAATA AGATCAATGG TGATGGCTGC TCCCTTTTCT GCCGACAAGA 3300 
AGTCTCCTTC AATTGTATTG ATGAACCCAG CCGGTGCTAT TTCCATGATG GTGATGGGGT 3360 
ATGTGAGGAG TTTGAACAAA AAACCAGCAT TAAGGACTGT GGTGTCTACA CGCCCCAGGG 3420 
ATTCCTGGAT CAGTGGGCAT CCAATGCTTC AGTATCTCAT CAAGACCAGC AATGCCCAGG 3480 
CTGGGTCATC ATCGGACAGC CAGCAGCATC CCAGGTGTGT CGAACCAAGG TGATAGATCT 3540 
CAGTGAAGGC ATTTCCCAGC ATGCCTGGTA CCCTTGCACC ATCAGCTACC CATATTCCCA 3600 
GCTGGCTCAG ACCACTTTTT GGCTCCGGGC GTATTTTTCT CAACCAATGG TTGCCGCAGC 3660 
TGTCATTGTC CACCTGGTGA CGGATGGGAC ATATTATGGG GACCAAAAGC AGGAGACCAT 3720 
CAGCGTGCAG CTGCTTGATA CCAAAGATCA GAGCCACGAT CTAGGCCTCC ATGTCCTGAG 37B0 
CTGCAGGAAC AATCCCCTGA TTATCCCTGT GGTCCATGAC CTCAGCCAGC CCTTCTACCA 3840 
CAGCCAGGCG GTACGTGTGA GCTTCAGTTC GCCCCTGGTC GCCATCTCGG GGGTGGCCCT 3900 
CCGTTCCTTC GACAACTTTG ACCCCGTCAC CCTGAGCAGC TGCCAGAGAG GGGAGACCTA 3960 
CAGCCCTGCC GAGCAGAGCT GCGTGCACTT CGCATGTGAG AAAACTGACT GTCCAGAGCT 4020 
GGCTGTGGAG AATGCTTCTC TCAATTGCTC CAGCAGCGAC CGCTACCACG GTGCCCAGTG 4080 
TACTGTGAGC TGCCGGACAG GCTACGTGCT CCAGATACGG CGGGATGATG AGCTGATCAA 4140 
GAGCCAGACG GGACCCAGCG TCACAGTGAC CTGTACAGAG GGCAAGTGGA ATAAGCAGGT 4200 
GGCCTGTGAG CCAGTCGACT GCAGCATCCC AGATCACCAT CAAGTCTATG CTGCCTCCTT 4260 
CTCCTGCCCT GAGGGCACCA CCTTTGGCAG TCAATGTTCC TTCCAGTGCC GTCACCCTGC 4320 
ACAATTGAAA GGCAACAACA GCCTCCTGAC CTGCATGGAG GATGGGCTGT GGTCCTTCCC 4380 
AGAGGCCCTG TGTGAGCTCA TGTGCCTCOC TCCACCCCCT GTGCCCAATG CAGACCTCCA 4440 
GACCGCCCGG TGCCGAGAGA ATAAGCACAA GGTGGGCTCC TTCTGCAAAT ACAAATGCAA 4500 
GCCTGGATAC CATGTGCCTG GATCCTCTCG GAAGTCAAAG AAACGGGCCT TCAAGACTCA 4560 
GTGTACCCAG GATGGCAGCT GGCAGGAGGG AGCTTGTGTT CCTGTGACCT GTGACCCACC 4620 
TCCACCAAAA TTCCATGGGC TCTACCAGTG TACTAATGGC TTCCAGTTCA ACAGTGAGTG 4680 
TAGGATCAAG TGTGAAGACA GTGATGCCTC CCAGGGACTT GGGAGCAATG TCATTCATTG 4740 
CCGGAAAGAT GGCACCTGGA ACGGCTCCTT CCATGTCTGC CAGGAGATGC AAGGCCAGTG 4800 
CTCGGTTCCA AACGAGCTCA ACAGCAACCT CAAACTGCAG TGCCCTGATG GCTATGCCAT 4860 
AGGGTCGGAG TGTGCCACCT CGTGCCTGGA CCACAACAGC GAGTCCATCA TCCTGCCAAT 4 920 
GAACGTGACC GTGCGTGACA TCCCCCACTG GCTGAACCCC ACACGGGTAG AGAGAGTTGT 4980 
CTGCACTGCT GGTCTCAAGT GGTATCCTCA CCCTGCTCTG ATTCACTGTG TCAAAGGCTG 5040 
TGAGCCCTTC ATGGGAGACA ATTATTGTGA TGCCATCAAC AACCGAGCCT TTTGCAACTA 5100 
TGACGGTGGG GATTGCTGCA CCTCCACAGT GAAGACCAAA AAGGTCACCC CATTCCCTAT 5160 
GTCCTGTGAC CTACAAGGTG ACTGTGCTTG TCGGGACCCC CAGGCCCAAG AACACAGCCG 5220 
GAAAGACCTC CGGGGATACA GCCATGGCTA AGGAAGGACA AGAAGTTGTC AAAGAATTCC 5280 
CAACGCCAGG ACCCACATCC CTTTGGTATT GATTTCACAG TCAGCTGCTC AACGGAATGG 5340 
CCTCTCCACA CCAGGGATCC TTAGCACCCA ACCGGTCTGC CTTTAATTTT ACCCAGGAAG 5400 
GACTCACATT GGGGCGAATG AACCAAGTTT CGCCATGCTG GATGATGAAA TGGATTCCCA 5460 
TCCCAAAGTC TGAGATGGAT TGCATATACA GTGTGCAGTC CCAGAGCCTC CTAAAATTCT 5520 
AGCCATTTGT CACACAACCA CAGCAAAAAA AAA 

Seq ID NO: B29 Protein sequence 
Protein Accession #: NP_002S72.1 

1 n 21 31 41 51 

I I I I I I 

MRLWSWVLHL GLLSAALGCG LAERPRRARR DPRAGRPPRP AAGPATCATR GPRPPRIiAAA 60 

AAAAGRAWEA VRVPRRRQQR EARGATEEPS PPSRALYFSG RGEQLRVLRA DLELPRDAFT 120 

LQVWLRAEGG QRSPAVITGL YDKCSYISRD RGWWGIHTI SDQDNKDPRY FFSLKTDRAR 180 

QVTTINAHRS YLPGQWVYLA ATYDGQFMKL YVNGAQVATS GEQVGGIFSP LTQKCKVLM1> 240 

GGSALNHNYR GYIEHFSLWK VARTQREILS DMETHGAHTA LPQLLLQENW DNVKHAWSPM 300 

KDGSSPKVEP SNAHGFLLDT SLEPPLCGQT LCDNTEVIAS YNQLSSFRQP KWRYRWNL 360 

YEDDHKNPTV TREQVDFQHH QLAEAFKQYN ISWELDVLEV SNSSLRRRLI LANCDISKIG 420 

DENCDPECNH TLTGHDGGDC RHLRHPAFVK KQHNGVCDMD CNYERFNFDG GECCDPEITN 480 

VTQTCFDPDS PHRAYLDVNB LKNILKLDGS THLNIFFAKS SEEELAGVAT WPWDKEALMH 540 

LGGIVLNPSF YGMPGHTHTM IHEIGHSLGL YHVFRGISEI QSCSDPCMET EPSFETGDLC 600 

KDTNPAPKHK SCGDPGPGND TCGFHSFFNT PYNNFMSYAD DDCTDSPTPN QVARMHCYLD 660 

LVYQGWQPSR KPAPVALAPQ VLGHTTDSVT LEWPPPIDGH PFERELGSAC HLCLEGRILV 720 

QYASNASSPM PCSPSGHWSP REAEGHPDVE QPCKSSVRTW SPNSAVNPHT VPPACPEPQG 780 

CYLELEFLYP LVPESLTIWV TFVSTDWDSS GAVNDIKLLA VSGKNISLGP QNVFCDVPLT 840 

IRLWDVGEEV YGIQIYTLDE HLEIDAAMLT STADTPLCLQ CKPLKYKWR DPPLQMDVAS 900 

ILHIiNRKFVD MDLNLGSVYQ YWVITISGTE ESEPSPAVTY IHGRGYCGDG IIQKDQGEQC 960 

DDMNKINGDG CSLFCRQEVS FNCIDBPSRC YFHDGDGVCE BFEQKTSIKD CGVYTPQGFL 1020 

DQWASMASVS HQDQQCPGW IIGQPAASQV CRTKVIDLSE GISQHAWYPC TISYPYSQLA 1080 

QTTFWLRAYP SQPMVAAAVI VHLVTDGTYY GDQKQETISV QLLDTKDQSH DLGLHVLSCR 1140 

NNPLIIPWH DLSQPFYHSQ AVRVSFSSPL VAISGVALRS FDNFDPVTLS SCQRGETYSP 1200 

AEQSCVHPAC EKTDCPELAV ENASLNCSSS DRYHGAQCTV SCRTGYVLQI RRDDELIKSQ 1260 

TGPSVTVTCT EGKWNKQVAC EPVDCSIPDH HQVYAASFSC PEGTTFGSQC SFQCRHPAQL 1320 

KGNNSLLTCM EDGLWSPPEA LCELMCLAPP PVPNADLOTA RCRENKHKVG SFCKYKCKPG 1380 

YHVPGSSRKS KKRAFKTQCT QDGSWQEGAC VPVTCDPPPP KFHGLYQCTN GFQFNSECRI 1440 

KCEDSDASQG LGSNVIHCRK DGTWNGSFHV OQEKQGQCSV PNELNSNLKL QCPDGYAIGS 1500 

ECATSCLDHN SESIILPMNV TVRDIPHWLN PTRVERWCT AGLKWYPHPA LIHCVKGCEP 1560 

FMGDNYCDAI NNRAFCNYDG GDCCTSTVKT KKVTPFPMSC DliQGDCACRD POAQEHSRKD 1620 
LRGYSHG 

Seq ID NO: B30 DNA sequence 

Nucleic Acid Accession #: NM_032808.1 

Coding sequence: 61.. 1008 

1 11 21 31 41 51 

I I I I I I 

CTAGTCTATC TCCGCTTCCT CAACCTCTCC TACAACCCCA TCAGCACCAT TGAGGGCTCC 60 

ATGTTGCATG AGCTGCTCCG GCTGCAGGAG ATCCAGCTGG TGGGCGGGCA GCTGGCCGTG 120 



809 



WO 03/042661 



GTGGAGCCCT ATGCCTTCCG CGGCCTCAAC TACCTGOGCG TGCTCAATGT CTCTGGCAAC 180 

CAGCTGACCA CACTGGAGGA ATTAGTCTTC CACTCGGTGG GCAACCTGGA GACACTCATC 240 

CTGGACTCCA ACCCGCTGGC CTGCGACTGT CGGCTCCTGT GGGTGTTCCG GCGCCGCTGG 300 

CGGCTCAACT TCAACCGGCA GCAGCCCACG TGCGCCACGC CCGAGTTTGT CCAGGGCAAG 360 

GAGTTCAAGG ACTTCCCTGA TGTGCTACTG CCCAACTACT TCACCTGCCG CCGCGCCOGC 420 

ATCCGGGACC GCAAGGCCCA GCAGGTGTTT GTGGACGAGG GCCACACGGT GCAGTTTGTG 480 

TGCCGGGCCG ATGGCGACCC GCCGCCCGCC ATCCTCTGGC TCTCACCCCG AAAGCACCTG 540 

GTCTCAGCCA AGAGCAATGG GCGGCTCACA GTCTTCCCTG ATGGCACGCT GGAGGTGCGC 600 

TACGCCCAGG TACAGGACAA CGGCACGTAC CTGTGCATCG CGGCCAACGC GGGCGGCAAC 660 

GACTCCATGC CCGCCCACCT GCATGTGCGC AGCTACTCGC CCGACTGGCC CCATCAGCCC 720 

AACAAGACCT TCGCTTTCAT CTCCAACCAG CCGGGCGAGG GAGAGGCCAA CAGCACCOGC 780 

GCCACTGTGC CTTTCCCCTT CGACATCAAG ACCCTCATCA TCGCCACCAC CATGGGCTTC 840 

ATCTCTTTCC TGGGCGTCGT CCTCTTCTGC CTGGTGCTGC TGTTTCTCTG GAGCCGGGGC 900 

AAGGGCAACA CAAAGCACAA CATCGAGATC GAGTATGTGC CCCGAAAGTC GGACGCAGGC 960 

ATCAGCTCCG CCGACGCGCC CCGCAAGTTC AACATGAAGA TGATATGAGG CCGGGGCGGG 1020 

GGGCAGGGAC CCCCGGGCGG CCGGGCAGGG GAAGGGGCCT GGCCGCCACC TGCTCACTCT 1080 

CCAGTCCTTC CCACCTCCTC CCTACCCTTC TACACACGTT CTCTTTCTCC CTCCCGCCTC 1140 

CGTCCCCTGC TGCCCCCCGC CAGCCCTCAC CACCTGCCCT CCTTCTACCA GGACCTCAGA 1200 

AGCCCAGACC TGGGGACCCC ACCTACACAG GGGCATTGAC AGACTGGAGT TGAAAGCCGA 1260 

CGAACCGACA CGCGGCAGAG TCAATAATTC AATAAAAAAG TTACGAACTT TCTCTGTAAC 1320 

TTGG G TTTCA ATAATTATGG ATTTTTATGA AAACTTGAAA TAATAAAAAG AGAAAAAAAC 1380 

TATTTCCTAT AGCTAGTCGG AATGCAAACT TTTGACGTCC TGATTGCTCC AGGGCCCTCT 1440 

TCCAACTCAG TTTCTTGTTT TTCTCTTCCT CCTCCTCCTC TTCTTCCTCC TTTCTCTTCT 1500 

CTTCCCCAGT GGGGAGGGAT CACTCAGGAA AACAGGAAAG GAGGTTCCAG CCCCACCCAC 1560 

CTGCCCACCC CGCCCCAGGC ACCATCAGGA GCAGGCTAGG GGGCAGGCCT GGGCCCAGCT 1620 

CCGGGCTGGC TTTTTGCAGG GCGCAGGTGG AGGGGACAGG TCTGCCGATG GGGGT GGGAG 1680 

CCTGTCTGCT GGGCTGCCAG GCGGCACCAC TGCAAGGGGT GGGAGCCTGG CTTGGOTGTG 1740 

GCTGAGACTC TGGACAGAGG CTGGGGTCCT CCTGGGGGAC AGCACAGTCA GTGGAGAGAG 1800 

CCAGGGGCTG GAGGTGGGGC CCACCCCAGC CTCTGGTCCC AGCTCTGCTG CTCACTTGCT 1B60 

GTGTGGCCTC AAGCAGGTCA CTGGCCTCTC TGGGCCTCAG TCTCCACATC TGTACAAATG 1920 

GGAACATTAC CCCCTGCCCT GCCTACCTCA CAGGGCTGTT GTGAGGAATT GATGAGATGA 1980 
TGTATGTGAA ACACTTTGTA ACCTGTAAAG CGCTGTGCAC ACGTG 

Seq ID NOs B31 Protein sequence 
Protein Accession #: NP_116197.1 

1 11 21 31 41 51 

I I I i t 1 

MLHELLRLQE IQLVGGQLAV VEPYAFRGLN YLRVLNVSGN QLTTLEELVF HSVGNLETLI 60 

LDSNPLACDC RLLWVFRRRW RLNFNRQQPT CATPEFVQGK EFKDFPDVLL PNYFTCRRAR 120 

IRDRKAQQVF VDEGHTVQFV CRADGDPPPA ILWLSPRKHL VSAKSNGRLT VFPDGTLEVR 180 

YAQVQDNGTY LCIAANAGGN DSMPAHLHVR SYSPDWPHQP NKTPAPISNQ PGEGEANSTR 240 

ATVPFPPDIK TLIIATTMGF ISFLGWLFC LVLLPLWSRG KGNTKHNIEI EYVPRKSDAG 300 
ISSADAPRKF NMKMI 

Seq ID NO : B32 DNA sequence 

Nucleic Acid Accession fl: CAT cluster 

1 11 21 31 41 51 

I I I I I 1 

CAGCACATAC AAGAAACATA CAGTGTACCT CAAAAGGGGC CCTTGAAATG TCATCAAAGG 60 

GTAATAACCT AGTGAGTGAG TTGTGATGTC ATCTGGAACA TAGGAAATGG GGCTCTTAGC 120 

GTATTCGGTA CGAAGGAAGC CAGGCTGGTC CTGGCAGGAA GTAAATGATA ATCTTTGGGA 180 

AACCAGGACC CTGCCTCCCA GCCCAGAGGT GGAGGAGGGC GGTCAGGGTG GGGTCTACAG 240 

TGGCACAGCA CTGACAAAGG TAGAGGGAAA TGTAATAGCA CATCTACGCT GCAGTCTGGT 300 

GAAAGTGGCC GGGGTGGTCC TTGGAAAACA GTTGGGCTGT TCTTGGCAGG AATTAGTGAC 360 

AGCCTTTCCG TCACGGGCAG GGACGCCTTG ATTTAAAAAA AATAAATAAA TAAAACGTCT 420 
GGGTATAGAA A 

Seq ID NO: B33 DNA sequence 

Nucleic Acid Accession #: NM_006174.1 

Coding sequence: 71.. 1408 

1 11 21 31 41 51 

1 I I I I 1 

GAAAGGCTAT CGGTAACAAC TGACCTGCCA CAAAGTTAGA AGAAAGGATT GATTCAAGAA 60 

AGACTATAAT ATGGATTTAG AGCTCGACGA GTATTATAAC AAGACACTTG CCACAGAGAA 120 

TAATACTGCT GCCACTCGGA ATTCTGATTT CCCAGTCTGG GATGACTATA AAAG CAGTG T 180 

AGATGACTTA CAGTATTTTC TGATTGGGCT CTATACATTT GTAAGTCTTC TTGGCTTTAT 240 

GGGGAATCTA CTTATTTTAA TGGCTCTCAT GAAAAAGCGT AATCAGAAGA CTACGGTAAA 300 

CTTCCTCATA GGCAATCTGG CCTTTTCTGA TATCTTGGTT GTGCTGTTTT GCTCACCTTT 360 

CACACTGAOG TCTGTCTTGC TGGATCAGTG GATGTTTGGC AAAGTCATGT GCCATATTAT 420 

GCCTTTTCTT CAATGTGTGT CAGTTTTGGT TTCAACTTTA ATTTTAATAT CAATTGCCAT 480 

TGTCAGGTAT CATATGATAA AACATCCCAT ATCTAATAAT TTAACAGCAA ACCATGGCTA 540 

CTTTCTGATA GCTACTGTCT GOACACTAGG TTTTGCCATC TGTTCTCCCC TTCCAGTGTT 600 

TCACAGTCTT GTGGAACTTC AAGAAACATT TGGTTCAGCA TTGCTGAGCA GCAGGTATTT 660 

ATGTGTTGAG TCATGGCCAT CTGATTCATA CAGAATTGCC TTTACTATCT CTTTATTGCT 720 

AGTTCAGTAT ATTCTGCCCT TAGTTTGTCT TACTGTAAGT CATACAAGTG TCTGCAGAAG 780 

TATAAGCTGT GGATTGTCCA ACAAAGAAAA CAGACTTGAA GAAAATGAGA TGATCAACTT 840 

AACTCTTCAT CCATCCAAAA AGAGTGGGCC TCAGGTGAAA CTCTCTGGCA GCCATAAATG 900 

GAGTTATTCA TTCATCAAAA AACACAGAAG AAGATATAGC AAGAAGACAG CATGTGTGTT 960 

ACCTGCTCCA GAAAGACCTT CTCAAGAGAA CCACTCCAGA ATACTTCCAG AAAACTTTGG 1020 

CTCTGTAAGA AGTCAGCTCT CTTCATCCAG TAAGTTCATA CCAGGGGTCC CCACTTGCTT 1080 

TGAGATAAAA CCTGAAGAAA ATTCAGATGT TCATGAATTG AGAGTAAAAC GTTCTGTTAC 1140 
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AAGAATAAAA AAGAGATCTC GAAGTGTTTT CTACAGACTG ACCATACTGA TATTAGTATT 
TGCTGTTAGT TGGATGCCAC TACACCTTTT CCATGTGGTA ACTGATTTTA ATGACAATCT 
TATTTCAAAT AGGCATTTCA AGTTGGTGTA TTGCATTTGT CATTTGTTGG GCATGATGTC 
CTGTTGTCTT AATCCAATTC TATATGGGTT TCTTAATAAT GGGATTAAAG CTGATTTAGT 
GTCCCTTATA CACTGTCTTC ATATGTAATA ATTCTCACTG TTT 

Seq ID NO: B34 Protein sequence 
Protein Accession ft: NP_006165.1 



1200 
1260 
1320 
1380 



1 
I 

MDLELDEYYN 
LILMALMKKR 
QCVSVLVSTL 
VELQBTFGSA 
GLSNKENRLE 
ERPSQENHSR 
KRSRSVPYRL 
NPILYGFLNN 



11 

I 

KTLATENNTA 
NQKTTVNFLI 
ILISIAIVRY 
LLSSRYLCVE 
ENEMINLTLH 
ILPENFGSVR 
TILILVFAVS 
GIKADLVSLI 



21 
I 

ATRNSDFPVW 
GNLAFSDILV 
HMIKHPISNN 
SWPSDSYRIA 
PSKKSGPOVK 
SQLSSSSKFI 
WMPLHXFHW 
HCLHM 



31 
I 

DDYKSSVDDL 
VLFCSPFTLT 
LTANHGYFLI 
FTISLLLVQY 
LSGSHKWSYS 
PGVPTCFEIK 
TDFNDNLISN 



41 

I 

QYFLIGLYTF 
SVLLDQWMFG 
ATVWTLGFAI 
ILPLVCLTVS 
FIKKHRRRYS 
PEENSDVHEL 
RHFKLVYCIC 



51 
I 

VSLLGFMGNL 
KVMCHIMPFL 
CSPLPVFHSL 
HTSVCRSISC 
KKTACVLPAP 
RVKRSVTRIK 
HLLGMMSCCL 



Seq ID NO: B35 DNA sequence 

Nucleic Acid Accession ft: NM_014279.1 

Coding sequence: 286.. 1689 



60 
120 
180 
240 
300 
360 
420 



1 11 21 31 41 51 

111)11 
GOGCGGGGGA GCCATTAGGA GGCGAGGAGA GAGGAGGGCG CAGCTCCCGC CCAGCCCAGC 
CCTGCCCAGC CCTGCCCGGA GGCAGACGCG CCGGAACCGG GACGCGATAA ATATGCAGAG 
CGGAGGCTTC GCGCAGCAGA GCCCGCGCGC CGCCCGCTCC GGGTGCTGAA TCCAGGCGTG 
GGGACACGAG CCAGGCGCCG CCGCCGGAGC CAGCGGAGCC GGGGCCAGAG CCGGAGCGCG 
TCCGCGTCCA CGCAGCCGCC GGCCGGCCAG CACCCAGGGC CCTGCATGCC AGGTCGTTGG 
AGGTGGCAGC GAGACATGCA CCCGGCCCGG AAGCTCCTCA GCCTCCTCTT CCTCATCCTG 
ATGGGCACTG AACTCACTCA AGTGCTGCCC ACCAACCCTG AGGAGAGCTG GCAGGTGTAC 
AGCTCTGCCC AGGACAGCGA GGGCAGGTGT ATCTGCACAG TGGTCGCCCC ACAGCAGACC 
ATGTGTTCAC GGGATGCCCG CACAAAACAG CTGAGGCAGC TACTGGAGAA GGTGCAGAAC 
ATGTCTCAAT CCATAGAGGT CTTGGACAGG CGGACCCAGA GAGACTTGCA GTACGTGGAG 
AAGATGGAGA ACCAAATGAA AGGACTGGAG TCCAAGTTCA AACAGGTGGA GGAGAGTCAT 
AAGCAACACC TGGCCAGGCA GTTTAAGGCG ATAAAAGCGA AAATGGATGA ACTTAGGCCT 
TTGATACCTG TGTTGGAAGA GTACAAGGCC GATGCCAAAT TGGTATTGCA GTTTAAAGAG 
GAGGTCCAGA ATCTGACGTC AGTGCTTAAC GAGCTGCAAG AGGAAATTGG CGCCTATGAC 
TACGATGAAC TTCAGAGCAG AGTGTCCAAT CTTGAAGAAA GGCTCCGTGC ATGCATGCAA 
AAACTAGCTT GCGGGAAGTT GACGGGCATC AGTGACCCCG TGACTGTCAA GACCTCCGGC 
TCGAGGTTCG GATCCTGGAT GACAGACCCT CTCGCCCCTG AAGGCGATAA CCGGGTGTGG 
TACATGGACG GCTATCACAA CAACCGCTTC GTACGTGAGT ACAAGTCCAT GGTTGACTTC 
ATGAACACGG ACAATTTCAC CTCCCACCGT CTCCCCCACC CCTGGTOGGG CACGGGGCAG 
GTGGTCTACA ACGGTTCTAT CTACTTCAAC AAGTTCCAGA GCCACATCAT CATCAGGTTT 
GACCTGAAGA CAGAGACCAT CCTCAAGACC CGCAGCCTGG ACTATGCCGG TTACAACAAC 
ATGTACCACT ACGCCTGGGG TGGCCACTCG GACATCGACC TCATGGTGGA CGAGAGCGGG 
CTGTGGGCCG TGTACGCCAC CAACCAGAAC GCTGGCAACA TCGTGGTCAG TAGGCTGGAC 
CCCGTGTCCC TGCAGACCCT GCAGACCTGG AACACGAGCT ACCCCAAGCG CAGCGCCGGG 
GAGGCCTTCA TCATCTGCGG CACGCTGTAC GTCACCAACG GCTACTCAGG GGGTACCAAG 
GTCCACTATG CATACCAGAC CAATGCCTCC ACCTATGAAT ACATCGACAT CCCATTCCAG 
AACAAATACT CCCACATCTC CATGCTGGAC TACAACCCCA AGGACCGGGC CCTGTATGCC 
TGGAACAACG GCCACCAGAT CCTCTACAAC GTGACCCTCT TCCACGTCAT CCGCTCCGAC 
GAGTTGTAGC TCCCTCCTCC TGGAAGCCAA GGGCCCACGT CCTCACCACA AAGGGACTCC 
TGTGAAACTG CTGCCAAAAA GATACCAATA ACACTAACAA TACCGATCTT GAAAAATCAT 
CAGCAGTGCG GATTCTGACA TCGAGGGATG GCATTACCTC CGTGTTTCTC CCTTTCGAGC 
CGGCGGGCCA CAGAOGTCGG AAGAAACTCC CGTATTTGCA GCTGGAACTG CAGCCCACGG 
CGCCCCGGTT TTCCTCCCCG CCCTGTCCCT CTCTGGTCAA ACAACATACT AAAGAGGCGA 
GGCAATGACT GTTGGCCAGT TCTCACCGGG GAAAAACCCA CTGTTAGGAT GGCATGAACA 
TTTCCTTAGA TCGTGGTCAG CTCCGAGGAA TGTGGCGTCC AGGCTCTTTG AGAGCCATGG 
GCTGCACCCG GCCGTAGGCT AGTGTAACTC GCATCCCATT GCAGTGCCGT TTCTTGACTG 
TGTTGCTGTC TCTTAGATTA ACCGTGCTGA GGCTCCACAT AGCTCCTGGA CCTGTGTCTA 
GTACATACTG AAGCGATGGT CAGAGTGTGT AGAGTGAAGT TGCTGTGCCC ACATTGTTTG 
AACTCGCGTA CCCCGTAGAT ACATTGTGCA ACGTTCTTCT GTTATTCCCT TGAGGTGGTA 
ACTTCGTATG TTCAGTTTAT GCGATGATTG TTGTAAATGC AATGCCGTAG TTTGGATTAA 
TAAGTGGATG GTTTTTGTTT CTAAAAAGAA AAAAAAAATC AGTGTTCACC CTTATAGAGA 
CATAGTCAAG TTCATGTTGA TAATAATCAA AGGAATTACT CTCTTCTTGT TAAATTAGCT 
AAATCATGTA ACCGCAGATA GGAAGGGCTC ACCTGGGGAA ACTCTGGTTT CCGATGGGAC 
AGGAAAGTCA TACGGGCAAC AGTATGCGGA AAGTACGTTT TTTTAAGTAA AAAACAAAGG 
CAAACTTTGT ACTATCCAGT TATCTAAGGA ACAATAAAAA CATTAGGAGA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA A 

Seq ID NO: B36 Protein sequence 
Protein Accession ft: NP 055094.1 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
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1380 
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1500 
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1740 
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2460 
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2580 
2640 
2700 



1 11 21 31 

I II 1 

MPGRWRWQRD MKPARKLLSL LFLILMGTEL TQVLPTNPEE 
APQQTMCSRD ARTKQLRQLL EKVQNMSQSI EVLDRRTQRD 
VEESHKQHLA RQFKAIKAKM DELRPLIPVL EEYKADAKLV 
IGAYDYDELQ SRVSNLEERL RACKQKLACG KLTGISDPVT 
DNRVWYMDGY HNNRFVREYK SMVDFMNTDN FTSHRLPHPW 
IIIRFDLKTE TILKTRSLDY AGYNNMYHYA WGGHSDIDLM 



41 51 
I I 

SWOVYSSAQD SEGRCICTW 60 

LQYVEKMENQ MKGLESKFKQ 120 

LQFKEEVQNL TSVLNELQEE 180 

VKTSGSRFGS WMTDPLAPEG 240 

SGTGQWYNG SIYFNKFQSH 300 

VDESGLWAVY ATNQNAGNIV 360 

811 



WO 03/042661 



VSRLDPVSLQ TLQTWNTSYP KRSAGEAFII CGTLYVTNGY SGGTKVHYAY QTNASTYEYI 420 
DIPPQNKYSH ISMLDYNPKD RALYAWNNGH QILYNVTLFH VIRSDEL 

Seq ID NO: B37 DNA sequence 

Nucleic Acid Accession fl: NM_006334.1 

Coding sequence: 286.-693 

1 11 21 31 41 51 

I I I I I I 

GCGCGGGGGA GCCATTAGGA GGCGAGGAGA GAGGAGGGCG CAGCTCCCGC CCAGCCCAGC 60 

CCTGCCCAGC CCTGCCCGGA GGCAGACGCG CCGGAACCGG GACGCGATAA ATATGCAGAG 120 

CGGAGGCTTC GCGCAGCAGA GCCCGCGCGC CGCCCGCTCC GGGTGCTGAA TCCAGGCGTG 180 

GGGACACGAG CCAGGCGCCG CCGCCGGAGC CAGCGGAGCC GGGGCCAGAG CCGGAGCGCG 240 

TCCGCGTCCA CGCAGCCGCC GGCCGGCCAG CACCCAGGGC CCTGCATGCC AGGTCGTTGG 300 

AGGTGGCAGC GAGACATGCA CCCGGCCCGG AAGCTCCTCA GCCTCCTCTT CCTCATCCTG 360 

ATGGGCACTG AACTCACTCA AGTGCTGCCC ACCAACCCTG AGGAGAGCTG GCAGGTGTAC 420 

AGCTCTGCCC AGGACAGCGA GGGCAGGTGT ATCTGCACAG TGGTCGCCCC ACAGCAGACC 480 

ATGTGTTCAC GGGATGCCCG CACAAAACAG CTGAGGCAGC TACTGGAGAA GGTGCAGAAC 540 

ATGTCTCAAT CCATAGAGGT CTTGGACAGG CGGACCCAGA GAGACTTGCA GTACGTGGAG 600 

AAGATGGAGA ACCAAATGAA AGGACTGGAG TCCAAGTTCA AACAGGTGGA GGAGAGTCAT 660 

AAGCAACACC TGGCCAGGCA GTTTAAGGGC TAACTTAAAA GAGTTTTTTC AATGCTGCAG 720 

TGACTGAAGA AGCAGTCCAC TCCCATGTAA CCATGAAAGA GAGCCAGAGA GCTTTTTGCA 780 

CCATGCATTT TTACTATTAT TTTCCAATAC TTAGCACCAT TTCACTAAGG AACCTTGAAT 840 

ACAACCAGGA TCCTCCTTTG CATGCGACTG TAGCTGCATT TCATGAATAG TTTGAACCCT 900 

TGTCAATGCA TTTTTTGAAA AAGAAAGAAA AAAAAAACTT CGTGTATGTG ACTCAAAGCA 960 
TGTAACCTTA AGATGTTGCA TTCTAAACTG ACAATAAAGA CCTTTCCCC 

Seq ID NO: B38 Protein sequence 
Protein Accession #: NP_00632S.l 

1 11 21 31 41 51 

I I t I I I 

MPGRWRWQRD MHPARKLLSL LFLILMGTEL TQVLPTNPBE SWQVYSSAQD SEGRCICTW 60 
APQQTMCSRD ARTKQLRQLL EKVQNMSQSI EVLDRRTQRD LQYVBKMENQ MKGLESKFKQ 120 
VEESHKQHLA RQFKG 

Seq ID NO: B39 DNA sequence 

Nucleic Acid Accession #: NM_J>58199.1 

Coding sequence: 286.. 795 

1 11 21 31 41 51 

I 1 I 1 I I 

GCGCGGGGGA GCCATTAGGA GGCGAGGAGA GAGGAGGGCG CAGCTCCCGC CCAGCCCAGC 60 

CCTGCCCAGC CCTGCCCGGA GGCAGACGCG CCGGAACCGG GACGCGATAA ATATGCAGAG 120 

CGGAGGCTTC GCGCAGCAGA GCCCGCGCGC CGCCCGCTCC GGGTGCTGAA TCCAGGCGTG 180 

GGGACACGAG CCAGGCGCCG CCGCCGGAGC CAGCGGAGCC GGGGCCAGAG CCGGAGCGCG 240 

TCCGCGTCCA CGCAGCCGCC GGCCGGCCAG CACCCAGGGC CCTGCATGCC AGGTCGTTGG 300 

AGGTGGCAGC GAGACATGCA CCCGGCCCGG AAGCTCCTCA GCCTCCTCTT CCTCATCCTG 360 

ATGGGCACTG AACTCACTCA AAATAAAAGA GAAAACAAAG CAGAGAAGAT GGGAGGGCCA 420 

GAGAGCGAGA GGAAGACCAC AGGAGAGAAG ACACTGAACG AGCTTCCCTT GTTTTGCCTG 480 

GAAGCCCACG CTGGCTCCCT GGCTCTGCCC AGGATGTGCA GTCCAAATCC CAATCCAGCA 540 

GTGGGGTTAT GTCGTCCCGC TTACCCTCAG AGCCCTTCTC CTGGTGCTGC CCAGACGATC 600 

AGCCAGTCCC TCCTGGAGAG GTTCTGCATG GCCTCTAGGA GAGAAGTTTT CTTGGCCCCA 660 

GGAAGGCCTG GTGGAGGGTG GTGGTTGTGC ACTGTTGCTG GACAGATGCA TTCATTCATG 720 

TGCACACACA CACACACACA TGCACACACA GGGGAGCAGA TACCTGCAGA GAAGAGCCAA 780 

CCAGGTCCTG ATTAGTGGCA AGCTGCCCCA CAAAGGGCTA TGCCTGTGTC TTATTGAGAC 840 

ACCTTGGCAA AGAGATGGCT GATTCTGGGT GGTCCTGGAC ATGGCCGCAC CCAAGGGCCC 900 

TCCAAGCCTT AATGGCACCC TGAAGCCTCC ATGCCCAGGC CAAAAGATGC TTTTCCTCCC 960 
TAAAAAAAAA AAAAAAAAAA 

Seq ID NO: B40 Protein sequence 
Protein Accession fti NP_478106.1 

1 11 21 31 41 51 

| 1 I I I I 

MPGRWRWQRD MHPARKLLSL LFLILMGTEL TQNKRENKAE KMGGPESERK TTGEKTLNEL 60 
PLFCLEAHAG SLALPRMCSP NPNPAVGLCR PAYPQSPSPG AAQTISQSLL ERFCMASRRE 120 
VFLAPGRPGG GWWLCTVAGQ MHSFMCTHTH THAHTGEQIP AEKSQPGPD 

Seq ID NO: B41 DNA sequence 

Nucleic Acid Accession #s AY038071.1 

Coding sequence t 1 . . 1686 

1 11 21 31 41 51 

I I I I I I 

ATGAGCAATC AGTACCAGGA GGAGGGCTGC TCCGAGAGGC CCGAGTGCAA AAGTAAATCT 60 
CCAACTTTGC TCTCCTCCTA CTGCATCGAC AGCATCCTGG GCOGGAGGAG CCCGTGCAAA 120 
ATGCGGTTGC TGGGAGCCGC GCAGAGCTTG CCTGCTCCGC TGACCAGCCG CGCCGACCCG 180 
GAAAAGGCCG TGCAAGGCTC CCCTAAGAGC AGCAGCGCCC CGTTCGAGGC CGAGCTGCAC 240 
CTGCCGCCCA AGCTGCGGCG CCTGTACGGC CCGGGCGGGG GCCGCCTCCT TCAGGGTGCG 300 
GCAGCGGCGG CGGCGGCGGC GGCGGCGGCG GCGGCAGOGG CCGCCACGGC CACGGCGGGT 360 
CCACGCGGGG AGGCCCCTCC GCCGCCACCG CCAACCGCGC GGCCCGGGGA ACGGCCGGAC 420 
GGCGCAGGGG CCGCCGCGGC AGCCGCGGCC GCGGCCGCCG CGGCCTGGGA CACGCTCAAG 480 
ATCAGCCAGG CGCCGCAGGT GAGCATCAGC CGCAGCAAGT CGTACCGCGA GAACGGGGCG 540 



812 
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PCT/US02/36810 
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CCCTTCGTGC 
CCGGAGGAGC 
ACCGGCACCG 
GAGGAACTGC 
AAGGAGCCCC 
GCAGTGGCCA 
GACGCTGAGG 
GAGGGGCTGC 
GAGGAACTGG 
CTGGCCATGA 
GCCAAGTGGC 
CCGGGGCCGC 
CCGCACCACC 
TTCCOGAGCC 
GGCCTGAGCA 
TTCGGCAGGC 
CTGAGACAGC 
GCCACGGCGG 
GAGCACGCGG 
GTGTGC 



CGCCGCOGCC 
GCCTCGGCGT 
AGGACGACGA 
TGGAGGACGA 
GGGGCTGTCC 
CAGAGGGCGG 
GCAAGGACGG 
TGAAACGCAA 
AGCGGGCCTT 
GGCTGGACTT 
GCAAGCGGGA 
TCTCCGCCAC 
CGGCGCTCGA 
TACCTCCGCC 
CTTTCCTCGG 
TCTTTTCCAC 
CCACACCCGC 
CCGCAGACAG 
CGCAGCTCAC 



CGCGCTGGAC 
GGCCGGCGGC 
GGAGGAGCTG 
CGAGGAGGAG 
TGTGGCCGCC 
GGAGCTGTCA 
CGAGGACAGC 
ACAGAGG CGC 
CCAGAAGACG 
GACCGAGGCC 
GAAGG CAGG C 
CCACCCGCTC 
CTCCGCTTGG 
TCCGGGCTCG 
AGCGGCAGTG 
AATGGCCCCC 
CGTGGAGGGC 
ACGCGCCTCT 
GCAGCTCAAC 



GAGCTGGGCG 
CCGGGCAGCG 
CTGGAGGACG 
CTGCTGGAGG 
ACTGGOGCCG 
CCCAAGGAGG 
GTGTGCCTCT 
TACCGCACCA 
CACTACCCGG 
CGAGTCCAGG 
GCGCAGACCC 
AGCCCCTACC 
ACTGCOGCTG 
GCCAGCCTGC 
TTCCGACACC 
CTGACCAGCG 
GCAGTGGCAT 
AGCATAGCCG 
ATCCTGCCGG 



GCCCGGGGGG 
CCCCGGCTGC 
AAGAAGATGA 
ACGACGCCCG 
TGGCCGCAGC 
AGCTGCTGCT 
CTGCGGGCAG 
CGTTCACCAG 
ACGTCTTCAC 
TCTGGTTCCA 
ACCCCCCTGG 
TGGACGCCAG 
CCGCCGCCGC 
CGCCCAGCGG 
CAGCTTTCAT 
CGTCGACCGC 
CGGGCGCCCT 
CGCTGAGGCT 
GCACCAGCAC 



CGTCACGCAC 
GGGTGGTGGC 
GGACGAGGAA 
CGCGCTGCTC 
AGCTGCCGCT 
GCACCCGGAA 
CGACTCGGAG 
CTACCAGCTG 
CAGGGAGGAA 
GAACCGTCGG 
GCTGCCCTTC 

CGCCGCCGCC 
GGCGCCGCTG 
CAGCCCGGCA 
GQCGGGGCTC 
GGCCGACCCG 
CAAGGCCAAG 
GGGCAAGGAG 



600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 



Seq ID NO: B42 Protein sequence 
Protein Accession #: AAK93901.1 



MSNQYQEEGC 
EKAVQGSPKS 
PRGEAPPPPP 
PFVPPPPALD 



LAMRLDLTEA 
PHHPALDSAW 
FGRLFSTMAP 
EHAAQLTQLN 



11 
I 

SERPECKSKS 
SSAPPEARLH 
PTARPGERPD 
ELGGPGGVTH 
LLEDDARALL 
VCLSAGSDSE 
RVQVWFQNRR 



LTSASTAAAL 
ILPGTSTGKE 



21 
I 

PTLLSSYCID 
LPPKLRRLYG 
GAGAAAAAAA 
PEERLGVAGG 
KEPRRCPVAA 
EGLLKRKQRR 
AKWRKREKAG 
FPSIiPPPPGS 
LRQPTPAVEG 
VC 



31 
I 

SILGRRSPCK 
PGGGRLLQGA 
AAAAAWDTLK 
PGSAPAAGGG 
TGAVAAAAAA 
YRTTFTSYQL 
AQTHPPGLPP 
ASLPPSGAPL 
AVASGALADP 



41 51 

I I 
MRLLGAAQSL PAPLTSRADP 
AAAAAAAAAA AAAAATATAG 
ISQAPQVSIS RSKSYREKGA 



AVATEGGELS PKEELLLHPE 
EELERAFQKT HYPDVPTREE 
PGPLSATHPL SPYLDASPFP 
GLSTFLGAAV FRHPAFISPA 
ATAAADRRAS SIAALRLKAK 



Seq ID NO: B43 DNA sequence 

Nucleic Acid Accession #: CAT cluster 



CGCCTGCCCC 
TTCGGCCGGT 
CTGCTCTCCT 
GCTCGTTTCT 
GTCTGTGTTT 
CCTGTTTTGG 
TTGGTGCTTT 
ATCTTCTGTT 
GCTGAGGTTG 
CAGTCTCCAT 
AATGTGGAGA 
TGAGCATTGA 
CTTTCTTGGA 
TCTGGACATG 
TGGATTTTAA 
AGCATAGCCC 



11 
I 

CCCGTTGCTT 
TCCGTGCGCC 
CCGCTCTCAT 
CTTGTTCCTC 

TCCCCCTGGT 
GCTCCTGCTC 

GGGAGAGATA 
GCCTGCTCAG 
CCTGTGAGCC 
AGAGAATATG 
TGTTATTCCA 
GAGGCTGGAA 
GGCTGGAAAT 
TTGCTGATGG 



21 
I 

CTCTCTCTTC 
CTCTCTGGGC 
GCCCCTTTCA 
TCCTTCCCGG 
CTCTGCGTCC 
TCTCGCGCGG 



ACGCTGTAAA 
CCAAGAAGGA 
TGTGTCCGGC 
TGGGAGAACA 
TGATAGATAG 
GAGTCAGGGT 
CTGAGGGTCA 
CAA 



31 
I 

CCTTCTGCCT 
TTOGGCTTCA 
GCTCCTACTC 
TTOGTGTTCT 
TGCCTCTTTC 
TTCTGTGTGC 
GTTCTCCGCC 
CTTGTTTTTT 
CTTTTATTTT 
GCTCACTGTG 
CCTGAACTCT 
AAACAGAAAC 
TAGGGGCAGG 
GTGATTCGGA 
GTGGTCCAAG 



41 

1 

GCGTGCTCGC 
CCCTCCGTCT 
TGGTGTCGTC 
GCTTCTTCGT 
TCTTGCGTTT 
GCGGGCCGCC 
GTCTGTGTCT 
TTTGTCTTTG 
TCAGGAAATC 
GGCACCAGAG 
CAAGCACAGG 
TGAAAGAATA 
AGTGAGAGAG 
GAGGCGCATG 
TCACTCAGAG 



Seq ID NO: B44 DNA sequence 

Nucleic Acid Accession #: NM_014421.1 

Coding sequence: 718.. 1497 



60 
120 
180 
240 
300 
360 
420 
480 
540 



51 
1 

CGGTCTTTGG 
GGCTGTCGCT 
CCCCTCCCTC 
GTTCCCTCTC 
CCGCGCGCTT 



TTCTCCTTTT 
TTTTCTCTTA 
TGGAAACCTA 
ACAGGGACCC 
GCAGGCTTCC 
TGCAAGGTGT 
GCTGACTAGG 
AGAAGGAAGG 
ACAGAATCAC 



CCACGCGTCC 
GCGCTGGCAG 
AGTGCGCGTG 
TCCTGATCCC 
TTGACACATA 
GCTGATGCGG 
CCAAGGAGGT 
TGCACCTTGG 
TTGCAGAACT 
CCTGAGGCGT 
AACACAATCT 
CTTTGCATTC 
GCCGCGTTGA 
ATGGTGGAGA 
CTGGGCGGGG 
GCATTCGGCG 
AAGGAGTGTG 
GTGTGTCGGA 
TGCAATAATG 



11 
I 

GGCGGGAGCC 
CGATTCGCTG 
TGGGGGACCT 
CTACTAAAGC 
AAGGATAGGA 
GCCTCCTGAT 
GCGGGGCAAG 
GTCAOGCCTC 
TCCTGTCCTG 
GAGACTGAGT 
GCAAGCCCCC 
CCACCCCTCC 
TGCGGAGCAA 
GCTCACAGAT 
AGACGCCTGG 
GCAGTAAGAA 
AAGTTGGGAG 
GAAAAAAGAA 
GCATCTGTAT 



21 
I 

CGCGGOGAGC 
TCTCTTGTGA 
CGATTCTCTT 
GCCTGCTAAC 
AAAGAGAGGA 
CAATTAAGAG 
AAGGAACGGA 
CTTGGCGAGA 
GTGGAGAAGC 
TCATAGGGTC 
GCGACCCAAG 
GGGCTTTGCG 
GGATTCGTCC 
CGGCAGTTOG 
TCAGGCCGCC 
GGGCAAAAAC 
GTATTGCCAC 
GCGCTGCCAC 
CCCAGTTACT 



31 
I 

GTAGCGCAAG 
GTCAGGGGAC 
CAGATCTCGA 
TTTGAAAAGG 
GAGAAAAGCA 
GAGAGTTAAA 
AGCGGTGCGA 
AAGCGCCTCG 
GGGTCTCGCT 
CTGGGTCCCC 
TGAGGGGCCC 
TCTTCCTGGG 
TGCTGCCTGC 
CGGGCCAAAC 
AATCGATCTG 
CTGGGGCAGG 
AGTCCCCACC 
CGAGATGGCA 
GAAAGCATCT 



41 
I 

TCCGCTCCCT 
AACGCTTCGG 
GGATTCGGTC 
AGCACTGTGT 
ACTGAGTTGA 
CCGCCGAGAT 
TCCACAGGGC 
CATTTGATTG 
TGGGTTCCGC 
GAACCAGGAA 
CGTGTTGGGG 
GACCCCCTCG 
TCCTACTGGC 
TCAACTCCAT 
CGGGCATGTA 
CCTACCCTTG 
AAGGATCATC 
TGTGCTGCCC 
TAACCCCTCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



51 
I 

AGGCATCGCT 
GGCAACTGTG 
GGGGGACGTC 
CCTGCAAAGT 
AGGAGAAGGA 
CCCGGCGGGA 
TGGGTTTTCT 
CTTCCAGTTA 
TAATTTCTGT 
GGGTTGAGGG 
TCCTCCCTCC 
CCGGGAGATG 
OGOGGTGCTG 
CAAGTCCTCT 
CCAAGGACTG 
TAGCAGTGAT 
GGCCTGCATG 
CAGTACCCGC 
CATCCCGGCT 



€0 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



813 



WO 03/042661 



CTGGATGGTA CTCGGCACAG AGATCGAAAC CACGGTCATT ACTCAAACCA TGACTTGGGA 1200 
TGGCAGAATC TAGGAAGACC ACACACTAAG ATGTCACATA TAAAAGGGCA TGAAGGAGAC 1260 
CCCTGCCTAC GATCATCAGA CTGCATTGAA GGGTTTTGCT GTGCTCGTCA TTTCTGGACC 1320 
AAAATCTGCA AACCAGTGCT CCATCAGGGG GAAGTCTGTA CCAAACAACG CAAGAAGGGT 1380 
TCTCATGGGC TGGAAATTTT CCAGCGTTGC GACTGTGOGA AGGGCCTGTC TTGCAAAGTA 1440 
TGGAAAGATG CCACCTACTC CTCCAAAGCC AGACTCCATG TGTGTCAGAA AATTTGATCA 1500 
CCATTGAGGA ACATCATCAA TTGCAGACTG TGAAGTTGTG TATTTAATGC ATTATAGCAT 1560 
GGTGGAAAAT AAGGTTCAGA TGCAGAAGAA TGGCTAAAAT AAGAAACGTG ATAAGAATAT 1620 
AGATGAT CAC AAAAAGGGAG AAAGAAAACA TGAACTGAAT AGATTAGAAT GGGTGACAAA 1680 
TGCAGTGCAG CCAGTGTTTC CATTATGCAA CTTGTCTATG TAAATAATGT ACACATTTGT 1740 
GGAAAATGCT ATTATTAAGA GAACAAGCAC ACAGTGGAAA TTACTGATGA GTAGCATGTG 1800 
ACTTTCCAAG AGTTTAGGTT GTGCTGGAGG AGAGGTTTCC TTCAGATTGC TGATTGCTTA 1860 
TACAAATAAC CTACATGCCA GATTTCTATT CAACGTTAGA GTTTAACAAA ATACTCCTAG 1920 
AATAACTTGT TATACAATAG GTTCTAAAAA TAAAATTGCT AAACAAGAAA TGAAAACATG 1980 
GAGCATTGTT AATTTACAAC AGAAAATTAC CTTTTGATTT GTAACACTAC TTCTGCTGTT 2040 
CAATCAAGAG TCTTGGTAGA TAAGAAAAAA ATCAGTCAAT ATTTCCAAAT AATTGCAAAA 2100 
TAATGGCCAG TTGTTTAGGA AGGCCTTTAG GAAGACAAAT AAATAACAAA CAAACAGCCA 2160 
CAAATACTTT TTTTTCAAAA TTTTAGTTTT ACCTGTAATT AATAAGAACT GATACAAGAC 2220 
AAAAACAGTT CCTTCAGATT CTACGGAATG ACAGTATATC TCTCTTTATC CTATGTGATT 2280 
CCTGCTCTGA ATGCATTATA TTTTCCAAAG TATACCCATA AATTGTGACT AGTAAAATAC 2340 
TTACACAGAG CAGAATTTTC ACAGATGGCA AAAAAATTTA AAGATGTCCA ATATATGTGG 2400 
GAAAAGAGCT AACAGAGAGA TCATTATTTC TTAAAGATTG GCCATAACCT GTATTTTGAT 2460 
AGAATTAGAT TGGTAAATAC ATGTATTCAT ACATACTCTG TGGTAATAGA GACTTGAGCT 2520 
GGATCTGTAC TGCACTGGAG TAAGCAAGAA AATTGGGAAA ACTTTTTCGT TTGTTCAGGT 25 BO 
TTTGGCAACA CATAGATCAT ATGTCTGAGG CACAAGTTGG CTGTTCATCT TTGAAACCAG 2640 
GGGATGCACA GTCTAAATGA ATATCTGCAT GGGATTTGCT ATCATAATNT TTCCTATGCN 2700 
GNTGAATTCN GTGTGAGGTC CTGTGTCCGT CCTATCCTCA AATTATTTAT TTTATAGTGC 2760 
TGAGATCCTC AAATAATCTC AATTTCGGAG GTTTCACAAA ATGGACTCCT GAAGTAGACA 2820 
GAGTAGTGAG GTTTCATTGC CCTCTATAAG CTTCTGACTA GCCAATGGCA TCATCCAATT 2880 
TTCTTCCCAA ACCTCTGCAG CATCTGCTTT ATTGCCAAAG GGCTAGTTTC GGTTTTCTGC 2940 
CAGCCATTGC GGTTAAAAAA TATAAGTAGG ATAACTTGTA AAACCTGCAT ATTGCTAATC 3000 
TATAGACACC ACAGTTTCTA AATTCTTTGA AACCACTTTA CTACTTTTTT TAAACTTAAC 3060 
TCAGTTCTAA ATACTTTGTC TGGAGCACAA AACAATAAAA GGTTATCTTA TAGTTGTGAC 3120 
TTTAAACTTT TGTAGACCAC AATTCACTTT TTAGTTTTCT TTTACTTAAA TCCCATCTGC 3180 
AGTCTCAAAT TTAAGTTCTC CCAGTAGAGA TTGAGTTTGA GCCTGTATAT CTATTAAAAA 3240 
TTTCAACTTC CCACATATAT TTACTAAGAT GATTAAGACT TACATTTTCT GCACAGGTCT 3300 
GCAAAAACAA AAATTATAAA CTAGTCCATC CAAGAACCAA AGTTTGTATA AACAGGTTGC 3360 
TATAAGCTTG GTGAAATGAA AATGGAACAT TTCAATCAAA CATTTCCTAT ATAACAATTA 3420 
TTATATTTAC AATTTGGTTT CTGCAATATT TTTCTTATGT CCACCCTTTT AAAAATTATT 3480 
ATTTGAAGTA ATTTATTTAC AGGAAATGTT AATGAGATGT ATTTTCTTAT AGAGATATTT 3540 
CTTACAGAAA GCTTTGTAGC AGAATATATT TGCAGCTATT GACTTTGTAA TTTAGGAAAA 3600 
ATGTATAATA AGATAAAATC TATTAAATTT TTCTCCTCTA AAAACTGAAA AAAAAAAAAA 3660 
AAAAAAAAAA A 

Seq ID NO? B45 Protein sequence 
Protein Accession #: NPJJ55236.1 

1 11 21 31 41 51 

I I I I I I 

MAALMRSKDS SCCLLLLAAV LMVESSQIGS SRAKLNSIKS SLGGETPGQA ANRSAGMYQG 60 
LAFGGSKKGK NLGQAYPCSS DKECEVGRYC HSPHQGSSAC MVCRRKKKRC HRDGMCCPST 120 
RCNNGICIPV TESILTPHIP ALDGTRHRDR NHGHYSNHDL. GWQNLGRPHT KMSHIKGHEG 180 
DPCLRSSDCI EGFCCARHFW TKICKPVLHQ GEVCTKQRKK GSHGLEIFQR CDCAKGLSCK 240 
VWKDATYSSK ARLHVCQKI 

Seq ID NO: 46 dna sequence 

Nucleic Acid Accession ft: NM_019885.1 

Coding sequence : 1 . . 1 5 3 9 

1 11 21 31 41 51 

I I I I I I 

ATGCTCTTTG AGGGCTTGGA TCTGGTGTCG GCGCTGGCCA CCCTCGCCGC GTGCCTGGTG 60 

TCCGTGACGC TGCTGCTGGC .CGTGTCGCAG CAGCTGTGGC AGCTGCGCTG GGCCGCCACT 120 

CGCGACAAGA GCTGCAAGCT GCCCATCCCC AAGGGATCCA TGGGCTTCCC GCTCATCGGA 180 

GAGACCGGCC ACTGGCTGCT GCAGGGTTCT GGCTTCCAGT GGTCGCGGAG GGAGAAGTAT 240 

GGCAACGTGT TCAAGACGCA TTTGTTGGGG CGGCCGCTGA TACGCGTGAC CGGCGCGGAG 300 

AACGTGCGCA AGATCCTCAT GGGCGAGCAC CACCTCGTGA GCACCGAGTG GCCTCGCAGC 360 

ACCCGCATGT TGCTGGGCCC CAACACGGTG TCCAATTCCA TTGGCGACAT CCACCGCAAC 420 

AAGCGCAAGG TCTTCTCCAA GATCTTCAGC CACGAGGCCC TGGAGAGTTA CCTGCCCAAG 480 

ATCCAGCTGG TGATCCAGGA CACACTGCGC GCCTGGAGCA GCCACCCCGA GGCCATCAAC 540 

GTGTACCAGG AGGCGCAGAA GCTGACCTTC CGCATGGCCA TCCGGGTGCT GCTGGGCTTC 600 

AGCATCCCTG AGGAGGACCT TGGGCACCTC TTTGAGGTCT ACCAGCAGTT TGTGGACAAT 660 

GTCTTCTCCC TGCCTGTCGA CCTGCCCTTC AGTGGCTACC GGCGGGGCAT TCAGGCTCGG 720 

CAGATCCTGC AGAAGGGGCT GGAGAAGGCC ATCCGGGAGA AGCTGCAGTG CACACAGGGC 760 

AAGGACTACT TGGACGCCCT GGACCTCCTC ATTGAGAGCA GCAAGGAGCA CGGGAAGGAG 840 

ATGACCATGC AGGAGCTGAA GGACGGGACC CTGGAGCTGA TCTTTGCGGC CTATGCCACC 900 

ACGGCCAGCG CCAGCACCTC ACTCATCATG CAGCTGCTGA AGCACCCCAC TGTGCTGGAG 960 

AAGCTGCGGG ATGAGCTGCG GGCTCATGGC ATCCTGCACA GTGGCGGCTG CCCCTGCGAG 1020 

GGCACACTGC GCCTGGACAC GCTCAGTGGG CTGCGCTACC TGGACTGCGT CATCAAGGAG 1080 

GTCATGCGCC TGTTCACGCC CATTTCCGGC GGCTACCGCA CTGTGCTGCA GACCTTCGAG 1140 

CTTGATGGTT TCCAGATCCC CAAAGGCTGG AGTGTCATGT ATAGCATCOG GGACACCCAT 1200 

GACACAGCGC CCGTGTTCAA AGACGTGAAC GTGTTCGACC CCGATCGCTT CAGCCAGGCG 1260 

CGGAGCGAGG ACAAGGATGG CCGCTTCCAT TACCTCCCGT TCGGTGGCGG TGTCCGGACC 1320 

TGCCTGGGCA AGCACCTGGC CAAGCTGTTC CTGAAGGTGC TGGCGGTGGA GCTGGCTAGC 1380 



814 



WO 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



ACCAGCCGCT TTGAGCTGGC TACACGGACC TTCCCCCGCA TCACCTTGGT CCCCGTCCTG 1440 
CACCCCGTGG ATGGCCTCAG CGTCAAGTTC TTTGGCCTGG ACTCCAACCA GAAOQAGATC 1500 
CTGCCGGAGA CGGAGGCCAT GCTGAGCGCC ACAGTCTAAC CCAAGACCCA CCCGCCTCAG 1560 
CCCAGCCCAG GCAGCGGGGT GGTGGTTGTG GGAGGTAGAA ACCTGTGTGT GGGAGGGGGC 1620 
CGGAACGGGG AGGGCGAGTG GCCCCCATAC TTGCCCTCCC TTGCTCCCCC TCCCTGGCAA 1680 
ACCCTACCCA AAGCCAGTGG GCCCCATTCC TAGGGCTGGG CTCCCCTTCT GGCTCCAGCT 1740 
TCCCTCCAGC CACTCCCCAT TTACCATCAG CTCAGCCCCT GGGAAGGGCG TGGCAGGGGC 1800 
TCTGCATGCC CGTGACAGTG TTAGGTGTCA GCGCGTGCTA CAGTGTTTTT GTGATGTTCT 1860 
GAACTGCTCC CTTCCCTCCG TTCCTTTCGG ACCCTTTTAG CTGGGGTTGG GGGACGGGAA 1920 
GAGCCGTGCC CCCTTGGGCG CACTCTTCAG CGTCTCCTCC TCCTGCGCCC CCACTGCGTC 1980 
TGCCCAGGAA CAGCATCCTG GGTAGCAGAA CAGGAGTCAA CCTTGGCGGG GCGGGGGCTG 2040 
CGTCCAACCT GGAGATTGCC CTTCCCTATG CCACGGTTCC CACCCTCCCT CACCAGTTTG 2100 
GACAATTTGA AATTACCTAT TGCTGCTACT TGTTCTGTCC TCTGACCTTG GGGCAAAGGA 2160 
GCCCCAGGCC CTGTCTCCCC AGCATCCTCC CTGGTGGCCC TGGGCAGGTG CACTGACACC 2220 
CCCACCTTCC CATCCCCTGC TGAACCAGGC CCTGTTACAC ACAGCCGCCT AAGGCCCGCG 22 BO 
GCTCATGTGC TGCCCGCCCC CATATTTATT CACTGATAGA GAATCTTGGG GATGCTGGGG 2340 
TCTGGAGTGA ACATCTCCTC CCCTTCATGC CCTAGCCTGT GTTCTAGCTG TCCTGGCGAG 240O 
ACTTCTGTGA GTGAAGAGGA AGGGGTCTCT GGTCAAACCC AGCCCCCAGG GCCTAGGGTT 2460 
GAAAGCCTTC CCCGGCTCCG GGCATTATTT GGGTTTAATC TCGGAGCCTC ACTCCTGGAC 2520 
TGAAGTCCGG TGCCTCTGCC TTATCCCTGG TGGAGATGGA ATGTGGCCCA TTGCCTCCTC 2580 
CCTCTCCTGT CAAAAACCCT GATCAGGTAG ATTTGGAGGC GGCCACGATT TCCTGTTTGG 2640 
CCCCTGTTCA CCCCAGTGCA CTGGCCCTGA CTCCAGGCGT GAGTATGGGG AAGGATACGG 2700 
GTTCTTCTGA CGGGGAGCAA GGGCCTCCGT CTTCCCTTCC TTAACTCTCC CCCTTTGCCC 2760 
TCCGOCCTGA AAAAGGTGTC CTTGAAGTCC CTTCCACCTC TATGCCACTG TCTGCTTAGC 2820 
CCAGCTCAGG GGTGGGGAAG AGGCGAAAGC GTGGGGGAGG TGAGCGCAGC GGCAGTTCTG 2880 
CCTCGGAGCT GATTGCAGGG CCCTGTGTGG TCTCCGGACA GCTGCGGGAA GGCTGCCGCA 2940 
GCTGAAGCTG AAGAGGCGGC TACGTGCGGT TTGTCAGGGG GATTGGGTTG AAAACTGGCC 3000 
AGTCGGGATG ACTGGGTGAA AGAGGAGTAG CTCCTGCCAC TGGCGTTTTG AGTGTTGGCA 3060 
ATTTGGGATG CCTCCTGGGG AAGGTTTCCG GGCGTTTGGT GAGTCTCTAG ATTTTTCCTT 3120 
GCTTTCTGTG TTTATTGGTT TTTGATGTTG TAAAAGCAAT GAATCCCCTT TACAAGAAAA 3180 
TCGAAAACAC AGAAGAATGA AGGACATGCC AGTCCCCGAT CGCTGCTGTG AGCACCTCAG 3240 
TGGCTCCCTC AGACCAGATC CCGTAGGCAG CCCCACAGAC CGACCCTGAC CCCACTCACA 3300 
GCCACCCTGA AGATAGACTA TAGGAACGGG CCCATACCAC ACAGACTGCT CTCCAATCCC 3360 
TGAGTCTCAG ATGTTTCATT TATTTCCTAC TTTTCCACTA CTAAAAAACA GTGTGGAATA 3420 
GACATTATTG GCAAAATTGC TCATCCCTAA TCCTGAAAAA CAGGCCAGAA TGGGTAAAGA 3480 
CTTGTCAAAG CTTGCAACAT AGCTACATGG TGCACCCGGA CCTGTACCCC CTCCCCCCAA 3540 
CACAAAACCA GTGTCTGGGA GGTTCATTTT CCTTTAAACT GATCCAGCTG GCCCTGAACC 3600 
AATTGTTTTT GACTGAGTAT CTAGGAGAGC AGTAAGTGGA ACTTCAGACA AGCCCACTGG 3660 
GTCTGGTCCA GGTGAGGGGC AGGGGGCATG GGGCTGGGAG GTCTCAGGGG CCTTCCCTGG 3720 
GGGTGGCCAG CCTGGTAGGG GGCAGAGAAG GAAAAGCTGA GGGGGGTCCC TGTGAGGGAG 3780 
GAAAGAAGGA TCATTTGCCC CGCTGGGTCT CAAAGGCAGT GAGAAGAGAG CTGAAGAAAG 3840 
CTCTGGCTGG CTGACAGGAT CCCTGTGTTG TAATTGGTCC CTCCTTTCAG CTCTCTAGTG 3900 
AGATGCCCGT GTCTGTGCGT GTGCGTGTGT GTTTCATACA GCTAGCATTA GATGGGTGAT 3960 
GTTTCTTACT tatcatccct AACTATTGCA ACTTGACCTT AAAAAGACAA AACCCCACAA 4020 
AACTCTTCCT GCCACGGGCT TGCAGATTGA AGCACTTTCG ATGTTGGGCG CTGGCGTTTG 4080 
TGTTCTGGGC ACCACCGTGA CCCTGCCCAG ATGGCTATAA TATTATTTTA TACACAAACC 4140 
TTTTTTTTCA TAAATGTTAT AATTTTGTGT CTGTCTTTAT AAACTATTAT AAGTACTATT 4200 
TTTGTTATAA TTCAAAATAG ATATTTAGTA TAAAGTTTTT GCTGTTAAAT ATTTGTTATT 4260 
TAGTAAAATA TGAATTTTGC TCTATTGTAA ACATGGTTCA AAATATTAAT ATGTTTTTAT 4320 
CACAGTCGTT TTAATATTGA AAAAGCACTT GTGTGTTTTG TTTTGATATG AAACTGGTAC 4380 
CGTGTGAGTG TTTTTGCTGT CGTGGTTTTA ATCTGTATAT AATATTCCAT GTTGCATATT 4440 



Seq ID NO: B47 Protein sequence 
Protein Accession #: NP_063938.1 

1 11 21 31 41 

111)1 
MLFEGLDLVS ALATLAACLV SVTLLLAVSQ QLWQLRWAAT RDKSCKLPIP 
ETGHWLLQGS GFQSSRRBKY GNVFKTHLLG RPLIRVTGAE NVRKIU4GEH 
TRMLLGPNTV SNSIGDIHRN KRKVFSKIFS HEALESYLPK IQLVIQDTLR 
VYQEAQKLTP RMAIRVLLGF SIPEBDLGHL FEVYQQFVDH VFSLPVDLPP 
QILQKGLEKA IRBKLQCTQG KDYLDALDLL IESSKBHGKB MTMQELKDGT 
TASASTSLIM QLLKHPTVLE KLRDELRAHG ILHSGGCPCE GTLRLDTLSG 
VMRLFTPISG GYRTVLQTFE LDGFQIPKGW SVMYSIRDTH DTAPVFKDVN 
RSEDKDGRFH YLPFGGGVRT CLGKHLAKLF LKVLAVELAS TSRFELATRT 
HFVDGLSVKF FGLDSNQNEI LPETEAMLSA TV 

Seq ID NO: B48 DNA sequence 

Nucleic Acid Accession #* AB040S27.1; AL136S82.1 
Coding sequence: 94.. 2319 



51 
I 

KGSMGFPLIG 
HLVSTEWPRS 
AWSSHPBAIN 
SGYRRGIQAR 
LELIFAAYAT 
LRYLDCVIKE 
VFDPDRFSQA 
FPRITLVPVL 



60 
120 
180 
240 
300 
360 
420 
480 



1 

I 

GCGGCTGCGG 
TGAGGGAAGC 
CGACGAAGTC 
TGGTGGCTAT 
GGGTCCAGGC 
CCAGACCCTG 
CCGTGCTGCC 
CGCTGCCCGT 
CTCAGGAGAG 
GCCACCCCTT 



11 



GGTTCCTGGT 
TTCAGCGTGC 
GGGGAGGAAG 
GGCACCCTCA 
CTTCGCATCT 
GTGGAGGCAT 
AACGTAGCCC 
ACCGCCTTCA 
GATACCCAGC 
GCTTCTCCGC 



21 
I 

GCTGAGGACG 
AATCGGAAAG 
AGATGGTTGA 
CCAGCTTTGA 
TATCGAATGA 
TGCAGCTGGA 
GCGCCGCCGC 
GTCAGGTGGT 
CCACGACCTA 
AGACCTCCCA 



31 
I 

GACGCCATTG 
CTACAGTGTT 
AGGCAACGAC 
CATCCATATC 
GCCCTGGGAA 
TCCGGAAACA 
CTCCAACCGT 
CGCTAGCCAC 
CGCCGCCGAG 
GATGTTAGTC 



41 
I 

GAGTTCCCGA 
GAAGACATGG 
TATGAAGAAT 
CTCAGAGCCT 
CTGGAAAACC 
CTTGCCAATG 
GCGGCTCGGG 
CGGGTGGCCA 
GCTCAGGGGC 
ACCAGTAAGA 



51 
I 

GAAGCATGGC 
ATGAGGGTAG 
TCGGTGCGTT 
TCGGAAGCTT 
CTGTGCTGGC 
AGACGGCCGC 
CCGCTGCCGC 
CGCCGCAGGT 
CCACCCCTGA 
TGGCTGCCCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



815 



WO 03/042661 



CGAGGCTCCO GCAACCTCCG CACAGTCCCA GACAGGCTCC CCGGCCCAGG AGGCTGCTAC 
TGAGGGCCCT AGTAGCGCCT GTGCTTTCTC TCAGGCTCCG TGTGCCAGGG AGGTGGACGC 
CAACCGGCCC AGCACAGCCT TCCTGGGCCA GAATGATGTC TTCGATTTCA CTCAGCCGGC 
AGGTGTCAGT GGCATGGCCT TCCCGCGCCC CAAGAGACCT GCCCCAGCCC AAGAGGCTGC 
CACAGAGGGC CCCAGTGCTG CCTCTGGTGT GCCCCAGACG GGACCTGGCA GGGAGGTGGC 
AGCCACCCGG CCCAAGACCA CCAAGTCGGG GAAGGCGCTG GCCAAGACTC GGTGGGTGGA 
GCCTCAGAAT GTTGTGGCAG CAGCTGCTGC CAAGGCCAAG ATGGCCACGA GCATCCCTGA 
GCCGGAGGGT GCAGCTGCTG CCACTGCTCA GCACAGTGCT GAGCCCTGGG CCAGGATGGG 
AGGCAAGAGG ACCAAGAAGT CCAAGCACCT GGATGATGAG TATGAGAGCA GCGAGGAGGA 
GAGAGAGACT CCCGCGGTCC CACCCACCTG GAGAGCATCA CAGCCCTCAT TGACGGTGCG 
GGCTCAGTTG GCCCCTCGGC CCCCGATGGC CCCGAGGTCC CAGATACCCT CAAGGCACGT 
ACTGTGCCTG CCCCCCCGCA ACGTGACCCT TCTGCAGGAG AGGGCAAATA AGTTGGTGAA 
ATACCTGATG ATTAAGGACT ACAAGAAGAT CCCCATCAAG CGCGCAGACA TGCTGAAGGA 
TGTCATCAGA GAATATGATG AACATTTCCC TGAGATCATT GAACGAGCAA CGTACACCCT 
GGAAAAGAAG TTTGGGATCC ACCTGAAGGA GATCGACAAG GAAGAACACC TGTATATTCT 
TGTCTGCACA CGGGACTCCT CAGCTCGCCT CCTTGGAAAA ACCAAGGACA CTCCCAGGCT 
GAGTCTCCTC TTGGTGATTC TGGGCGTCAT CTTCATGAAT GGCAACCGTG CCAGCGAGGC 
TGTCCTCTGG GAGGCACTAC GCAAGATGGG ACTGCGCCCT GGGGTGAGGC ACCCATTCCT 
CGGCGATCTG AGGAAGCTCA TCACAGATGA CTTTGTGAAG CAGAAGTACC TGGAATACAA 
GAAGATCCCC AACAGCAACC CACCTGAGTA TGAATTCCTC TGGGGCCTGC GAGCCCGCCA 
TGAGACCAGC AAGATGAGGG TCCTGAGATT CATCGCCCAG AATCAGAACC GAGACCCCCG 
GGAATGGAAG GCTCATTTCT TGGAGGCTGT GGATGATGCT TTCAAGACAA TGGATGTGGA 
TATGGCCGAG GAACATGCCA GGGCCCAGAT GAGGGCCCAG ATGAATATCG GGGATGAAGC 
GCTGATTGGA CGGTGGAGCT GGGATGACAT ACAAGTCGAG CTCCTGACCT GGGATGAGGA 
CGGAGATTTT GGCGATGCCT GGGCCAGGAT CCCCTTTGCT TTCTGGGCCA GATACCATCA 
GTACATTCTG AATAGCAACC GTGCCAACAG GAGGGCCACG TGGAGAGCTG GCGTCAGCAG 
TGGCACCAAT GGAGGGGCCA GCACCAGCGT CCTAGATGGC CCCAGCACCA GCTCCACCAT 
CGGGACCAGA AATGCTGCCA GAGCTGGCGC CAGCTTCTTC TCCTGGATCC AGCACCGTTG 
ACGAACTGCA GCGATCTTAC TGGCCAAGCC AGAGCGCCTC CTCTCAGATT CCTTCTCGAC 
ACAGCACCCT AGGCGGCTTC TTCCTGTCAG TCGGAGGTGG CATGCAAGAT GAAGCTCTCT 
TTGCTCTTCC TGCTTTCATT TTGTGCTTTT CCTTGTGTTT TCATGTTTTG GGTATCAGTG 
TTACATTAAA GTTGCAAAAT TAAA 

Seq ID NOi B49 Protein sequence 
Protein Accession # : BAB33378.1; CAB66517.1 

1 11 21 31 41 51 

I I 1 I I I 

MAEGSFSVQS ESYSVEDMDE GSDEVGEEKM VEGNDYEEFG AFGGYGTLTS FDIHILRAFG 60 

SLGPGLRILS NEPWELENPV IAQTLVEALQ LDPETLANET AARAANVARA AASNRAARAA 120 

AAAARTAFSQ WASHRVATP QVSGEDTQPT TYAAEAQGPT PEPPLASP0T SQMLVTSKMA 1BO 

APEAPATSAQ SQTGSPAQEA ATEGPSSACA FSQAPCAREV DANRPSTAFL GQHDVFDFTQ 240 

PAGVSGMAFP RPKRPAPAQE AATEGPSAAS GVPQTGPGRE VAATRPKTTK SGKALAKTRW 300 

VEPQNWAAA AAKAKMATSI PEPEGAAAAT AQHSAEPWAR KGGKRTKKSK HLDDEYESSE 360 

EERETPAVPP TWRASQPSLT VRAQLAPRPP MAPRSQIPSR HVLCLPPRNV TLLQERANKL 420 

VKYLMIKDYK KIPIKRADML KDVIREYDEH FPBIIERATY TLEKKFGIHL KEIDKEEHLY 480 

ILVCTRDSSA RLLGKTKDTP RLSLLLVILG VIFMNGNRAS EAVLWEALRK MGLRPGVRHP 540 

FLGDLRKLIT DDFVKQKYLE YKKIPNSNPP EYEFLWGLRA RHETSKMRVL RFIAQNQNRD 600 

PREWKAHFLE AVDDAFKTMD VDMAEEHARA QMRAQMNIGD EALIGRWSWD DIQVELLTWD 660 

EDGDFGDAWA RIPFAFWARY HQYILNSNRA NRRATWRAGV SSGTNGGAST SVLDGPSTSS 720 
TIRTRNAARA GASFFSW1QH R 

Seq ID NO: B50 DNA sequence 

Nucleic Acid Accession #s XM_08496S.l 

Coding sequences 356.. 2014 

1 11 21 31 41 51 

1 I I I I I 

GACCTAGCGT GTGCTCAGCT CTGGACAAGA CATGGATGTA GGCAGACATG CTTCCTGCCT 60 

GCTGGGCTTA GTGCACCAAT GCTAAGGACA GACATGAAGG GCTTGGGAAA GGCATGAAGA 120 

TGCAGGGAGT CTAGGAGAGA GGATAAGAAA AACAAGCATT TTGTGGTGGG TTGAATTGCG 180 

TTGTCGTTTT TAGAGGCATT TCGTGATCCA TGGTTGCGCT CCGGTGAAGA GCGAGTCTAG 240 

AGAAGGAATC CGAAGCGGCG GCGGCGAGCG CGGCTCAGGT TGATTTAGAA TACGGGTGAC 300 

AGTGGCCTGG CGCGAGCCCA CTGCTGACGA AAGCGGCTTA TCCCGCGCGG TTTCCATGGA 360 

GACGAGCCGG AGCCGCGGCG GCGGCGGGGC TGTCAGCGAG CGCGGCGGAG CTGGCGCGTC 420 

CGTGGGGGTC TGCAGGAGGA AGGCGGAGGC CGGGGCCGGG ACCGGGACCC TCGCGGCAGA 480 

CATGGACTTG CATTGTGACT GTGCCGCCGA AACGCCGGCC GCCGAGCCGC CGTCGGGGAA 540 

GATTAATAAA GCTGCCTTCA AATTATTCAA GAAGAGGAAA TCGGGTGGCA CCATGCCCAG 600 

CATTTTTGGG GTCAAAAACA AAGGGGACGG GAAAAGCTCG GGTCCGACGG GGCTGGTGAG 660 

GAGCAGGACC CACGACGGAC TTGCCGAGGT GCTGGTGCTG GAGAGCGGCA GGAAGGAGGA 720 

GCCGCGCGGC GGGGGCGACA GCGGCGGGGG CGGCGGGGGG CGGCCGAACC CGGGGCCCCC 780 

CAGAGCCGCA GGGCCCGGCG GGGGCTCCCT CGCCAGCAGC TCGGTGGCCA AGTCGCACAG 840 

CTTCTTCTCG CTGCTGAAGA AGAACGGGCG CTCGGAAAAC GGCAAGGGAG AGCCTGTGGA 900 

CGCGAGCAAG GCCGGCGGCA AACAAAAGCG GGGGCTGCGG GGGCTGTTCA GCGGCATGCG 960 

CTGGCACAGG AAAGACAAGC GGGCCAAGGC GGAGGCCGCG GAGGGGOGCG CGCCCGGGGG 1020 

CGGCTTGATC CTACCCGGCT CGCTCACCGC CAGCCTGGAG TGCGTCAAGG AGGAGACGCC 1080 

CAGAGCCGCG CGCGAGCCGG AGGAGCCCAG CCAGGACGCC CCGCGAGACC CAGCAGGCTG 1140 

TGGAGATATT ATTGCAGACC AAGAGGAAGA GGCAGGTCCC AGCTGTGACA AGCATGTCCC 1200 

CGGGCCAGGC AAGCCGGCTC TGTCTAAAAA GAACCCCGGC GTGGTGGCCT ACCAAGGAGG 1260 

CGGGGAAGAG ATGGCCAGCC CGGACGAGGT GGACGACACC TATCTACAGG AGTTCTGGGA 1320 

CATGCTCTCC CAGACCGAGG AGCAGGGACC CGAGCCCCAG GAGGGCGCGG CTAAGGTGGC 1380 

AGCTGCGCTG GAAACCAAGG TGGTGCCCGA GACCCCCAAA GACACCAGGT GTGTGGAAGC 1440 

GGCCAAGGAC GCGTCCTCGG TCAAGCGCAG GAGGCTCAAC CGGATTCCCA TCGAGCCCCA 1500 

TCCTAAGGAG GAGCCCAAGC ACCCGGAGAA GGAGCAGCAG GAAGGCGTCC CCAACAGCGA 1560 
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CGAGGGCTAC TGGGACTCCA CCACGCCAGG CCCAGAGGAA GACAGCTCGA GCAGCGGGAA 1620 

GAAGGCGGGC ATCCCCGGGG ATAGCTACAG CGGGGACGCG CTCTATGATC TCTATGCTGA 1680 

CCCGGACGGA AGTCCAGCAA CCCTTCCTGG AGGGAAGGAC AACGAGGAGA CGTCCTCCCT 1740 

GTCCCGGTTA AAGCCCGTAT CTCCAGGCAC CATCACCTGT CCACTGCGAA CACCAGGCAG 1800 

CTTGCTGAAG GACTCTAAGA TCCCTATTAG CATCAAGCAC CTGACCAACC TTCCATCTAG 1860 

CCATCCCGTG GTGCACCAGC AACCCTCCAG GAGTGAGATG CCCAGAACAA AAATCCCGGT 1920 

TTCCAAAGTG CTGGTCCGCA GAGTCAGCAA CCGGGGCTTG GCTGGGACCA CCATCAGAGC 1980 

AACGGCCTGC CACGACAGTQ CCAAAAAGTT GTGAGGTCTT CCAGGCCAAG GTGGATGGGC 2040 

CCCATGCCAA GGAATACAAC TTTTCCCTGG AAACCACTAA AGTAAGTTTT GCTTTTCCTA 2100 

AAGAAAGTCT TTTAGGACAC CACCCGTCCC CCGCCCTGCT CCAGAGCGTG GACCGAGGAG 2160 

GTCTTTGTGC CCTGAGCAGG GACCGGATAA CACCAGAAAG .AGGGATGCTA CACGGGGGTT 2220 

TCTCCTCTCA AGATAAGTCC CTGAGAATTA TTTTCAAGCA CTTTTTTCTT TTTTACCTTT 2280 

AAGTTTTTCT TCCTTTTGCT TTAATATACT GAACACTTGG AAGTCACCTT TACTTGCCTT 2340 

TGCAGAAAAC AGAACTTAGC CAAACCTAAG TAAGAGTCAT GCCTGGATAT TGGGATAAGC 2400 

CAGTGTCTAG AGGCCTGAAG GAACCGCTGA AGAACCAGAG GAGATCTCCT CTTCCAAGAC 2460 
ACGTTTCCTT CCTTCCCTTC TTTCCTCTTT CCTTTCCAGT T 

Seq ID NO: B51 Protein sequence 
Protein Accession «: XP_084965.1 

1 11 21 31 41 51 

I I I I I I 

METSRSRGGG GAVSERGGAG ASVGVCRRKA EAGAGTGTLA ADMDLHCDCA AETPAAEPPS 60 

GKINKAAFKL FKKRKSGGTM PSIFGVKNKG DGKSSGPTGL VRSRTHDGLA EVLVLESGRK 120 

EEPRGGGDSG GGGGGRPNPG PPRAAGPGGG SLASSSVAKS HSFFSL.LKKN GRSENGKGEP 180 

VDASKAGGKQ KRGLRGLPSG MRWHRKDKRA KAEAAEGRAP GGGLILPGSL TASLECVKEE 240 

TPRAAREPEE PSQDAPRDPA GOGDIIADQE EEAGPSCDKH VPGPGKPALS KKNPGWAYQ 300 

GGGEEMASPD EVDDTYLQEP WDMLSQTEEQ GPEPQEGAAK VAAALETKW PETPKDTRCV 360 

EAAKDASSVK RRRLNRIPIE PHPKEEPKHP EKEQQEGVPN SDEGYWDSTT PGPEEDSSSS 420 

GKKAGIPRDS YSGDALYDLY ADPDGSPATL PGGKDNEETS SLSRLKPVSP GTITCPLRTP 480 

GSLLKDSKIP IS1KHLTNLP SSHPWHQQP SRSEMPRTKI FVSRVLVRRV SNRGLAGTTI 540 
RATACHDSAK KL 

Seq ID NO: B52 DNA sequence 

Nucleic Acid Accession ft: FGENESH predicted 

Coding sequence : 1 . . 2016 

1 11 21 31 41 51 

I I I I I I 

ATGGAGACGA GCCGGAGCCG OGGCGGOGGC GGGGCTGTCA GCGAGCGCGG CGGAGCTGGC 60 

GCGTCCGTGG GGGTCTGCAG GAGGAAGGCG GAGGCCGGGG CCGGGACCGG GACCCTCGCG 120 

GCAGACATGG ACTTGCATTG TGACTGTGCC GCCGAAACGC CGGCCGCCGA GCCGCCGTCG 180 

GGGAAGATTA ATAAAGCTGC CTTCAAATTA TTCAAGAAGA GGAAATCGGG TGGCACCATG 240 

CCCAGCATTT TTGGGGTCAA AAACAAAGGG GAOGGGAAAA GCTCGGGTCC GACGGGGCTG 300 

GTGAGGAGCA GGACCCACGA CGGACTTGCC GAGGTGCTGG TGCTGGAGAG CGGCAGGAAG 360 

GAGGAGCCGC GCGGGGGGGG CGACAGCGGC GGGGGCGGCG GGGGGCGGCC GAACCCGGGG 420 

CCCCCCAGAG CCGCAGGGCC CGGCGGGGGC TCCCTCGCCA GCAGCTCGGT GGCCAAGTCG 480 

CACAGCTTCT TCTCGCTGCT GAAGAAGAAC GGGCGCTCGG AAAACGGCAA GGGAGAGCCT 540 

GTGGACGCGA GCAAGGCCGG CGGCAAACAA AAGCGGGGGC TGCGGGGGCT GTTCAGCGGC 600 

ATGCGCTGGC ACAGGAAAGA CAAGCGGGCC AAGGCX5GAGG CCGCGGAGGG GCGCGCGCCC 660 

GGGGGCGGCT TGATCCTACC CGGCTCGCTC ACCGCCAGCC TGGAGTGCGT CAAGGAGGAG 720 

ACGCCCAGAG CCGCGCGCGA GCCGGAGGAG CCCAGCCAGG ACGCCCCGCG AGACCCAGCA 780 

GGTGAGCCCG CAGGGGGAGA GGAGGTGCCC GCCCCCGCCG ACOGCGCCCC AGCGCGGAGC 840 

TGCCGAGAGG CAGAGGGCCT CGCGCACCCC GGCGACACCG GCGCCCGGGG AGAGGACGCC 900 

GOGGGGCATC GGCGCGCCGA GOCGGGGCCC GGGGAGGTCC GCACGGCAGA GGACGCTTCC 960 

AGGACGGGGG CCGTTCCCGT AAAGACGGTC CCCCTTGTCG ACTCCGAAGG CGGCAGCGGC 1020 

CGGGCGCCOG CCGCCCCAGA CCCTGCCTCT GTCGATCCAC CCTCAGACCC GTCGGCAGAT 1080 

CGTATTTGTT TGATGTTTTC TGACGTGACT TCACTGAAAA GCTTTGACTC TCTTACAGGC 1140 

TGTGGAGATA TTATTGCAGA CCAAGAGGAA GAGGCAGGTC CCAGCTGTGA CAAGCATGTC 1200 

CCCGGGCCAG GCAAGCCGGC TCTGTCTAAA AAGAACCCCG GCGTGGTGGC CTACCAAGGA 1260 

GGCGGGGAAG AGATGGCCAG CCCGGACGAG GTGGACGACA CCTATCTACA GGAGTTCTGG 1320 

GACATGCTCT CCCAGACCGA GGAGCAGGGA CCCGAGCCCC AGGAGGGCGC GGCTAAGGTG 1380 

GCAGCTGCGC TGGAAACCAA GGTGGTGCCC GAGACCCCCA AAGACACCAG GTGTGTGGAA 1440 

GCGGCCAAGG ACGCGTCCTC GGTCAAGCGC AGGAGGCTCA ACCGGATTCC CATCGAGCCC 1500 

CATCCTAAGG AGGAGCCCAA GCACCCGGAG AAGGAGCAGC AGGAAGGCGT CCCCAACAGC 1560 

GACGAGGGCT ACTGGGACTC CACCACGCCA GGCCCAGAGG AAGACAGCTC GAGCAGCGGG 1620 

AAGAAGGCGG GCATCCCCCG GGATAGCTAC AGCGGGGACG CGCTCTATGA TCTCTATGCT 1680 

GACCCGGACG GAAGTCCAGC AACCCTTCCT GGAGGGAAGG ACAAOGAGGA GACGTCCTCC 1740 

CTGTCCCGGT TAAAGCCOGT ATCTCCAGGC ACCATCACCT GTCCACTGCG AACACCAGGC 1800 

AGCTTGCTGA AGGACTCTAA GATCCCTATT AGCATCAAGC ACCTGACCAA CCTTCCATCT I860 

AGCCATCCCG TGGTGCACCA GCAACCCTCC AGGAGTGAGA TGCCCAGAAC AAAAATCCCG 1920 

GTTTCCAAAG TGCTGGTCCG CAGAGTCAGC AACCGGGGCT TGGCTGGGAC CACCATCAGA 1980 
GCAACGGCCT GCCACGACAG TGCCAAAAAG TTGTGA 

Seq ID NO: BS3 Protein sequence 
Protein Accession ft: FGENESH predicted 

1 11 21 31 41 51 

i I I 1 I I 

METSRSRGGG GAVSERGGAG ASVGVCRRKA EAGAGTGTLA ADMDLHCDCA AETPAAEPPS 60 

GKINKAAFKL FKKRKSGGTM PSIFGVKNKG DGKSSGPTGL VRSRTHDGLA EVLVLESGRK 120 

EEPRGGGDSG GGGGGRPNPG PPRAAGPGGG SLASSSVAKS HSFFSLLKKN GRSENGKGEP 180 

VDASKAGGKQ KRGLRGLPSG MRWHRKDKRA KAEAAEGRAP GGGLILPGSL TASLECVKEE 240 

TPRAAREPEE PSQDAPRDPA GEPAGGEEVP APADRAPARS CREAEGLAHP GDTGARGEDA 300 
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AGHRRAEPGP GEVRTAEDAS RTGAVPVKTV PLVDSEGGSG RAPAAPDPAS VDPPSDPSAD 3 SO 
RICLMFSDVT SLKSFDSLTG CGDIIADQEE EAGPSCDKHV PGPGKPALSK KNPGWAYQG 420 
GGEEMASPDE VDDTYLQEFW DMLSQTEEQG PEPQEGAAKV AAALETKWP ETPKDTRCVE 480 
AAKDASSVKR RRLNRIPIEP HPKEEPKHPE KEQQEGVPNS DEGYWDSTTP GPEEDSSSSG 540 
5 KKAGIPRDSY SGDALYDLYA DPDGSPATLP GGKDNEETSS LSRLKPVSPG TITCPLRTPG 600 
SLLKDSKIPI SIKHLTNLPS SHPWHQQPS RSEMPRTKIP VSKVLVRRVS NRGLAGTTIR 660 
ATACHDSAKK L 

Seq ID NO: B54 DNA sequence 
10 Nucleic Acid Accession ft: NM_014138.1 
Coding sequence : 60 . . 854 

1 11 21 31 41 51 

15 CTGCAGAGAC TTCCCAGGAA GGTCCAGCGC CCTCTCAGCC TTCGTACTCA GAACAGCCGA 
TGATGGGCCT CAGTAACCTG AGCCCCGGTC CTGGCCCCAG CCAGGCCGTG CCTCTCCCAG 
AGGGGCTGCT CCGCCAGCGG TACAGAGAGG AGAAGACCCT GGAAGAGCGG CGGTGGGAGA 
GGCTGGAGTT CCTTCAGAGG AAGAAAGCAT TCCTGCGGCA TGTGAGGAGG AGACACCGCG 
ATCACATGGC CCCCTATGCT GTTGGGAGGG AAGCCAGAAT CTCCCCATTA GGTGACAGAA 
20 GTCAGAATCG ATTCCGATGT GAATGTCGAT ACTGCCAGAG CCACAGGCCG AATCTTTCTG 
GGATCCCTGG GGAGAGTAAC AGGGCCCCAC ATCCCTCCTC CTGGGAGACG CTGGTGCAGG 
GCCTCAGTGG CTTGACTCTC AQCCTAGGCA CCAACCAGCC CGGGCCTCTG CCTGAAGCGG 
CACTCCAGCC ACAGGAGACA GAGGAGAAGC GCCAGCGAGA GAGGCAGCAG GAGAGCAAAA 
TAATGTTTCA GAGGCTGCTC AAGCAGTGGT TAGAGGAAAA CTGAGACGTG CACCCCCATG 
25 GGATGGAGAC CCGAAGGGAC TCAGACGGAG CCGCCGTGTT GGCAGCGCCT GGGTGTGGGC 
CCATTTTGGG GACCAAACAG CAAGCTGTGG TCGGATGAGT GCCAGGACCT GTGTACCGGG 
ACACGTGGGA GTCCTCCCAG CATGATGCTT GACTGACCCG AGGAAGGTCC TCATGTTTCG 
TGCCTGTCAT TCTCGGATGG CTGTGAGGCA TTCCTTGGCA AGGGACGCTG CGTACCAGCG 
GTCCTCACCG CATCTCACAT GGCTCCTGTG ATGCATGTTG TCGCTTTCCC ACCCGGGATC 
30 TCCATCTCTC TTCCCTTCCT GCTGTCAGTA AGAGATCACA TGTCTGTGTA GTGTGAATGC 
CTTGTCGCTG TCCTGTGCTT TTGCACCATT GAGTTGACTG CCTCTGAGAA GCAGCACTAG 
GCCTGTTGAA ATGCAATGTG CTGCCCTGAG ATCCAGTTTC AAGAATGGGC AGGTAAACGC 
AGTGTGGGAA AGGAATGTGG AATGAGAACT TGGTGGTTCA CCGCTGTACT ATTTGTGTAA 
ATGTTTACGT ATGTGATAAG CTACATGTAT GTAAATGTTG CAATACCCCT AACAGTCGAG 
35 TAGTAGTCTC CCTTACAGGA ATTTTTGACG GGGTTCCTCA TCATCAATAC CAAATAAATA 
TATGTAGGAA TGGAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA 
AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 

40 Seq ID NO: B55 Protein sequence 
Protein Accession ft: NP__0S48S7.1 

1 11 21 31 41 51 

45 MMGLSNLSPG PGPSQAVPLP EGLLRQRYRE EKTLEERRWE RLEFLQRKKA FLRHVRRRHR 

DHMAPYAVGR EARISPLGDR SQNRFRCECR YCQSHRPNLS GIPGESNRAP HPSSWETLVQ 120 
GLSGLTLSLG TNQPGPLPEA ALQPQETEEK RQRERQQESK IMFQRLLKQW LEEN 

Seq ID NO: B56 DNA sequence 
50 Nucleic Acid Accession ft: NMJ>00025.1 
Coding sequence: 198.. 1424 

1 11 21 31 41 51 

55 GCTACTCCTC CCCCAAGAGC GGTGGCACCG AGGGAGTTGG GGTGGGGGGA GGCTGAGCGC 60 

TCTGGCTCGG ACAGCTAGAG AAGATGGCCC AGGCTGGGGA AGTCGCTCTC ATGCCTTGCT 120 

GTCCCCTCCC CTGAGCCAGG TGATTTGGGA GACCCCCTCC TTCCTTCTTT CCCTACCGCC 180 

CCACGCGCGA CCCGGGGATG GCTCCGTGGC CTCACGAGAA CAGCTCTCTT GCCCCATGGC 240 

CGGACCTCCC CACCCTGGCG CCCAATACCG CCAACACCAG TGGGCTGCCA GGGGTTCCGT 300 

60 GGGAGGCGGC CCTAGCCGGG GCCCTGCTGG CGCTGGCGGT GCTGGCCACC GTGGGAGGCA 360 

ACCTGCTGGT CATCGTGGCC ATCGCCTGGA CTCCGAGACT CCAGACCATG ACCAACGTGT 420 

TCGTGACTTC GCTGGCCGCA GCOGACCTGG TGATGGGACT CCTGGTGGTG CCGCCGGCGG 480 

CCACCTTGGC GCTGACTGGC CACTGGCCGT TGGGCGCCAC TGGCTGCGAG CTGTGGACCT 540 

CGGTGGACGT GCTGTGTGTG ACCGCCAGCA TCGAAACCCT GTGCGCCCTG GCCGTGGACC 600 

65 GCTACCTGGC TGTGACCAAC CCGCTGCGTT ACGGCGCACT GGTCACCAAG CGCTGCGCCC 660 

GGACAGCTGT GGTCCTGGTG TGGGTCGTGT CGGCCGCGGT GTCGTTTGCG CCCATCATGA 720 

GCCAGTGGTG GCGCGTAGGG GCCGACGCCG AGGCGCAGCG CTGCCACTCC AACCCGCGCT 780 

GCTGTGCCTT CGCCTCCAAC ATGCCCTACG TGCTGCTGTC CTCCTCCGTC TCCTTCTACC 840 

TTCCTCTTCT CGTGATGCTC TTCGTCTACG CGCGGGTTTT CGTGGTGGCT ACGCGCCAGC 900 

70 TGCGCTTGCT GCGCGGGGAG CTGGGCCGCT TTCCGCCCGA GGAGTCTCCG CCGGCGCCGT 960 

CGCGCTCTCT GGCCCOGGCC CCGGTGGGGA CGTGCGCTCC GCCCGAAGGG GTGCCCGCCT 1020 

GCGGCCGGCG GCCCGCGCGC CTCCTGCCTC TCCGGGAACA CCGGGCCCTG TGCACCTTGG 1080 

GTCTCATCAT GGGCACCTTC ACTCTCTGCT GGTTGCCCTT CTTTCTGGCC AACGTGCTGC 1140 

GCGCCCTGGG GGGCCCCTCT CTAGTCCCGG GCCCGGCTTT CCTTGCCCTG AACTGGCTAG 1200 

75 GTTATGCCAA TTCTGCCTTC AACCCGCTCA TCTACTGCCG CAGCCCGGAC TTTCGCAGCG 1260 

CCTTCCGCCG TCTTCTGTGC CGCTGCGGCC GTCGCCTGCC TCCGGAGCCC TGCGCCGCCG 1320 

CCCGCCCGGC CCTCTTCCCC TCGGGCGTTC CTGCGGCCCG GAGCAGCCCA GCGCAGCCCA 1380 

GGCTTTGCCA AGGGCTCGAC GGGGCTTCTT GGGGAGTTTC TTAGGCCTGA AGGACAAGAA 1440 

GCAACAACTC TGTTGATCAG AACCTGTGGA AAACCTCTGG CCTCTGTTCA GAATGAGTCC 1500 

80 CATGGGATTC CCCGGCTGTG ACACTCTACC CTCCAGAACC TGACGACTGG GCCATGTGAC 1560 

CCAAGGAGGG ATCCTTACCA AGTGGGTTTT CACCATCCTC TTGCTCTCTG TCTGAGAGAT 1620 

GTTTTCTAAA CCCCAGCCTT GAACTTCACT CCTCCCTCAG TGGTAGTGTC CAGGTGCCGT 1680 

GGAGCAGCAG GCTGGCTTTG GTAGGGGCAC CCATCACCCG GCTTGCCTGT GCAGTCAGTG 1740 

AGTGCTTAGG GCAAAGAGAG CTCCCCTGGT TCCATTCCTT CTGCCACCCA AACCCTGATG 1800 
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AGACCTTAGT GTTCTCCAGG CTCTGTGGCC CAGGCTGAGA GCAGCAGGGT AGAAAAGACC 1860 

AAGATTTGGG GTTTTATCTC TGGTTCCCTT ATTACTGCTC TCAAGCAGTG GCCTCTCTCA X920 

CTTTAGCCAT GGAATGGCTC CGATCTACCT CACAGCAGTG TCAGAAGGAC TTOGCCAGGG 1980 

TTTTGGGAGC TCCAGGGTTC ATAAGAAGGT GAACCATTAG AACAGATCCC TTCTTTTCCT 2040 

TTTGCAATCA GATAAATAAA TATCACTGAA TGCAGTTCAT CCTCGGCCCA CTTTCCCTCC 2100 

GTTTGTTTTC TTTTCATAAT CCACTTACTC CCTTCCCTTC TACTCTGCGC TGGCTTTTGA 2160 

CAGAGGCAGT AAATTAGGCC TAATCCTCAC TCTTTTCTTC CTAATCTTCA TCAAACAAAA 2220 

AATGAAAAGT CTGTCTGGAC GAAGGGGAGT GAGCTTGAGC CTTTGATATC TTGCTCCCCC 2280 

ACCCTTCCTG AAACTCTTGA AATCCAGTTG CCATTGAGTA GCAAAGCCAC GCTCCCCACA 2340 

GGACTTGGAC AGAGGGCCCA CAGGGGGATG GGCTGGCTGT GGCCAGGTTT AGGGCAGGGG 2400 

GCATTTGTCC CCTCCATGCT ATAATCCAGT GGTGCCTTAC ATGGTGTGTG TGTGTGTGTG 2460 

TGCGTGTGTG TGTGTGTGTG TGTGTCTGGA GGCACAGGCA CAAAGCATTG CTTGGGTTGG 2520 

TCAAATGTCT TGTGTCATAA ATATATTCTG ATGTTTCCCA GCCTTTCCAC AACCTCTACC 2580 

TTCCCACTCA CCTTCCCCAG CTACAAAAAT CTGTATTATC CTCTTAAAGT AAAACTGGAG 2640 
TTAC 

Seq ID NO; BS7 Protein sequence 
Protein Accession #: NP_000016.1 

1 11 21 31 41 51 

I 1 I 1 I I 

MAPWPHENSS LAPWPDLPTL APNTANTSGL PGVPWEAALA GALLALAVLA TVGGNLLVIV 60 

AIAWTPRLQT MTNVFVTSLA AADLVMGLLV VPPAATLALT GHWPLGATGC ELWTSVDVLC 120 

VTASIETLCA LAVDRYLAVT NPLRYGALVT KRCARTAWL VWWSAAVSF APIMSQWWRV 180 

GADAEAQRCH SNPRCCAFAS NMPYVLLSSS VSPYLPLLVM LFVYARVFW ATRQLRLLRG 240 

ELGRFPPEES PPAPSRSLAP APVGTCAPPE GVPACGRRPA RLLPLREHRA LCTLGLIMGT 300 

FTLCWLPFPL ANVLRALGGP SLVPGPAFLA LNWLGYANSA FNPLIYCRSP DFRSAFRRLL 360 
CRCGRRLPPE PCAAARPALF PSGVPAARSS PAQPRLCQRL DGASWGVS 

Seq ID NO: B58 DNA sequence 

Nucleic Acid Accession *h NMJ)32553.1 

Coding sequence: 37.. 1038 

1 11 21 31 41 51 

I I I I I I 

CACCATTAGG CAAAGATAGT TTCTCTAGAG AGAATCATGC CTGCTAATTA CACGTGTACC 60 

AGGCCAGATG GAGACAATAC AGATTTTCGA TACTTTATTT ATGCAGTGAC ATACACTGTC 120 

ATTCTTGTGC CAGGTCTCAT AGGGAATATA TTAGCCCTGT GGGTATTCTA TGGTTATATG 180 

AAAGAAACAA AACGAGCTGT GATATTTATG ATAAACTTAG CCATTGCTGA CTTACTACAA 240 

GTTCTTTCCT TGCCACTGAG GATCTTCTAC TACTTGAATC ATGACTGGCC ATTTGGGCCT 300 

GGTCTCTGCA TGTTCTGTTT CTACCTGAAG TATGTCAACA TGTATGCAAG CATCTACTTC 360 

TTGGTCTGCA TCAGTGTGCG ACGATTTTGG TTTCTCATGT ACCCCTTTCG CTTCCATGAC 420 

TGCAAACAGA AATATGACCT GTACATCAGC ATTGCTGGCT GGCTGATCAT CTGCCTTGCC 480 

TGTGTACTCT TTCCACTCCT CAGAACCAGT GATGATACCT CTGGCAATAG GACCAAATGC 540 

TTTGTGGATC TTCCTACCAG GAATGTCAAC CTGGCCCAGT CCGTTGTTAT GATGACCATT 600 

GGCGAGTTGA TTGGGTTTGT AACTCCGCTT CTGATTGTCC TATATTGTAC CTGGAAGACG 660 

GTTTTATCAC TGCAAGATAA ATATCCCATG GCCCAAGATC TTGGAGAGAA ACAGAAAGCC 720 

TTGAAGATGA TTCTAACCTG TGCAGGGGTA TTCCTAATTT GCTTTGCACC TTATCATTTC 780 

AGTTTTCCTT TAGATTTCCT GGTGAAGTCC AATGAAATTA AAAGCTGCCT AGCCAGAAGG 840 

GTGATTCTAA TATTTCATTC TGTGGCATTG TGTCTTGCTA GTCTGAATTC ATGTCTTGAC 900 

CCAGTCATAT ACTACTTTTC CACTAATGAG TTCCGAAGAC GGCTTTCAAG ACAAGATTTG 960 

CATGACAGCA TCCAACTCCA TGCAAAATCC TTTGTGAGTA ACCATACAGC TTCCACCATG 1020 

ACACCTGAAT TATGCTAAAA CAAAAAACCA AACTGAATGT GACCTGAAAT GCAAGTACAT 1080 

CAGAACATAT CTGCAATACC CAAGCCACAG GGAAGAACTT GCAAAACAAC ACAGCTTTTC 1140 

AGTTCTGCTC TATCTTACTG CTATGGGGAA TTCACTTCTT CAAAGCAGGA CCTATTTGGA 1200 
GCATTACGAT CCACGATTAT TGATGTTGAC ATGTCCATGT AGTAATTTTT CTTCAAGT 

Seq ID NO: B59 Protein sequence 
Protein Accession #: NP_115942.1 

1 11 21 31 41 51 

till!) 

MPANYTCTRP DGDNTDFRYF IYAVTYTVIL VPGUIGNILA LWVFYGYMKE TKRAVIFMIN 60 

LAIADLLQVL SLPLRIFYYL NHDWPFGPGI* CMFCFYLKYV NMYASIYFLV CISVRRPWFL 120 

MYPFRFHDCK QKYDLYISIA GWLIICLACV LFPLLRTSDD TSGNRTKCFV DLPTRNVNLA 180 

QSWMMTIGE LIGFVTPLLI VLYCTWKTVL SLQDKYPMAQ DLGEKQKALK MILTCAGVFL 240 

ICFAPYHFSF PLDFLVKSNE IKSCLARRVI LIFHSVALCL ASLNSCLDPV IYYFSTNEFR 300 
RRLSRQDLHD SIQLHAKSFV SNHTASTMTP ELC 

Seq ID NO: B60 DNA sequence 

Nucleic Acid Accession #: CAT cluster 

1 11 21 31 41 51 

i I I I I I 

GATTCGGATT TTAATCCGAC TCACTATAGG GAATTTTGGC CCTCGA GGCC AAGAATTCGG 60 

CCCGAGGGTT AGACATTTAA CTTGAGTCTT TTCATATCAC GGTATGCTTT TAT TTTAC CC 120 

TCATATATAA TTAATTTTCA TCTGGGCATA TATTTCCAGA TTAGAAATCA TTTCTTTTCA 180 

TACATTTTAA GGAATTTATA CATTTGCATC TGAAATTGTA TTCATTATCT TCTAGAAACC 240 

AAGAGTGGAC TTGGTATCCG TCTGATTATA TTTTCTTTGT TGGTAAAGAG CCTCTTTTTT 300 

CCCTTTTTAT TTTCATCTTC TCTTTCTCTA GTGTTTATAA TCTTATTTTT ATGAATGTAG 360 

TCTAATTATT TAGAACACTG TCTCCGAGTA TGTGTTTATT TGGGTTTGTG TTTTGAACAT 420 

TGCCTCCAGG TGCGAGTTTA TGTGTGTTTA TGTTTCCTAT TTGAGGTTGG ACACTTAGAA 480 

AATTTTCTCA ATTCGAAAAC TATTTTCCTT CAGCACTCAG AAATTTTTAT CAAAGATTAT 540 

TTCCACGATT ATTTCCTGTC CTTGGTTTTT CGTGTTCTTA ACCTAGAATT CAATTGTTTA 600 
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ATGTTAGACC TTACACATCT TCAATGTATC ATATATATTT CACTCATATT ATTTATTGTC 660 

ATATCTTTTG GACTATTGTG TGAAAGCAAT AAATGTATAT TACTTTAAAA AAAAAAAAAA 720 

AAAACTHCAT TTTCAAATTT AATACACACA AATTGTGCAT ACCCACACAC ATATACCACA 7 BO 

GATATATTCA TTTTCAGGAT TTCTTTAAGT GTTATTTTAA AAATAATCAT ATTCTTATTT B40 

TGTGAACTGT GGGATTTCTT QAAACTTTTT GAAAACTCTC ATTAGTCTGT GTTTGTGTGG 900 

TTTCTTTAAA TTATCTCTTC CTTCAGAATT ACTTTTGTGT TTTGAATTTG AGTCTTTGCC 960 

ATTCATAAGG CGGGCTTTCC TTGAATACCA GATAACTCTG AGTTTCCTGT TCATATTTAA 1020 
GAATAAATAA CCTAATTTGA AAAAAAAAAA AAAAA 

Seq ID NO: B6l dna sequence 

Nucleic Acid Accession #: NMJU4522.1 

Coding sequence: 846.. 3911 

1 ii 21 31 41 51 

CTGGTGGTCC AGTACCTCCA AAGATATGGA ATACACTCCT GAAATATCCT GAAAACTTTT 60 
TTTTTTCAGA ATCCTTTAAT AAGCAGTTAT GTCAATCTGA AAGTTGCTTA CTTGTACTTT 120 
ATATTAATAG CTATTCTTGT TTTTCTTATC CAAAGAAAAA TCCTCTAATC CCCTTTTCAC 180 
ATGATAGTTG TTACCATGTT TAGGCATTAG TCACATCAAC CCCTCTCCTC TCCCAAACTT 240 
CTCTTCTTCA AATCAAACTT TATTAGTCCC TCCTTTATAA TGATTCCTTG CCTCGTTTTA 300 
TCCAGATCAA TTTTTTTTCA CTTTGATGCC CAGAGCTGAA GAAATGGACT ACTGTATAAA 360 
TTATTCATTG CCAAGAGAAT AATTGCATTT TAAACCCATA TTATAACAAA GAATAATGAT 420 
TATATTTTGT GATTTGTAAC AAATACCCTT TATTTTCCCT TAACTATTGA ATTAAATATT 480 
TTAATTATTT GTATTCTCTT TAACTATCTT GGTATATTAA AGTATTATCT TTTATATATT 540 
TATCAATGGT GGACACTTTT ATAGGTACTC TGTGTCATTT TTGATACTGT AGGTATCTTA 600 
TTTCATTTAT CTTTATTCTT AATGTACGAA TTCATAATAT TTGAT TCAGA ACAAATTTAT 660 
CACTAATTAA CAOAGTGTCA ATTATGCTAA CATCTCATTT ACTGATTTTA ATTTAAAACA 720 
GTTTTTGTTA ACATGCATGT TTAGGGTTGG CTTCTTAATA ATTTCTTCTT CCTCTTCTCT 780 
CTCTCCTCTT CTTTTGGTCA GTGTTGTGCG GGTTAATACA ACAAACTGTA ACAAGTGTAC 840 
CTGGTATGGA CTTGTTGTCC GGGACGTACA TTTTCGCGGT CCTGCTAGCA TGCGTGGTGT 900 
TCCACTCTGG CGCCCAGGAG AAAAACTACA CCATCCGAGA AGAAATGCCA GAAAACGTCC 960 
TGATAGGCGA CTTGTTGAAA GACCTTAACT TGTCGCTGAT TCCAAACAAG TCCTTGACAA 1020 
CTCCTATGCA GTTCAAGCTA GTGTACAAGA CCGGAGATGT GCCACTGATT CGAATTGAAG 1080 
AGGATACTGG TGAGATCTTC ACTACTGGCG CTCGCATTGA TCGTGAGAAA TTATGTGCTG 1140 
GTATCCCAAG GGATGAGCAT TGCTTTTATG AAGTGGAGGT TGCCATTTTG CCGGATGAAA 1200 
TATTTAGACT GGTTAAGATA CGTTTTCTGA TAGAAGATAT AAATGATAAT GCACCATTGT 1260 
TCCCAGCAAC AGTTATCAAC ATATCAATTC CAGAGAACTC GGCTATAAAC TCTAAATATA 1320 
CTCTCCCAGC GGCTGTTGAT CCTGACGTAG GAATAAACGG AGTTCAAAAC TACGAACTAA 1380 
TTAAGAGTCA AAACATTTTT GGCCTCGATG TCATTGAAAC ACCAGAAGGA GACAAGATGC 1440 
CAGAACTGAT TGTTCAAAAG GAGTTAGATA GGGAAGAGAA GGATACCTAC GTGATGAAAG IS 00 
TAAAGGTTGA AGATGGTGGC TTTCCTCAAA GATCCAGTAC TGCTATTTTG CAAGTGAGTG 1560 
TTACTGATAC AAATGACAAC CACCCAGTCT TTAAGGAGAC AGAGATTGAA GTCAGTATAC 1620 
CAGAAAATGC TCCTGTAGGC ACTTCAGTGA CACAGCTCCA TGCCACAGAT GCTGACATAG 1680 
GTGAAAATGC CAAGATCCAC TTCTCTTTCA GCAATCTAGT CTCCAACATT GCCAGGAGAT 1740 
TATTTCACCT CAATGCCACC ACTGGACTTA TCACAATCAA AGAACCACTG GATAGGGAAG 1800 
AAACACCAAA CCACAAGTTA CTGGTTTTGG CAAGTGATGG TGGATTGATG CCAGCAAGAG 1860 
CAATGGTGCT GGTAAATGTT ACAGATGTCA ATGATAATGT CCCATCCATT GACATAAGAT 1920 
ACATCGTCAA TCCTGTCAAT GACACAGTTG TTCTTTCAGA AAATATTCCA CTCAACACCA 1980 
AAATTGCTCT CATAACTGTG ACGGATAAGG ATGCGGACCA TAATGGCAGG GTGACATGCT 2040 
TCACAGATCA TGAAATCCCT TTCAGATTAA GGCCAGTATT CAGTAATCAG TTCCTCCTGG 2100 
AGACTGCAGC ATATCTTGAC TATGAGTCCA CAAAAGAATA TGCCATTAAA TTACTGGCTG 2160 
CAGATGCTGG CAAACCTCCT TTGAATCAGT CAGCAATGCT CTTCATCAAA GTGAAAGATG 2220 
AAAATGACAA TGCTCCAGTT TTCACCCAGT CTTTCGTAAC TGTTTCTATT CCTGAGAATA 2280 
ACTCTCCTGG CATCCAGTTG ACGAAAGTAA GTGCAATGGA TGCAGACAGT GGGCCTAATG 2340 
CTAAGATCAA TTACCTGCTA GGCCCTGATG CTCCACCTGA ATTCAGCCTG GATTGTCGTA 2400 
CAGGCATGCT GACTGTAGTG AAGAAACTAG ATAGAGAAAA AGAGGATAAA TATTTATTCA 2460 
CAATTCTGGC AAAAGATAAC GGGGTACCAC CCTTAACCAG CAATGTCACA GTCTTTGTAA 2520 
GCATTATTGA TCAGAATGAC AATAGCCCAG TTTTCACTCA CAATGAATAC AACTTCTATG 2580 
TCCCAGAAAA CCTTCCAAGG CATGGTACAG TAGGACTAAT CACTGTAACT GATCCTGATT 2640 
ATGGAGACAA TTCTGCAGTT ACGCTCTCCA TTTTAGATGA GAATGATGAC TTCACCATTG 2700 
ATTCACAAAC TGGTGTCATC CGACCAAATA TTTCATTTGA TAGAG AAAAA CAAGAATCTT 2760 
ACACTTTCTA TGTAAAGGCT GAGGATGGTG GTAGAGTATC ACGTTCTTCA AGTGCCAAAG 2820 
TAACCATAAA TGTGGTTGAT GTCAATGACA ACAAACCAGT TTTCATTGTC CCTCCTTCCA 2880 
ACTGTTCTTA TGAATTGGTT CTACCGTCCA CTAATCCAGG CACAGTGGTC TTTCAGGTAA 2940 
TTGCTGTTGA CAATGACACT GGCATGAATG CAGAGGTTCG TTACAGCATT GTAGGAGGAA 3000 
ACACAAGAGA TCTGTTTGCA ATCGACCAAG AAACAGGCAA CATAACATTG ATGGAGAAAT 3060 
GTGATGTTAC AGACCTTGGT TTACACAGAG TGTTGGTCAA AGCTAATGAC TTAGGACAGC 3120 
CTGATTCTCT CTTCAGTGTT GTAATTGTCA ATCTGTTCGT GAATGAGTCG GTGACCAATG 3180 
CTACACTGAT TAATGAACTG GTGCGCAAAA GCACTGAAGC ACCAGTGACC CCAAATACTG 3240 
AGATAGCTGA TGTATCCTCA CCAACTAGTG ACTATGTCAA GATCCTGGTT GCAGCTGTTG 3300 
CTGGCACCAT AACTGTCGTT GTAGTTATTT TCATCACTGC TGTAGTAAGA TGTCGCCAGG 3360 
CACCACACCT TAAGGCTGCT CAGAAAAACA AGCAGAATTC TGAATGGGCT ACCCCAAACC 3420 
CAGAAAACAG GCAGATGATA ATGATGAAGA AAAAGAAAAA GAAGAAGAAG CATTCCCCTA 3480 
AGAACTTGCT GCTTAATTTT GTCACTATTG AAGAAACTAA GGCAGATGAT GTTGACAGTG 3540 
ATGGAAACAG AGTCACACTA GACCTTCCTA TTGATCTAGA AGAGCAAACA ATGGGAAAGT 3600 
ACAATTGGGT AACTACACCT ACTACTTTCA AGCCCGACAG CCCTGATTTG GCCCGACACT 3660 
ACAAATCTGC CTCTCCACAG CCTGCCTTCC AAATTCAGCC TGAAACTCCC CTGAATTCGA 3720 
AGCACCACAT CATCCAAGAA CTGCCTCTCG ATAACACCTT TGTGGCCTGT GACTCTATCT 3780 
CCAAGTGTTC CTCAAGCAGT TCAGATCCCT ACAGCGTTTC TGACTGTGGC TATCCAGTGA 3840 
CGACCTTCGA GGTACCTGTG TCCGTACACA CCAGACCGGT AGGTATCCAA GTTTCTAACA 3900 
CAACTTTCTA ACTATTTTTT TATTATTATT TTCAGTTGAT GTAGAACTTT ACAAAATCTA 3960 
TTGACTTCAA AGAGGGATCA AAACAATCAT ATTCTACAGA TGTACCCAAT AGATATATGG 4020 
ATTCAATTAA GTTTGGTAGA AGATGAGAAC AAAATAACTA CTGATTTAGG AAAATTGGAT 40 B0 
GCAGAATAAT AATTATAGTA GGGGCAATTT TGTCTGTAGA TGGCAGTATG ACAATTCTTG 4140 
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CTAGAGAATA TATTGAAAAA AACTTCAACA CAAAGGGTTG TAGCACTGTC CTCAGTACCA 4200 
TTGTGTGCAT GAGGATCAGA ATAGTCTGGG CTAGATACAT CACATTAAAG CTTTTCAGAA 4260 
TCTGATAAAT AGCTCTAAAT ACTAATGATA TTGAGAAGCC TAGCTTCACT TGGGAAAATC 4320 
TGTGGCTGTT CACAGAAATT CAGCACCAAG TTATTCCCCC CATACTCTAC CAGGCCTTCA 4380 
GGTCCTCATA AAGAAAAGTG TCGTTTTCAG ATTAGGAACT CAAAATTATT TTGGTGCATC 4440 
AAATCTACAG TCACACAATA TAACAAGAAT GGGATTAGAA AAATGAAAGC CTACTCATTC 4500 
TCATCTTTAA GCCAGAGAAT GAAATATATA TGAGGTCTCT GGATAGCTAT TTAAATATTT 4560 
GCATATTTAT GCAAGGTATT TTGAGCCCTT CAGAAGACAT TCT 

Seq ID NO: B62 Protein sequence 
Protein Accession #: NP_055337.1 

1 11 21 31 41 51 

I I I I I I 

MDLLSGTYIF AVLLACWFH SGAQEKNYTI REEMPENVIjI GDLLKDLNLS LIPNKSLTTA 60 

MQFKLVYKTG DVPLIRIEED TGEIPTTGAR IDREKLCAGI PRDEHCFYEV EVAILPDEIF 120 

RLVKIRFLIE DINDNAPLFP ATVINISIPE NSAINSKYTL PAAVDPDVGI NGVQNYELIK 1B0 

SQNIFGLDVI ETPEGDKMPQ LIVQKELDRE EKDTYVMKVK VEDGGFPQRS STAILQVSVT 240 

DTNDNHPVFK ETEIEVSIPE NAPVGTSVTQ LHATDADIGE NAKIHFSFSN LVSNIARRLF 300 

HliNATTGLIT IKEPLDREET PNHKLLVLAS DGGLMPARAM VLVNVTDVND NVPSIDIRYI 360 

VNPVNDTWL SENIPLNTKI ALITVTDKDA DHNGRVTCFT DHEIPFRLRP VFSNQFLLET 420 

AAYLDYESTK EYAIKLLAAD AGKPPLNQSA MLFIKVKDEN DNAPVFTQSF VTVSIPENNS 480 

PGIQLTKVSA MDADSGPNAK INYLLGPDAP PEFSLDCRTG MLTWKKLDR EKEDKYLFTI 540 

IAKDNGVPPL TSNVTVFVSI IDQNDNSPVF THNEYNFYVP ENLPRHGTVG LITVTDPDYG 600 

DNSAVTLSIL DENDDFTIDS QTGVIRPNIS FDREKQESYT FYVKAEDGGR VSRSSSAKVT 660 

INWDVNDNK PVFIVPPSNC SYELVLPSTN PGTWFQVIA VBNDTGMNAE VRYSIVGGNT 720 

RDLFAIDQET GNITLMEKCD VTDLGLHRVIi VKANDLGQPD SLFSWIVNL FVNESVTNAT 780 

LINELVRKST EAPVTPNTEI ADVSSPTSDY VKILVAAVAG TITWWIFI TAWRCRQAP 840 

HLKAAQKNKQ NSEWATPNPE KRQMIMMKKK KKKKKHSPKN LLLNFVTIEE TKADDVDSDG 900 

NRVTLDLPID LEEQTMGKYN WVTTPTTFKP DSPDLARHYK SASPQPAFQI QPETPLNSKH 960 

HIIQELPLDN TFVACDSISK CSSSSSDPYS VSDCGYPVTT FEVPVSVHTR PVGIQVSNTT 1020 
F 

Seq ID NO: B63 DNA sequence 

Nucleic Acid Accession #: XM_059180.2 

Coding sequence: 276.. 3740 

1 11 21 31 41 51 

I I I I ! I 

GCGGCGGCCG CGGAGTATCC TGGAGCTGCA GACAGTGCGG GOCTGCGCCC AGTCCCGGCT 60 

GTCCTCGCCG CGACCCCTCC TCAGCCCTGG GCGCGCGCAC GCTGGGGCCC CGCGGGGCTG 120 

GCCGCCTAGC GAGCCTGCCG GTCGACCCCA GCCAGCGCAG CGACGGGGCG CTGCCTGGCC 180 

CAGGCGCACA CGGAAGTGCG CTTCTCTGAA GTAGCTTTGG AAAGTAGAGA AGAAAATCCA 240 

GTTTGCTTCT TGGAGAACAC TGGACAGCTG AATAAATGCA GTATCTAAAT ATAAAAGAGG 300 

ACTGCAATGC CATGGCTTTC TGTGCTAAAA TGAGGAGCTC CAAGAAGACT GAGGTGAACC 360 

TGGAGGCCCC TGAGCCAGGG GTGGAAGTGA TCTTCTATCT GTCGGACAGG GAGCCCCTCC 420 

GGCTGGGCAG TGGAGAGTAC ACAGCAGAGG AACTGTGCAT CAGGGCTGCA CAGGCATGCC 480 

GTATCTCTCC TCTTTGTCAC AACCTCTTTG CCCTGTATGA CGAGAACACC AAGCTCTGGT 540 

ATGCTCCAAA TCGCACCATC ACCGTTGATG ACAAGATGTC CCTCCGGCTC CACTACCGGA 600 

TGAGGTTCTA TTTCACCAAT TGGCATGGAA CCAACGACAA TGAGCAGTCA GTGTGGCGTC 660 

ATTCTCCAAA GAAGCAGAAA AATGGCTACG AGAAAAAAAA GATTCCAGAT GCAACCCCTC 720 

TCCTTGATGC CAGCTCACTG GAGTATCTGT TTGCTCAGGG ACAGTATGAT TTGGTGAAAT 780 

GCCTGGCTCC TATTCGAGAC CCCAAGACCG AGCAGGATGG ACATGATATT GAGAACGAGT 840 

GTCTAGGGAT GGCTGTCCTG GCCATCTCAC ACTATGCCAT GATGAAGAAG ATGCAGTTGC 900 

CAGAACTGCC CAAGGACATC AGCTACAAGC GATATATTCC AGAAACATTG AATAAGTCCA 960 

TCAGACAGAG GAACCTTCTC ACCAGGATGC GGATAAATAA TGTTTTCAAG GATTTCCTAA 1020 

AGGAATTTAA CAACAAGACC ATTTGTGACA GCAGCGTGTC CACGCATGAC CTGAAGGTGA 1080 

AATACTTGGC TACCTTGGAA ACTTTGACAA AACATTACGG TGCTGAAATA TTTGAGACTT 1140 

CCATGTTACT GATTTCATCA GAAAATGAGA TGAATTGGTT TCATTCGAAT GACGGTGGAA 1200 

ACGTTCTCTA CTACGAAGTG ATGGTGACTG GGAATCTTGG AATCCAGTGG AGGCATAAAC 1260 

CAAATGTTGT TTCTGTTGAA AAGGAAAAAA ATAAACTGAA GCGGAAAAAA CTGGAAAATA 1320 

AACACAAGAA GGATGAGGAG AAAAACAAGA TCCGGGAAGA GTGGAACAAT TTTTCTTACT 1380 

TCCCTGAAAT CACTCACATT GTAATAAAGG AGTCTGTGGT CAGCATTAAC AAGCAGGACA 1440 

ACAAGAAAAT GGAACTGAAG CTCTCTTCCC ACGAGGAGGC CTTGTCCTTT GTGTCCCTGG 1500 

TAGATGGCTA CTTCCGGCTC ACAGCAGATG CCCATCATTA CCTCTGCACC GACGTGGCCC 1560 

CCCOGTTGAT CGTCCACAAC ATACAGAATG GCTGTCATGG TCCAATCTGT ACAGAATACG 1620 

CCATCAATAA ATTGCGGCAA GAAGGAAGCG AGGAGGGGAT GTACGTGCTG AGGTGGAGCT 1680 

GCACCGACTT TGACAACATC CTCATGACCG TCACCTGCTT TGAGAAGTCT GAGCAGGTGC 1740 

AGGGTGCCCA GAAGCAGTTC AAGAACTTTC AGATCGAGGT GCAGAAGGGC CGCTACAGTC 1800 

TGCACGGTTC GGACCGCAGC TTCCCCAGCT TGGGAGACCT CATGAGCCAC CTCAAGAAGC 1860 

AGATCCTGCG CACGGATAAC ATCAGCTTCA TGCTAAAACG CTGCTGCCAG CCCAAGCCCC 1920 

GAGAAATCTC CAACCTGCTG GTGGCTACTA AGAAAGCCCA GGAGTGGCAG CCCGTCTACC 1980 

CCATGAGCCA GCTGAGTTTC GATCGGATCC TCAAGAAGGA TCTGGTGCAG GGCGAGCACC 2040 

TTGGGAGAGG CACGAGAACA CACATCTATT CTGGGACCCT GATGGATTAC AAGGATGACG 2100 

AAGGAACTTC TGAAGAGAAG AAGATAAAAG TGATCCTCAA AGTCTTAGAC CCCAGCCACA 2160 

GGGATATTTC CCTGGCCTTC TTCGAGGCAG CCAGCATGAT GAGACAGGTC TCCCACAAAC 2220 

ACATCGTGTA CCTCTATGGC GTCTGTGTCC GCGACGTGGA GAATATCATG GTGGAAGAGT 2280 

TTGTGGAAGG GGGTCCTCTG GATCTCTTCA TGCACCGGAA AAGCGATGTC CTTACCACAC 2340 

CATGGAAATT CAAAGTTGCC AAACAGCTGG CCAGTGCCCT GAGCTACTTG GAGGATAAAG 2400 

ACCTGGTCCA TGGAAATGTG TGTACTAAAA ACCTCCTCCT GGCCCGTGAG GGCATCGACA 2460 

GTGAGTGTGG CCCATTCATC AAGCTCAGTG ACCCCGGCAT CCCCATTACG GTGCTGTCTA 2520 

GGCAAGAATG CATTGAACGA ATCCCATGGA TTGCTCCTGA GTGTGTTGAG GACTCCAAGA 2580 

ACCTGAGTGT GGCTGCTGAC AAGTGGAGCT TTGGAACCAC GCTCTGGGAA ATCTG CTACA 2640 

ATGGCGAGAT CCCCTTGAAA GACAAGACGC TGATTGAGAA AGAGAGATTC TATGAAAGCC 2700 
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GGTGCAGGCC AGTGACACCA TCATGTAAGG AGCTGGCTGA CCTCATGACC CGCTGCATGA 2760 

ACTATGACCC CAATCAGAGG CCTTTCTTCC GAGCCATCAT GAGAGACATT AATAAGCTTG 2 820 

AAGAGCAGAA TCCAGATATT GTTTCAGAAA AAAAACCAGC AACTGAAGTG GACCCCACAC 2880 

ATTTTGAAAA GCGCTTCCTA AAGAGGATCC GTGACTTGGG AGAGGGCCAC TTTGGGAAGG 2940 

TTGAGCTCTG CAGGTATGAC CCCGAAGGGG ACAATACAGG GGAGCAGGTG GCTGTTAAAT 3000 

CTCTGAAGCC TGAGAGTGGA GGTAACCACA TAGCTGATCT GAAAAAGGAA ATCGAGATCT 30 SO 

TAAGGAACCT CTATCATGAG AACATTGTGA AGTACAAAGG AATCTGCACA GAAGACGGAG 3120 

GAAATGGTAT TAAGCTCATC ATGGAATTTC TGCCTTCGGG AAGCCTTAAG GAATATCTTC 31 BO 

CAAAGAATAA GAACAAAATA AACCTCAAAC AGCAGCTAAA ATATGCCGTT CAGATTTGTA 3240 

AGGGGATGGA CTATTTGGGT TCTCGGCAAT ACGTTCACCG GGACTTGGCA GCAAGAAATG 3300 

TCCTTGTTGA GAGTGAACAC CAAGTGAAAA TTGGAGACTT CGGTTTAACC AAAGCAATTG 3360 

AAACCGATAA GGAGTATTAC ACCGTCAAGG ATGACCGGGA CAGCCCTGTG TTTTGGTATG 3420 

CTCCAGAATG TTTAATGCAA TCTAAATTTT ATATTGCCTC TGACGTCTGG TCTTTTGGAG 3480 

TCACTCTGCA TGAGCTGCTG ACTTACTGTG ATTCAGATTC TAGTCCCATG GCTTTGTTCC 3S40 

TGAAAATGAT AGGCCCAACC CATGGCCAGA TGACAGTCAC AAGACTTGTG AATACGTTAA 3600 

AAGAAGGAAA ACGCCTGCCG TGCCCACCTA ACTGTCCAGA TGAGGTTTAT CAACTTATGA 3660 

GGAAATGCTG GGAATTCCAA CCATCCAATC GGACAAGCTT TCAGAACCTT ATTGAAGGAT 3720 

TTGAAGCACT TTTAAAATAA GAAGCATGAA TAACATTTAA ATTCCACAGA TTATCAAGTC 3780 

CTTCTCCTGC AACAAATGCC CAAGTCATTT TTTAAAAATT TCTAATGAAA GAAGTTTGTG 3840 

TTCTGTCCAA AAAGTCACTG AACTCATACT TCAGTACATA TACATGTATA AGGCACACTG 3900 

TAGTGCTTAA TATGTGTAAG GACTTCCTCT TTAAATTTGG TACCAGTAAC TTAGTGACAC 3960 

ATAATGACAA CCAAAATATT TGAAAGCACT TAAGCACTCC TCCTTGTGGA AAGAATATAC 4020 

CACCATTTCA TCTGGCTAGT TCACCATCAC AACTGCATTA CCAAAAGGGG ATTTTTGAAA 4060 

ACGAGGAGTT GACCAAAATA ATATCTGAAG ATGATTGCTT TTCCCTGCTG CCAGCTGATC 4140 

TGAAATGTTT TGCTGGCACA TTAATCATAG ATAAAGAAAG ATTGATGGAC TTAGCCCTCA 4200 

AATTTCAGTA TCTATACAGT ACTAGACCAT GCATTCTTAA AATATTAGAT ACCAGGTAGT 4260 

ATATATTGTT TCTGTACAAA AATGACTGTA TTCTCTCACC AGTAGGACTT AAACTTTGTT 4320 

TCTCCAGTGG CTTAGCTCCT GTTCCTTTGG GTGATCACTA GCACCCATTT TTGAGAAAGC 4380 

TGGTTCTACA TGGGGGGATA GCTGTGGAAT AGATAATTTG CTGCATGTTA ATTCTCAAGA 4440 

ACTAAGCCTG TGCCAGTGCT TTCCTAAGCA GTATACCTTT AATCAGAACT CATTCCCAGA 4500 

ACCTGGATGC TATTACACAT GCTTTTAAGA AACGTCAATG TATATCCTTT TATAACTCTA 4560 

CCACTTTGGG GCAAGCTATT CCAGCACTGG TTTTGAATGC TGTATGCAAC CAGTCTGAAT 4620 

ACCACATACG CTGCACTGTT CTTAGAGGGT TTCCATACTT ACCACCGATC TACAAGGGTT 4680 

GATCCCTGTT TTTACCATCA ATCATCACCC TGTGGTGCAA CACTTGAAAG ACCCGGCTAG 4740 

AGGCACTATG GACTTCAGGA TCCACTAGAC AGTTTTCAGT TTGCTTGGAG GTAGCTGGGT 4800 

AATCAAAAAT GTTTAGTCAT TGATTCAATG TGAACGATTA CGGTCTTTAT GACCAAGAGT 4860 

CTGAAAATCT TTTTGTTATG CTGTTTAGTA TTCGTTTGAT ATTGTTACTT TTCACCTGTT 4920 

GAGCCCAAAT TCAGGATTGG TTCAGTGGCA GCAATGAAGT TGCCATTTAA ATTTGTTCAT 4980 

AGCCTACATC ACCAAGGTCT CTGTGTCAAA CCTGTGGCCA CTCTATATGC ACTTTGTTTA 5040 
CTCTTTATAC AAATAAATAT ACTAAAGACT TT 

Seq ID NO: B64 Protein sequence 
Protein Accession #; A39577 



MQYLNIKEDC 
CIRAAQACRI 



NNVFKDFLKE 
WFHSNDGGNV 
EEWNNFSFFP 
HYLCTDVAPP 
CFEKSEQVQG 
KRCCQPKPRE 
TLMDYKDDEG 
VENIMVEEPV 
LLAREGIDSE 
TTLWEICYNG 
IMRDINKLEE 
TGEQVAVKSL 
SGSLKEYLPK 
DFGLTKAIET 
DSSPMALFLK 
SFQNLIEGFE 
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I 

NAMAFCAKMR 
SPLCHNLFAL 
PKKQKNGYEK 
GMAVLAISHY 
FNNKTICDSS 
LYYEVMVTGN 
EITH1VIKES 
LIVHNIQNGC 
AQKQFKNFQI 
ISNLLVATKK 
TSEEKKIKVI 
EGGPLDLFMH 
CGPFIKLSDP 
BIPLKDKTLI 
QNPDIVSRKK 
KPBSGGNHIA 
NKNKINLKQQ 
DKEYYTVKDD 
MIGPTHGQMT 
ALLK 



21 
I 

SSKKTEVNLE 
YDENTKliWYA 
KKIPDATPLL 
AMMKKMQLPE 
VSTHDLKVKY 
LGIQWRHKPN 
WSINKQDNK 
HGPICTEYAI 
EV0KGRYSLH 
AQEWQPVYPM 
LKVLDPSHRD 
RKSDVLTTPW 
GIPITVLSRQ 



31 
I 

APEPGVEVIF 
PNRTITVDDK 
DASSLEYLFA 
LPKDISYKRY 
LATLETLTKH 
WSVEKEKNK 



NQPTEVDPTH 
DIiKKEZEILR 
LKYAVQICKG 
RDSPVPWYAP 
VTRLVNTLKE 



GSDRSFPSLG 
SQLSFDRILK 
ISLAFFEAAS 
KFKVAKQLAS 
BCIERIPWIA 
RPVTPSCKEL 
FEKRFLKRIR 
NLYHENIVKY 
MDYLGSRQYV 
ECLMQSKFYI 
GKRLPCPPNC 



41 
I 

YLSDREPLRL 
MSLRLHYRMR 
QGQYDtiVKCL 
IPETLNKSIR 
YGAEIFETSM 
LKRKKLENKD 
EALSFVSLVD 
GMYVLRWSCT 
DLMSHLKKQI 
KDLVQGEHLG 
HMRQVSHKHI 
ALSYLEDKDL 
PECVEDSKNL 
ADLMTRCMNY' 
DLGEGHFGKV 
KGICTEDGGN 
ERDLAARNVL 
ASDWSFGVT 
PDEVYQLMRK 



51 

I 

GSGEYTAEEL 
FYFTNWHGTN 
APIRDPKTEQ 
QRNLLTRMRI 
LLISSENEMN 
KKDEEKNKIR 
GYFRLTADAH 
DFDNILMTVT 
LRTDNISFML 
RGTRTHIYSG 
VYLYGVCVRD 
VHGNVCTKNIj 
SVAADKWSFG 
DPNQRPFFRA 
ELCRYDPEDN 
GIKLIMEFLP 
VESEHQVKIG 
LHELLTYCDS 
CWEFQPSNRT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



Seq ID NO: B65 DNA sequence 

Nucleic Acid Accession #: NM_004B67.1 

Coding sequence : 140 . . 931 



GATCCCAGAC 
TAACAGGATC 
CGCAGCCCGA 
GGAGGAGGCG 
GACCGGCAAG 
GCTTACTCTC 
TTACAAGTAC 
TGAGGATCCT 
GGCTGACATT 
TGATAGTGAC 
CTTGTTGCTG 



11 
i 

CTCGGCTTGC 
TCCTCTTGCA 
AGATTCACTA 
CGGCAAGACG 
GAGCTCCGAG 
TTAGGCCTTT 
TTCATGCCCA 
GCAAATTCCC 
CGTGAGGATG 
CCTGCAGCAA 
GGGAACTGCT 



21 
I 

AGTAGTGTTA 
GTCTGCAGCC 
TGGTGAAAAT 
TGGAGGCCCT 
TTGCCACCCA 
CATTCATCTT 
AGAGCACCAT 
TTCGTGGAGG 
ACAACATTGC 
TTATTCATGA 
ATCTGATGCC 
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AAATCTGGTA GAGCTCTTTG GCAAACTGGC GAGTGGCAGA TATCTGCCTC AAACTTATGT 720 
GGTTCGAGAA GACCTAGTTG CTGTGGAGGA AATTCGTGAT GTTAGTAACC TTGGCATCTT 780 
TATTTACCAA CTTTGCAATA ACAGAAAGTC CTTCCGCCTT OGTCGCAGAG ACCTCTTGCT B40 
GGGTTTCAAC AAACGTGCCA TTGATAAATG CTGGAAGATT AGACACTTCC CCAAOGAATT 900 
5 TATTGTTGAG ACCAAGATCT GTCAAGAGTA AGAGGCAACA GATAGAGTGT CCTTGGTAAT 960 
AAQAAGTCAG AGATTTACAA TATGACTTTA ACATTAAGGT TTATGGGATA CTCAAGATAT 1020 
TTACTCATGC ATTTACTCTA TTGCTTATGC CGTAAAAAAA AAAAAAAAAA AAAAAAAAAA 1080 
AA 

10 Seq ID NO: B66 Protein sequence 
Protein Accession ft: NP_0048S8.l 

1 11 21 31 41 SI 

I I I 1 I I 

15 MVKIAFNTPT AVQKSEARQD VEALLSRTVR TQILTGKELR VATQEKEGSS GRCMLTLLGL 60 

SFILAGLIVG GACIYKYFMP KSTIYRGEMC PFDSEDPANS LRGGEPNPbP VTEEADIRED 120 

DNIAIIDVPV PSFSDSDPAA IIHDPEKGMT AYLDLLLGNC YLMPLNTSIV MPPKNLVELF 180 

GKLASGRYLP QTYWREDLV AVEEIRDVSN LGIFIYQLCN NRKSFRLRRR DLLLGFNKRA 240 
IDKCWKIRHF PNEFIVETKI CQE 



20 



25 



Seq ID NO: B67 DNA sequence 

Nucleic Acid Accession #: XM_083862.1 

Coding sequencer 121.. 813 



1 11 21 31 41 51 

I I I I I I 

ACGCGGGAGG TCTGAGCTGT GGGCTGAGGC AGCGCAGCCG CTGCGCCAGG GTGCGOGATG 60 

CCTTGAACCT GGGAAACTAT GTGAAGCAAC ACTCTGGATT TTGAAAGACA TCTTTTCATC 120 

ATGGGACAGC AAATTTCGGA TCAGACACAG TTGGTTATTA ACAAGTTACC AGAAAAAGTA 180 

30 GCAAAACATG TTACGTTGGT TCGAGAGAGT GGCTCCTTAA CTTATGAAGA ATTTCTCGGG 240 

AGAGTAGCTG AGCTTAATGA TGTAACGGCT AAAGTGGCTT CTGGCCAGGA AAAACATCTT 300 

CTCTTTGAGG TACAACCTGG GTCTGATTCC TCTGCTTTTT GGAAAGTGGT TGTACGGGTG 360 

GTCTGTACCA AGATTAACAA AAGCAGTGGC ATTGTGGAGG CATCACGGAT CATGAATTTA 420 

TACCAGTTTA TTCAACTTTA TAAAGATATC ACAAGTCAAG CAGCAGGAGT ATCGGCACAG 480 

35 AGCTCCACCT CTGAAGAACC TGATGAAAAC TCATCCTCTG TAACATCTTG TCAGGCTAGT 540 

CTTTGGATGG GAAGGGTGAA GCAGCTGACC GATGAGGAGG AGTGTTGTAT CTGTATGGAT 600 

GGGCGGGCTG ACCTCATCCT GCCTTGTGCT CACAGCTTTT GTCAGAAGTG TATTGATAAA 660 

TGGAGTGATC GACACAGGAA TTGCCCTATT TGTCGCCTAC AGATGACTGG AGCAAATGAA 720 

TCTTGGGTGG TATCAGATGC ACCCACTGAA GATGATATGG CTAACTATAT TCTTAACATG 780 

40 GCTGATGAGG CAGGCCAGCC CCACAGGCCA TGACCTTGAA GTGAAAGTCT TCTGTTGCTA 840 

TTGTGGGCTC AAATATTTGG TCATGGGGGA AGAATGTAGG GTTGTGGCAC TGGCACAGAC 900 

ACAGGAAAAT CCATTTTCCC CACTCTTTTA TTTTTGCTAT TCTGATCATT TGTCCCCCTT 960 
TTAAAAATAA ACTTCCCATG TCTTCCAAAA AAAAAAAAAA AAAAA 

45 Seq ID NO: B6B Protein sequence 
Protein Accession #: XP_0B3B62.1 

1 11 21 31 41 SI 

50 MGQQISDQTQ LVINKLPEKV AKHVTLVRES GSLTYEEFLG RVAELNDVTA KVASGQEKHL 60 

LFEVQPGSDS SAFWKWVRV VCTKINKSSG IVEASRIMNL YQFIQLYKDI TSQAAGVLAQ 120 

SSTSEEPDEN SSSVTSOQAS LWMGRVKQLT DEEECCICMD GRADLILPCA HSFCQKCIDK 180 
WSDRHRNCPI CRLQMTGANE SWWSDAPTE DDMANYILNM ADEAGQPHRP 

55 Seq ID NO » B69 DNA sequence 

Nucleic Acid Accession #: NM_002975.1 
Coding sequence: 180.. 1151 

1 11 21 31 41 51 

60 | | | | | I 

CGACCAACGG ACCGGACAGA GACGAGGAGA GGAACAGGAA GAGAGAAGCT GGGAGAATCG 60 

GGAACCTGGG GGCTAGTGAC CTGCACACAG GGCAGGGGCA CTCGGCAGTT CCCAGAGGCC 120 

ACCCCTCCCA CCCCAGACAT CCAGACATCT GGAACTTTGG GTGCCAAGAG TCCAGCTTAA 180 

TGCAGGCAGC CTGGCTTTTG GGGGCTTTGG TGGTCCCCCA GCTCTTGGGC TTTGGCCATG 240 

65 GGGCTCGGGG AGCAGAGAGG GAGTGGGAGG GAGGCTGGGG AGGTGCCCAG GAGGAGGAGC 300 

GGGAGAGGGA GGCCCTGATG CTGAAGCATC TGCAGGAAGC CCTAGGACTG CCTGCTGGGA 360 

GGGGGGATGA GAATCCTGCC GGAACTGTTG AGGGAAAAGA GGACTGGGAG ATGGAGGAGG 420 

ACCAGGGGGA GGAAGAGGAG GAGGAAGCAA CGCCAACCCC ATCCTCCGGC CCCAGCCCCT 480 

CTCCCACCCC TGAGGACATC GTCACTTACA TCCTGGGCCG CCTGGCCGGC CTGGACGCAG 540 

70 GCCTGCACCA GCTGCACGTC CGTCTGCACG CGTTGGACAC CCGCGTGGTC GAGCTGACCC 600 

AGGGGCTGCG GCAGCTGCGG AACGCGGCAG GCGACACCCG CGATGCCGTG CAAGCCCTGC 660 

AGGAGGCGCA GGGTCGCGCC GAGCGCGAGC ACGGCCGCTT GGAGGGCTGC CTGAAGGGGC 720 

TGCGCCTGGG CCACAAGTGC TTCCTGCTCT CGCGCGACTT CGAAGCTCAG GCGGCGGCGC 780 

AGGCGCGGTG CACGGCGOGG GGCGGGAGCC TGGCGCAGCC GGCAGACCGC CAGCAGATGG 840 

75 AGGCGCTCAC TCGGTACCTG CGCGCGGCGC TCGCTCCCTA CAACTGGCCC GTGTGGCTGG 900 

GCGTGCACGA TCGGCGCGCC GAGGGCCTCT ACCTCTTCGA AAACGGCCAG CGCGTGTCCT 960 

TCTTCGCCTG GCATCGCTCA CCCCGCCCCG AGCTCGGCGC CCAGCCCAGC GCCTCGCCGC 1020 

ATCCGCTCAG CCCGGACCAG CCCAACGGTG GCACGCTCGA GAACTGCGTG GCGCAGGCCT 1080 

or . CTGACGACGG CTCCTGGTGG GACCACGACT GCCAGCGGCG TCTCTACTAC GTC TGCG AGT 1140 

80 TCCCCTTCTA GCGGGGCCGG TACCCCGCCT CCTTGCCCAT CCCACCACCC GGCCTTTCCC 1200 

TGCGCCGTGC CCACCCTCCT CCGGAATCGC CCTTCCCTTC CTGGCCACGA ATGGCAGCGT 1260 

CCTCCCCGAC CCCCAGTCTG GGCGCTTCTG GGAGGGCTCT TGCGGTGCCG GCACTCCTCC 1320 

TTGTTAGTGT CTTTCCTTGA AGGGGCGGGC ACCAGGCTAG GTCCGGTGCC AATAAATCCT 1380 
TGTGGAATCT GAAAAAAAAA AAAAAAA 
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Seq ID NO: B70 Protein sequence 
Protein Accession 8: NP_002966.1 

1 11 21 31 

I I I I 

KQAAWLLGAL WPQLLGFGH GARGAEREWE GGWGGAQEBB 
RGDENPAGTV EGKEDWEMEE DQGEEEEEEA TPTPSSGPSP 
GLHQLHVRLH ALDTRWELT QGLRQLRNAA GDTRDAVQAL 
LRLGHKCFLL SRDFEAQAAA QARCTARGGS LAQPADRQQM 
GVHDRRAEGL YLFENGQRVS FFAWHRSPRP ELGAQPSASP 
SDDGSWWDHD CORRLYYVCE FPF 

Seq ID KOr B71 DNA sequence 

Nucleic Acid Accession #: BC0 00 839.1 



41 
I 

REREALMLKH 
SPTPEDIVTY 
QEAQGRAERE 
EALTRYLRAA 
HPLSPDQPNG 



51 
I 

LQEALGLPAG 
ILGRLAGLDA 
HGRLEGCLKG 
LAPYNWPVWL 
GTLENCVAQA 



60 
120 
180 
240 
300 



CTGGCCAGGG 
TGGGGCTTTG 
GAGGACCTTT 
GCCCTGCAAG 
GTTGACCTAA 
GAGAGCTCTG 
GACCCATCTT 
GGGGAATTCA 
CTTACAGAGC 
TAACCAATAA 
TTGAGGAAAA 
GGTGTATAAA 
GGACAACCTA 
GTGTTAGCAG 
GTGTATCACA 
CCTGCCCTTT 
CCATAGCTTT 
TTCATGGCAC 
GGCACTGTAT 
TGAACTTCCC 
GTCATGAGCC 
CATTCAGGGC 
TGTTGCTGTG 



11 
I 

CGACTGGCGG 
TGAAGGACAA 
TCACAGACCT 
CCTCCTTCTT 
TGTCTTATTG 
TTGTTGCAAT 
TATGCAAAGC 
GCTGCCTCCC 
AGCTTGTTGC 
CCTGCTTGGC 
CTAGGTGTCT 
AAATGGAATC 
GCTGTTGAAA 
ATACAGATTA 
TTTCTGTATT 
TGTTTTTTAG 
AAGAGATCCT 
CCAGACTTTG 
AGATGACCAC 
ATAACTCCAC 
TTTAGGTCTC 
CTTGCTCTTC 
TTGGTTGTTG 



21 
I 

ATAAGGTCTT 
AATGGCGATG 
GTACTGAGCT 
AGCCGTCTGT 
GGCTCCTGTC 
GTTCAGCCCA 
CAGCGTTACA 
AGGGTGAATA 
TATATACCAT 
TCAAAGGGCC 
GTGTTCACTC 
TGTCTTGGAG 
AGCTTTCTGG 
AGACACTGGG 
TTATCACCCC 
ATACAAGGGC 
CTCACCACAG 
CTGCCTTTCT 
TTTCGTAAAC 
TTCGTGTCTG 
CATTTGCATA 
ACTTCAAAAA 
ATGAAAATAA 



GCGGGCCGTG 
CCGTGAGGAT 
TCAGAAAATA 
TGCAGGATTT 
CAAGAGCTTA 
GTAATGTTCC 
CAGGTATTCC 
TGAAAAGCCT 
AGCACCTTCT 
CAGGCTGAAG 
GACATCAGAA 
GTTTGGGGGG 
AGCCAATGAA 
CTTCCTGCAA 
TTGGTTTTGT 
ATTTCCAAAG 
TACATGATCC 
TACTGACCTA 
TTCCTCTGTA 
TTGCAAATAC 
AGGTTCCCTT 
TAAAATGATT 



41 
I 

TOGAGGCTTA 
TAGGTCCCCC 
AAGTAACTCT 
GCGTTTTCGA 
ACGCGCACGT 
CTGGTGAAGG 
AGCATCTCAT 
TGATGACAGT 
TCAGAGCTGA 
CTCTAAAGCC 
TTACAGGTCT 
GGTGAATTTT 
TATTTCAGAT 
ACAGCAGTTG 
CATTATTTAT 
TACCCAGGCT 
TGCTGGGATT 
AGGCCCAGAA 
GCTTGTTGCC 
TACAGCCACC 
TATGTTCCAT 
GAGGACTGGC 
GATTACATAA 



51 
I 

AAAGTAGCAG 
TTCCTATGAT 
GAGGAGATGG 
AATGCCCTGA 
TGGAACCGAA 
AATGGGACAA 
AATCTATCCT 
CTGCCTCTAT 
GAGGTACTAC 
CAAGAGGAGT 
GAGCAAATAA 
CCAAGTTCTT 
GTACCTTAAA 
AGGGTTTGCT 
CTGGAATCTA 
GQTTTCAAGG 
GCAGGTGTGA 
CCCAAACTCA 
AATTGTTGAT 
TTCTGTTCCC 
GTAGGTAGCT 
TGTCAATTTG 
AAAAAAAAAA 



Seq ID NO: B72 DNA sequence 

Nucleic Acid Accession 8: CAT cluster 



l 
I 

TGCTAGTAGG 
CTTTGTACTT 
CGCACTATGG 
CGTGGCCTCG 
GGCCGTGTAG 
TGAGGATAAA 
GAAAATAGCG 
AGGATTTACG 
GAGCTTACTG 
ATGTTCCAGC 
GTATTCCTGA 
AAAGCCTTCA 
ACCTTCTCTC 
GCTGAAGTTA 
ATCAGAAGGT 
TGGGGGGTAT 
CAATGAAACA 
CCTGCAACAT 
GTTTTGTTAC 
TCCAAAGTGC 
ATGATCCAGG 
TGACCTAGCT 
CTCTGTATAC 
CAAATACTAT 
TTCCCTTGAG 
AATGATTGAT 
GGCCGCGCTT 



11 
I 

GCCTGGGTTA 
GTCTTTTTCT 
CACGAGGCTC 
AGGCTTAAAA 
GTCCCCCTTC 
TAACTCTGAG 
TTTTCGAAAT 
CGCACGTTGG 
GTGAAGGAAT 
ATCTCATAAT 
TGACAGTCTG 
GAGCTGAGAG 
TAAAGCCCAA 
CAGGTCTGAG 
GAATTTTCCA 
TTCAGATGTA 
GCAGTTGAGG 
TATTTATCTG 
CCAGGCTGGT 
TGGGATTGCA 
CCCAGAACCC 
TGTTGCCAAT 
AGCCACCTTC 
GTTCCATGTA 
GACTGGCTGT 
TACATAAAAA 
TTTCGCGGGC 



21 
I 

ATCGGCCGAG 
TTTATTTTCT 
GTGCTGCCTG 
GTAGCAGTGG 
CTATGATGAG 
GAGATGGGCC 
GCCCTGAGTT 
AACCGAAGAG 
GGGACAAGAC 
CTATCCTGGG 
CCTCTATCTT 
GTACTACTAA 
GAGGAGTTTG 
CAAATAAGGT 
AGTTCTTGGA 
CCTTAAAGTG 
GTTTGCTGTG 
GAATCTACCT 
TTCAAGGCCA 
GGTGTGATTC 
AAACTCAGGC 
TGTTGATTGA 
TGTTCCCGTC 
GGTAGCTCAT 
CAATTTGTGT 
AAAAAAAAAA 
GCACAAAGTT 



31 
I 

GGTGGCTTCG 
TTTGAGCGAT 
GCCAGGGCGA 
GGCTTTGTGA 
GACCTTTTCA 
CTGCAAGCCT 
GACCTAATGT 
AGCTCTGTTG 
CCATCTTTAT 
GAATTCAGCT 
ACAGAGCAGC 
CCAATAACCT 
AGGAAAACTA 
GTATAAAAAA 
CAACCTAGCT 
TTAGCAGACA 
TATCACATTT 
GCCCTTTTGT 
TAGCTTTAAG 
ATGGCACCCA 
ACTGTATAGA 
ACTTCCCATA 
ATGAGCCTTT 
TCAGGGCCTT 
TGCTGTGTTG 
AAAAAAAAAA 
ATAAAACGCC 



41 
I 

TGGTCTTTAT 
TGTGCGAACA 
CTGGOGGATA 
AGGACAAAAT 
CAGACCTGTA 
CTTGCTTAGC 
CTTATTGGGC 
TTGCAATGTT 
GCAAAGCCAG 
GCCTCCCAGG 
TTGTTGCTAT 
GCTTGGCTCA 
GGTGTCTGTG 
TGGAATCTGT 
GTTGAAAAGC 
CAGATTAAGA 
CTGTATTTTA 
TTTTTAGATA 
AGATCCTCTC 
GACTTTGCTG 
TGACCACTTT 
ACTCCACTTC 
AGGTCTCCAT 
GCTCTTCACT 
GTTGTTGATG 
AAAAAACAAA 
GTCCATC 



60 
120 

ieo 

240 
300 
360 
420 
4B0 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



51 
I 

AGCTGTTACT 
TAGCATAGCA 
AGGTCTTGTG 
GGCGATGGCG 
CTGAGCTCCG 
CGTCTGTTCA 
TCCTGTCTGC 
CAGCCCACAA 
CGTTACAGTA 
GTGAATACAG 
ATACCATTGA 
AAGGGCCAGC 
TTCACTCCAG 
CTTGGAGGAC 
TTTCTGGGTT 
CACTGGGAGC 
TCACCCCCTT 
CAAGGGCTTG 
ACCACAGATT 
CCTTTCTTAC 
CGTAAACTAC 
GTGTCTGTTC 
TTGCATATTG 
TCAAAAAAGG 
AAAATAATAA 
CACAAAAAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



Seq ID NO: B73 sequence 

Nucleic Acid Accession #: NM_000222.1 

Coding sequence: 22.. 2 952 

I 11 21 31 41 51 

II I I I I 
GATCCCATCG CAGCTACCGC GATGAGAGGC GCTCGCGGCG CCTGGGATTT TCTCTGCGTT 
CTGCTCCTAC TGCTTCGCGT CCAGACAGGC TCTTCTCAAC CATCTGTGAG TCCAGGGGAA 



60 
120 
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CCGTCTCCAC CATCCATCCA TCCAGGAAAA TCAGACTTAA TAGTCCGCGT GGGCGACGAG 180 
ATTAGGCTGT TATGCACTGA TCCGGGCTTT GTCAAATGGA CTTTTGAGAT CCTGGATGAA 240 
ACGAATGAGA ATAAGCAGAA TGAATGGATC ACGGAAAAGG CAGAAGCCAC CAACACCGGC 300 
AAATACACGT GCACCAACAA ACACGGCTTA AGCAATTCCA TTTATGTGTT TGTTAGAGAT 360 
5 CCTGCCAAGC TTTTCCTTGT TGACCGCTCC TTGTATGGGA AAGAAGACAA CGACACGCTG 420 
GTCCGCTGTC CTCTCACAGA CCCAGAAGTG ACCAATTATT CCCTCAAGGG GTGCCAGGGG 480 
AAGCCTCTTC CCAAGGACTT GAGGTTTATT CCTGACCCCA AGGOGGGCAT CATGATCAAA 540 
AGTGTGAAAC GCGCCTACCA TCGGCTCTGT CTGCATTGTT CTGTGGACCA GGAGGGCAAG 600 
TCAGTGCTGT CGGAAAAATT CATCCTGAAA GTGAGGCCAG CCTTCAAAGC TGTGCCTGTT 660 
10 GTGTCTGTGT CCAAAGCAAG CTATCTTCTT AGGGAAGGGG AAGAATTCAC AGTGACGTGC 720 
ACAATAAAAG ATGTGTCTAG TTCTGTGTAC TCAACGTGGA AAAGAGAAAA CAGTCAGACT 780 
AAACTACAGG AGAAATATAA TAGCTGGCAT CACGGTGACT TCAATTATGA ACGTCAGGCA 840 
ACGTTGACTA TCAGTTCAGC GAGAGTTAAT GATTCTGGAG TGTTCATGTG TTATGCCAAT 900 
AATACTTTTG GATCAGCAAA TGTCACAACA ACCTTGGAAG TAGTAGATAA AGGATTCATT 960 
15 AATATCTTCC CCATGATAAA CACTACAGTA TTTGTAAACG ATGGAGAAAA TGTAGATTTG 1020 
ATTGTTGAAT ATGAAGCATT CCCCAAACCT GAACACCAGC AGTGGATCTA TATGAACAGA 1080 
ACCTTCACTG ATAAATGGGA AGATTATCCC AAGTCTGAGA ATGAAAGTAA TATCAGATAC 1140 
GTAAGTGAAC TTCATCTAAC GAGATTAAAA GGCACCGAAG GAGGCACTTA CACATTCCTA 1200 
GTGTCCAATT CTGACGTCAA TGCTGCCATA GCATTTAATG TTTATGTGAA TACAAAACCA 1260 
20 GAAATCCTGA CTTACGACAG GCTCGTGAAT GGCATGCTCC AATGTGTGGC AGCAGGATTC 1320 
CCAGAGCCCA CAATAGATTG GTATTTTTGT CCAGGAACTG AGCAGAGATG CTCTGCTTCT 1380 
GTACTGCCAG TGGATGTGCA GACACTAAAC TCATCTGGGC CACCGTTTGG AAAGCTAGTG 1440 
GTTCAGAGTT CTATAGATTC TAGTGCATTC AAGCACAATG GCACGGTTGA ATGTAAGGCT 1500 
TACAACGATG TGGGCAAGAC TTCTGCCTAT TTTAACTTTG CATTTAAAGG TAACAACAAA 1560 
25 GAGCAAATCC ATCCCCACAC CCTGTTCACT CCTTTGCTGA TTGGTTTCGT AATCGTAGCT 1620 
GGCATGATGT GCATTATTGT GATGATTCTG ACCTACAAAT ATTTACAGAA ACCCATGTAT 1680 
GAAGTACAGT GGAAGGTTGT TGAGGAGATA AATGGAAACA ATTATGTTTA CATAGACCCA 1740 
ACACAACTTC CTTATGATCA CAAATGGGAG TTTCCCAGAA ACAGGCTGAG TTTTGGGAAA 1800 
ACCCTGGGTG CTGGAGCTTT CGGGAAGGTT GTTGAGGCAA CTGCTTATGG CTTAATTAAG 1860 
30 TCAGATGCGG CCATGACTGT CGCTGTAAAG ATGCTCAAGC CGAGTGCCCA TTTGACAGAA 1920 
CGGGAAGCCC TCATGTCTGA ACTCAAAGTC CTGAGTTACC TTGGTAATCA CATGAATATT 1980 
GTGAATCTAC TTGGAGCCTG CACCATTGGA GGGCCCACCC TGGTCATTAC AGAATATTGT 2040 
TGCTATGGTG ATCTTTTGAA TTTTTTGAGA AGAAAACGTG ATTCATTTAT TTGTTCAAAG 2100 
CAGGAAGATC ATGCAGAAGC TGCACTTTAT AAGAATCTTC TGCATTCAAA GGAGTCTTCC 2160 
35 TGCAGCGATA GTACTAATGA GTACATGGAC ATGAAACCTG GAGTTTCTTA TGTTGTCCCA 2220 
ACCAAGGCCG ACAAAAGGAG ATCTGTGAGA ATAGGCTCAT ACATAGAAAG AGATGTGACT 2280 
CCCGCCATCA TGGAGGATGA CGAGTTGGCC CTAGACTTAG AAGACTTGCT GAGCTTTTCT 2340 
TACCAGGTGG CAAAGGGCAT GGCTTTCCTC GCCTCCAAGA ATTGTATTCA CAGAGACTTG 2400 
GCAGCCAGAA ATATCCTCCT TACTCATGGT CGGATCACAA AGATTTGTGA TTTTGGTCTA 2460 
40 GCCAGAGACA TCAAGAATGA TTCTAATTAT GTGGTTAAAG GAAACGCTCG ACTACCTGTG 2520 
AAGTGGATGG CACCTGAAAG CATTTTCAAC TGTGTATACA CGTTTGAAAG TGACGTCTGG 2580 
TCCTATGGGA TTTTTCTTTG GGAGCTGTTC TCTTTAGGAA GCAGCCCCTA TCCTGGAATG 2640 
CCGGTCGATT CTAAGTTCTA CAAGATGATC AAGGAAGGCT TCCGGATGCT CAGCCCTGAA 2700 
CACGCACCTG CTGAAATGTA TGACATAATG AAGACTTGCT GGGATGCAGA TCCCCTAAAA 2760 
45 AGACCAACAT TCAAGCAAAT TGTTCAGCTA ATTGAGAAGC AGATTTCAGA GAGCACCAAT 2820 
CATATTTACT CCAACTTAGC AAACTGCAGC CCCAACCGAC AGAAGCCCGT GGTAGACCAT 2880 
TCTGTGCGGA TCAATTCTGT CGGCAGCACC GCTTCCTCCT CCCAGCCTCT GCTTGTGCAC 2940 
GACGATGTCT GAGCAGAATC AGTGTTTGGG TCACCCCTCC AGGAATGATC TCTTCTTTTG 3000 
GCTTCCATGA TGGTTATTTT CTTTTCTTTC AACTTGCATC CAACTCCAGG ATAGTGGGCA 3060 
50 CCCCACTGCA ATCCTGTCTT TCTGAGCACA . CTTTAGTGGC CGATGATTTT TGTCATCAGC 3120 
CACCATCCTA TTGCAAAGGT TCCAACTGTA TATATTCCCA ATAGCAACGT AGCTTCTACC 3180 
ATGAACAGAA AACATTCTGA TTTGGAAAAA GAGAGGGAGG TATGGACTGG GGGCCAGAGT 3240 
CCTTTCCAAG GCTTCTCCAA TTCTGCCCAA AAATATGGTT GATAGTTTAC CTGAATAAAT 3300 
GGTAGTAATC ACAGTTGGCC TTCAGAACCA TCCATAGTAG TATGATGATA CAAGATTAGA 3360 
55 AGCTGAAAAC CTAAGTCCTT TATGTGGAAA ACAGAACATC ATTAGAACAA AGGACAGAGT 3420 
ATGAACACCT GGGCTTAAGA AATCTAGTAT TTCATGCTGG GAATGAGACA TAGGCCATGA 3480 
AAAAAATGAT CCCCAAGTGT GAACAAAAGA TGCTCTTCTG TGGACCACTG CATGAGCTTT 3540 
TATACTACCG ACCTGGTTTT TAAATAGAGT TTGCTATTAG AGCATTGAAT TGGAGAGAAG 3600 
GCCTCCCTAG CCAGCACTTG TATATACGCA TCTATAAATT GTCCGTGTTC ATACATTTGA 3660 
60 GGGGAAAACA CCATAAGGTT TCGTTTCTGT ATACAACCCT GGCATTATGT CCACTGTGTA 3720 
TAGAAGTAGA TTAAGAGCCA TATAAGTTTG AAGGAAACAG TTAATACCAT TTTTTAAGGA 3780 
AACAATATAA CCACAAAGCA CAGTTTGAAC AAAATCTCCT CTTTTAGCTG ATGAACTTAT 3840 
TCTGTAGATT CTGTGGAACA AGCCTATCAG CTTCAGAATG GCATTGTACT CAATGGATTT 3900 
GATGCTGTTT GACAAAGTTA CTGATTCACT GCATGGCTCC CACAGGAGTG GGAAAACACT 3960 
65 GCCATCTTAG TTTGGATTCT TATGTAGCAG GAAATAAAGT ATAGGTTTAG CCTCCTTCGC 4020 
AGGCATGTCC TGGACACCGG GCCAGTATCT ATATATGTGT ATGTACGTTT GTATGTGTGT 4080 
AGACAAATAT TTGGAGGGGT ATTTTTGCCC TGAGTCCAAG AGGGTCCTTT AGTACCTGAA 4140 
AAGTAACTTG GCTTTCATTA TTAGTACTGC TCTTGTTTCT TTTCACATAG CTGTCTAGAG 4200 
TAGCTTACCA GAAGCTTCCA TAGTGGTGCA GAGGAAGTGG AAGGCATCAG TCCCTATGTA 4260 
70 TTTGCAGTTC ACCTGCACTT AAGGCACTCT GTTATTTAGA CTCATCTTAC TGTACCTGTT 4320 
CCTTAGACCT TCCATAATGC TACTGTCTCA CTGAAACATT TAAATTTTAC CCTTTAGACT 4380 
GTAGCCTGGA TATTATTCTT GTAGTTTACC TCTTTAAAAA CAAAACAAAA CAAAACAAAA 4440 
AACTCCCCTT CCTCACTGCC CAATATAAAA GGCAAATGTG TACATGGCAG AGTTTGTGTG 4500 
TTGTCTTGAA AGATTCAGGT ATGTTGCCTT TATGGTTTCC CCCTTCTACA TTTCTTAGAC 4560 
75 TACATTTAGA GAACTGTGGC CGTTATCTGG AAGTAACCAT TTGCACTGGA GTTCTATGCT 4620 
CTCGCACCTT TCCAAAGTTA ACAGATTTTG GGGTTGTGTT GTCACCCAAG AGATTGTTGT 4680 
TTGCCATACT TTGTCTGAAA AATTCCTTTG TGTTTCTATT GACTTCAATG ATAGTAAGAA 4740 
AAGTGGTTGT TAGTTATAGA TGTCTAGGTA CTTCAGGGGC ACTTCATTGA GAGTTTTGTC 4800 
TTGCCATACT TTGTCTGAAA AATTCCTTTG TGTTTCTATT GACTTCAATG ATAGTAAGAA 4860 
80 AAGTGGTTGT TAGTTATAGA TGTCTAGGTA CTTCAGGGGC ACTTCATTGA GAGTTTTGTC 4920 
AATGTCTTTT GAATATTCCC AAGCCCATGA GTCCTTGAAA ATATTTTTTA TATATACAGT 4980 
AACTTTATGT GTAAATACAT AAGCGGCGTA AGTTTAAAGG ATGTTGGTGT TCCACGTGTT 5040 
TTATTCCTGT ATGTTGTCCA ATTGTTGACA GTTCTGAAGA ATTC 
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Seq ID NO: B74 protein sequence 
Protein Accession ft: NP_000213.l 

1 11 21 31 41 SI 

5 | 1 | I I 1 

MRGARGAWDF LCVLLLLLRV QTGSSQPSVS PGEPSPPSIH PGKSDLIVRV GDEIRLLCTD 60 

PGFVKWTFEI LDETNENKQN EWITEKAEAT NTGKYTCTNK HGLSNSIYVF VRDPAKLFLV 120 

DRSLYGKEDN DTLVRCPLTD PEVTNYSLKG CQGKPLPKDL RFIPDPKAGI MIKSVKRAYH 180 

RLCLHCSVDQ EGKSVLSEKF ILKVRPAFKA VPWSVSKAS YLLREGEEFT VTCTIKDVSS 240 

10 SVYSTWKREN SQTKLQEKYN SWHHGDFNYE RQATLTISSA RVKDSGVFMC YANNTFGSAN 300 

VTTTLEWDK GFINIFPMIN TTVPVNDGEN VDLIVEYEAF PKPEHQQWIY MNRTFTDKWE 360 

DYPKSENESN IRYVSELHLT RLKGTEGGTY TFLVSNSDVN AAIAFNVYVN TKPEILTYDR 420 

LVNGMLQCVA AGFPEPTIDW YFCPGTEQRC SASVLPVDVQ TLNSSGPPFG KLWQSSIDS 480 

SAFKHNGTVE CKAYNDVGKT SAYFNFAFKG NNKEQIHPHT LFTPLLIGFV IVAGMMCIIV S40 

15 MILTYKYLQK PMYEVQWKW EEINGNNYVY IDPTQLPYDH KWEFPRNRLS FGKTLGAGAF 600 

GKWEATAYG LIKSDAAMTV AVKMliKPSAH LTEREALMSE LKVLSYLGNH MNIVNIiLGAC 660 

TIGGPTLVIT EYCCYGDLLN FLRRKRDSFI CSKQEDHAEA ALYKNLLHSK ESSCSDSTNE 720 

YMDMKPGVSY WPTKADKRR SVRIGSYIER DVTPAIMEDD ELALDLEDLL SFSYQVAKGM 780 

AFLASKNCIH RDLAARNILL THGRITKICD FGLARDIKND SNYWKGNAR LPVKWMAPES 840 

20 IFNCVYTFES DVWSYGIFLW ELFSLGSSPY PGMPVDSKFY KMIKEGFRML SPEHAPAEMY 900 

DIMKTCWDAD PLKRPTFKQI VQLIEKQISE STNHIYSNLA NCSPNRQKPV VDHSVRINSV 960 
GSTASSSQPL LVHDDV 



Seq ID NO: B75 DNA sequence 
25 Nucleic Acid Accession ft.- NMJ)04456 
Coding sequence: 58.. 2298 

1 11 21 31 41 51 

30 GAATTCCGGG CGACGCGCGG GAACAACGCG AGTCGGCGCG CGGGACGAAG AATAATCATG 60 

GGCCAGACTG GGAAGAAATC TGAGAAGGGA CCAGTTTGTT GGCGGAAGOG TGTAAAATCA 120 

GAGTACATGC GACTGAGACA GCTCAAGAGG TTCAGACGAG CTGATGAAGT AAAGAGTATG 180 

TTTAGTTCCA ATCGTCAGAA AATTTTGGAA AGAAGGGAAA TCTTAAACCA AGAATGGAAA 240 

CAGCGAAGGA TACAGCCTGT GCACATCCTG ACTTCTGTGA GCTCATTGCG CGGGACTAGG 300 

35 GAGTGTTCGG TGACCAGTGA CTTGGATTTT CCAACACAAG TCATCCCATT AAAGACTCTG 360 

AATGCAGTTG CTTCAGTACC CATAATGTAT TCTTGGTCTC CCCTACAGCA GAATTTTATG 420 

GTGGAAGATG AAACTGTTTT ACATAACATT CCTTATATGG GAGATGAAGT TTTAGATCAG 480 

GATGGTACTT TCATTGAAGA ACTAATAAAA AATTATGATG GGAAAGTACA CGGGGATAGA 540 

GAATGTGGGT TTATAAATGA TGAAATTTTT GTGGAGTTGG TGAATGCCCT TGGTCAATAT 600 

40 AATGATGATG ACGATGATGA TGATGGAGAC GATCCTGAAG AAAGAGAAGA AAAGCAGAAA 660 

GATCTGGAGG ATCACCGAGA TGATAAAGAA AGCCGCCCAC CTCGGAAATT TCCTTCTGAT 720 

AAAATTTTGG AGGCCATTTC CTCAATGTTT CCAGATAAGG GCACAGCAGA AGAACTAAAG 780 

GAAAAATATA AAGAACTCAC CGAACAGCAG CTCCCAGGCG CACTTCCTCC TGAATGTACC 840 

CCCAACATAG ATGGACCAAA TGCTAAATCT GTTCAGAGAG AGCAAAGCTT ACACTCCTTT 900 

45 CATACGCTTT TCTGTAGGCG ATGTTTTAAA TATGACTGCT TCCTACATCC TTTTCATGCA 960 

ACACCCAACA CTTATAAGCG GAAGAACACA GAAACAGCTC TAGACAACAA ACCTTGTGGA 1020 

CCACAGTGTT ACCAGCATTT GGAGGGAGCA AAGGAGTTTG CTGCTGCTCT CACCGCTGAG 1080 

CGGATAAAGA CCCCACCAAA ACGTCCAGGA GGCCGCAGAA GAGGACGGCT TCCCAATAAC 1140 

AGTAGCAGGC CCAGCACCCC CACCATTAAT GTGCTGGAAT CAAAGGATAC AGACAGTGAT 1200 

50 AGGGAAGCAG GGACTGAAAC GGGGGGAGAG AACAATGATA AAGAAGAAGA AGAGAAGAAA 1260 

GATGAAACTT CGAGCTCCTC TGAAGCAAAT TCTCGGTGTC AAACACCAAT AAAGATGAAG 1320 

CCAAATATTG AACCTCCTGA GAATGTGGAG TGGAGTGGTG CTGAAGCCTC AATGTTTAGA 1380 

GTCCTCATTG GCACTTACTA TGACAATTTC TGTGCCATTG CTAGGTTAAT TGGGACCAAA 1440 

ACATGTAGAC AGGTGTATGA GTTTAGAGTC AAAGAATCTA GCATCATAGC TCCAGCTCCC 1500 

55 GCTGAGGATG TGGATACTCC TCCAAGGAAA AAGAAGAGGA AACACCGGTT GTGGGCTGCA 1560 

CACTGCAGAA AGATACAGCT GAAAAAGGAC GGCTCCTCTA ACCATGTTTA CAACTATCAA 1620 

CCCTGTGATC ATCCACGGCA GCCTTGTGAC AGTTCGTGCC CTTGTGTGAT AGCACAAAAT 1680 

TTTTGTGAAA AGTTTTGTCA ATGTAGTTCA GAGTGTCAAA ACCGCTTTCC GGGATGCCGC 1740 

TGCAAAGCAC AGTGCAACAC CAAGCAGTGC CCGTGCTACC TGGCTGTCCG AGAGTGTGAC 1800 

60 CCTGACCTCT GTCTTACTTG TGGAGCCGCT GACCATTGGG ACAGTAAAAA TGTGTCCTGC 1860 

AAGAACTGCA GTATTCAGGG GGGCTCCAAA AAGCATCTAT TGCTGGCACC ATCTGACGTG 1920 

GCAGGCTGGG GGATTTTTAT CAAAGATCCT GTGCAGAAAA ATGAATTCAT CTCAGAATAC 1980 

TGTGGAGAGA TTATTTCTCA AGATGAAGCT GACAGAAGAG GGAAAGTGTA TGATAAATAC 2040 

ATGTGCAGCT TTCTGTTCAA CTTGAACAAT GATTTTGTGG TGGATGCAAC CCGCAAGGGT 2100 

65 AACAAAATTC GTTTTGCAAA TCATTCGGTA AATCCAAACT GCTATGCAAA AGTTATGATG 2160 

GTTAACGGTG ATCACAGGAT AGGTATTTTT GCCAAGAGAG CCATCCAGAC TGGCGAAGAG 2220 

CTGTTTGTTG ATTACAGATA CAGCCAGGCT GATGCCCTGA AGTATGTCGG CATCGAAAGA 2280 

GAAATGGAAA TCCCTTGACA TCTGCTACCT CCTCCCCCTC CTCTGAAACA GCTGCCTTAG 2340 

CTTCAGGAAC CTCGAGTACT GTGGGCAATT TAGAAAAAGA ACATGCAGTT TGAAATTCTG 2400 

70 AATTTGCAAA GTACTGTAAG AATAATTTAT AGTAATGAGT TTAAAAATCA ACTTTTTATT 2460 

GCCTTCTCAC CAGCTGCAAA GTGTTTTGTA CCAGTGAATT TTTGCAATAA TGCAGTATGG 2520 
TACATTTTTC AACTTTGAAT AAAGAATACT TGAACTTGAA AAAAAAAAAA AAAAAA 



75 



Seq ID NO: B76 Protein sequence 
Protein Accession ft: NP_004447 



1 11 21 31 41 51 

I I I I I I 

OA MGQTGKKSEK GPVCWRKRVK SEYMRLRQLK RFRRADEVKS MFSSNRQKII* ERTEILNQEW 60 

80 KQRRIQPVHI LTSVSSLRGT RECSVTSDLD FPTQVIPLKT LNAVASVPIM YSWSPLQQNP 120 

MVEDETVLHN IPYMGDEVLD QDGTFIEELI KNYDGKVHGD RECGFINDEI PVELVNALGQ 180 

YNDDDDDDDG DDPEEREEKQ KDLEDHRDDK ESRPPRKFPS DKILEAISSM FPDKGTAEEL 240 

KEKYRELTEQ QLPGALPPEC TPNIDGPNAK SVQREQSLHS FHTLFCRRCF KYDCFLHPFH 300 

ATPNTYKRKN TETALDNKPC GPQCYQHLEG AKEFAAALTA ERIKTPPKRP GGRRRGRLPN 360 
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10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
75 
80 



NSSRPSTPTI 
KPNIEPPENV 
PAEDVDTPPR 
NFCEKFCQCS 
CKNCSIQRGS 
YMCSFLFNLN 
ELFVDYRYSQ 



NVLESKDTDS 
EWSGAEASMP 
KKKRKHRLWA 
SECQNRFPGC 
KKHLLLAPSD 
NDFWDATRK 
ADALKYVGIE 



DREAGTETGG 
RVLIGTYYDN 
AHCRKIQLKK 
RCKAQCNTKQ 
VAGWGIFIKD 
GNKIRFANHS 
REMEIP 



ENNDKEEEEK KDETSSSSEA NSRCQTPIKM 
FCAIARLIGT KTCRQVYEFR VKESSIIAPA 
DGSSNHVYNY QPCDHPRQPC DSSCPCVIAQ 
CPCYLAVREC DPDLCLTCGA ADHWDSKNVS 
PVQKNEFISE YCGEIISQDE ADRRGKVYDK 
VNPNCYAKVM MVNGDHRIGI FAKRAIQTGE 



420 
480 
540 
600 
660 
720 



Seq ID NO: B77 DNA sequence 
Nucleic Acid Accession #: KM_00701S 
Coding sequence: 1..1005 



ATGACAGAGA 
TGCAGCCCCC 
AAGGTGGGAG 
GCCTTCTACT 
ATCAATGGGA 
TTTAAAATGG 
ACAGGAATTC 
ATTCCTGAGG 
ATGCCAGTCA 
GACAACAGCT 
CTTAAACCAA 
GTTCCAACTA 
CTGAATAATG 
CCTTATCATC 
ATCTGTTGTA 
GGGGGCTATT 
ATGCCATGTA 
CACGTGCTGT 
ATGCTGATGG 
TAACAGAATT 
AGTTCAAGTC 
CATAAGTCTT 
AGTTTGCC 



11 
I 

ACTCCGACAA 
CGGCGTACGC 
CCGTGGTCCT 
TCTGGAAGGG 
AACTACAAGA 
GAAGTGGAGC 
GTTTTGCTGG 
TGGGCGCCGT 
AATATGAAGA 
TCTTGAGTTC 
CCTATCCAAA 
CCACAAAAAG 
AAACCAGACC 
AGCAGGAAGG 
TAGAATGTAG 
ACCCATGGCC 

AAAATAAGAA 
GACCATAAAA 
TTTTTAATCG 
TAAAATGCCA 
CCCTTGCTTG 



21 
I 

AGTTCCCATT 
TACGCTGACG 
CATTTCGGGA 
GAGCGACAGT 
TGGGTCAATG 
TGAAGAAGCA 
AGGAGAGAAG 
GACCAAACAG 
AAATTCTCTT 
TAAGGTGTTA 
AGAAATCCAG 
ACCACACAGT 
CAGTGTTCAA 
GGAAAGCATG 
GCGGAGCTAC 
TTATAATTAT 
GGCCCGTATC 
CTAGCTGAAG 
TATTTTTACA 
TTTTCCAGAA 
TAACCCCGTT 
CATCTTCCAA 



31 

I 

GCCCTGGTGG 
GTGAAGCCCT 
GCTGTGCTGC 
CACATTTACA 
GAAATAGACG 
ATTGCAGTTA 
TGCTACATTA 
AGCATCTCCT 
ATCTGGGTGG 
GAACTCTGCG 
AGGGAAAGAA 
GGACCACGGA 
GAGGACTCAC 
ACATTGGACC 
ACCCACTGCC 
CAAGGCTGCC 
TTGGGCATGG 
AGACAACCAA 
CGCAGCCTGA 
CTTTAGTATA 
ATTTGTTATT 
AGCTATTTCG 



41 
I 

GACCTGATGA 
CCAGCCCCGC 
TGCTCTTTGG 
ATGTCCATTA 
CTGGGAACAA 
ATGATTTCCA 
AAGCGCAAGT 
CCAAACTGGA 
CTGTAGATCA 
GTGACCTTCC 
GAGAAGTGGT 
GCAACCCAGG 
AAGCCTTCAA 
CTAGACTGGA 
AGAAGATCTG 
GTTCGGCCTG 
TGTGAAATCA 
AGAAGCATTA 
GCGGTTATTC 
TGCAAATGCA 
TTTTATTTGC 
AAATAAACAC 



51 
I 

CGTGGAATTC 
GCGGCTGCTC 
GGCCATCGGG 
CACCATGAGT 
CTTGGAGACC 
GAATGGCATC 
GAAGGCTCGT 
AGGCAAGATC 
GCCTGTGAAG 
TATTTTCTGG 
AAGAAAAATT 
CGCTGGAAGA 
TCCTGATAAT 
TCACGAAGGA 
TGAACCCCTG 
CAGAGTCATC 
CTTCATATAT 
AGGCAGGTTG 
TTGACACTCT 
CTGAAAGGGT 
ATTGATTTGC 
GAAAATTTAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



Seq ID NO: B78 Protein sequence 
Protein Accession ft: NP_008946 



41 



1 11 21 31 

I I I I I 

MTENSDKVPI ALVGPDDVEF CSPPAYATLT VKPSSPARLL KVGAWLISG 
AFYFWKGSDS HIYNVHYTMS INGKLQDGSM EIDAGNNLET FKMGSGAEEA 
TGIRFAGGEK CYIKAQVKAR IPEVGAVTKQ SISSKLEGKI MPVKYEENSL 
DNSFLSSKVL ELCGDLP3FW LKPTYPKEIQ RERREWRKI VPTTTKRPHS 
LNNETRPSVQ EDSQAFNPDN PYHQQEGESM TFDPRLDHEG ICCIECRRSY 
GGYYPWPYNY QGCRSACRVI MPCSWWVARI LGMV 

Seq ID NO: B79 DNA sequence 

Nucleic Acid Accession ft: NM_012449.1 

Ooding sequence: 66.. 1085 



51 
I 

AVLLLFGAIG 
IAVNDFQNGI 
IWVAVDQPVK 
GPRSNPGAGR 
THCQKICEPL 



1 
I 

CCGAGACTCA 
AATTAATGGA 
GGAGAAATTT 
AAAGACCTGT 
CAGAACTTCA 
CTATTATAGC 
CAACTTCCCA 
CAATGGTTTC 
TCCAACTTCA 
TAACAAGAAA 
GTCTGTCTTA 
AGGTCCAACA 
ATGTGTCTCT 
CATCTGTGAG 
TTGTTTCCCT 
ATATAAAACA 
TTGTTGTCCT 
AGATTAGACA 
TGTAGAATTA 
TCAAGTTTGT 



11 
I 

CGGTCAAGCT 
AAGCAGAAAA 
AGAAGAAGAC 
GCTTTTGCAT 
GCACACACAG 
ATCTCTGACT 
TCAACAATAT 
CATCACTCTC 
TAATGGAACC 
GCAGTTTGGG 
CCCAATGAGG 
AAATAAAGAA 
GGGAATTGTG 
TGACTCTTTG 
TCTACTGGGC 
ATTTGTATGG 
GATATTTAAA 
TGGTTGGGAA 
CTGTTTACAC 
ATTTGTTAAT 



21 
I 

AAGGCGAAGA 
GACATCACAA 
GATTATTTGC 
TTGCACCAAA 
GAACTCTTTC 
TTTCTTTACA 
TTTTATAAAA 
TTGGCATTGG 
AAGTATAAGA 
CTTCTCAGTT 
CGATCCTACA 
GATGCCTGGA 
GGATTGGCAA 
ACATGGAGAG 
ACAATACACG 
TATACACCTC 
AGCATACTAT 
GACGTCACCA 
ACATTTTTGT 
AAAATGATTA 



31 
I 

GTGGGTGGCT 
ACCAAGAAGA 
ATAAGGACAC 
CAGCCCATGC 
CACAGTGGCA 
CTCTTCTGAG 
TTCCAATCCT 
TTTACCTGCC 
AGTTTCCACA 
TCTTTTTTGC 
GATACAAGTT 
TTGAGCATGA 
TACTGGCTCT 
AATTTCACTA 
CATTGATTTT 
CAACTTTTAT 
TCCTGCCATG 
AAATTAACAA 
TCAATATTGA 
TTCAAGGAAA 



41 
I 

GAAGCCATAC 
ACTTTGGAAA 
GGGAGAGACC 
TGATGAATTT 
CTTGCCAATT 
GGAAGTAATT 
GGTCATCAAC 
AGGTGTGATA 
TTGGTTGGAT 
TGTACTGCAT 
GCTAAACTGG 
TGTTTGGAGA 
GTTGGCTGTG 
TATTCAGAGC 
TGCCTGGAAT 
GATAGCTGTT 
CTTGAGGAAG 
AACT GAGA TA 
TATATTTTAT 
AAAAAAAAAA 



60 
120 
160 
240 
300 



51 
I 

TATTTTATAG 
ATGAAGCCTA 
AGCATGCTAA 
GACTGCCCTT 
AAAATAGCTG 
CACCCTTTAG 
AAAGTCTTGC 
GCAGCAATTG 
AAGTGGATGT 
GCAATTTATA 
GCATATCAAC 
ATGGAGATTT 
ACATCTATTC 
AAGCTAGGAA 
AAGTGGATAG 
TTCCTTCCAA 
AAGATACTGA 
TGTTCCCAGT 
CACCAACATT 
AAAAA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



Seq ID NO: B80 Protein sequence 
Protein Accession ft: NP_03 6581.1 

1 11 21 31 41 51 

I I I I I I 

MESRKDITNQ EELWKMKPRR NLEEDDYLHK DTGETSMLKR PVLLHLHQTA HADEFDCPSE 
LQHTQELFPQ WHLPIKIAAI IASLTFLYTL LREVIHPLAT SHQQYFYKIP ILVINKVLPM 



60 
120 



827 



WO 03/042661 



VSITLLALVY LPGVIAAIVQ LHNGTKYKKF PHWLDKWMLT RKQFGLLSFF FAVLHAIYSL 180 

SYPMRRSYRY KLLNWAYQQV QQNKEDAWIE HDVWRMEIYV SLGIVGLA1L ALLAVTSIPS 240 

VSDSLTWREF HYIQSKLGIV SliLLQTIHAL IFAWNKWIDI KQFVWYTPPT FMIAVFLPIV 300 
VLIFKSILFL PCLRKKILKI RHGWEDVTKI NKTEICSQL 

Seq ID NO: B81 DNA sequence 
Nucleic Acid Accession fl: NM_000684 
Coding sequence: 87.. 1520 

1 11 21 31 41 SI 

1 I I I I I 

TGCTACCCGC GCCCGGGCTT CTGGGGTGTT CCCCAACCAC GGCCCAGCCC TGCCACACCC 60 

CCCGCCCCCG GCCTCCGCAG CTCGGCATGG GCGCGGGGGT GCTCGTCCTG GGCGCCTCCG 120 

AGCCCGGTAA CCTGTCGTCG GCCGCACCGC TCCCCGACGG CGCGGCCACC GCGGCGCGGC 180 

TGCTGGTGCC CGCGTCGCCG CCCGCCTCGT TGCTGCCTCC CGCCAGCGAA AGCCCCGAGC 240 

CGCTGTCTCA GCAGTGGACA GCGGGCATGG GTCTGCTGAT GGCGCTCATC GTGCTGCTCA 300 

TCGTGGCGGG CAATGTGCTG GTGATCGTGG CCATCGCCAA GACGCCGCGG CTGCAGACGC 360 

TCACCAACCT CTTCATCATG TCCCTGGCCA GCGCCGACCT GGTCATGGGG CTGCTGGTGG 420 

TGCCGTTCGG GGCCACCATC GTGGTGTGGG GCCGCTGGGA GTACGGCTCC TTCTTCTGCG 480 

AGCTGTGGAC CTCAGTGGAC GTGCTGTGCG TGACGGCCAG CATCGAGACC CTGTGTGTCA 540 

TTGCCCTGGA CCGCTACCTC GCCATCACCT CGCCCTTCCG CTACCAGAGC CTGCTGACGC 600 

GCGCGCGGGC GCGGGGCCTC GTGTGCACCG TCaTGGGCCAT CTCGGCCCTG GTGTCCTTCC 660 

TGCCCATCCT CATGCACTGG TGGCGGGCGG AGAGCGACGA GGCGCGCCGC TGCTACAACG 720 

ACCCCAAGTG CTGCGACTTC GTCACCAACC GGGCCTACGC CATCGCCTCG TCCGTAGTCT 780 

CCTTCTACGT GCCCCTGTGC ATCATGGCCT TCGTGTACCT GCGGGTGTTC CGCGAGGCCC 840 

AGAAGCAGGT GAAGAAGATC GACAGCTGCG AGCGCCGTTT CCTCGGCGGC CCAGCGCGGC 900 

OGCCCTCGCC CTCGCCCTCG CCCGTCCCCG CGCCCGCGCC GCCGCCCGGA CCCCCGCGCC 960 

CCGCCGCCGC CGCCGCCACG GCCCCGCTGG CCAACGGGCG TGCGGGTAAG CGGCGGCCCT 1020 

CGCGCCTCGT GGCCCTACGC GAGCAGAAGG CGCTCAAGAC GCTGGGCATC ATCATGGGCG 1080 

TCTTCACGCT CTGCTGGCTG CCCTTCTTCC TGGCCAACGT GGTGAAGGCC TTCCACCGCG 1140 

AGCTGGTGCC CGACCGCCTC TTCGTCTTCT TCAACTGGCT GGGCTACGCC AACTCGGCCT 1200 

TCAACCCCAT CATCTACTGC CGCAGCCCCG ACTTCCGCAA GGCCTTCCAG GGACTGCTCT 1260 

GCTGCGOGOG CAGGGCTGCC CGCCGGCGCC ACGCGACCCA CGGAGACCGG CCGCGCGCCT 1320 

CGGGCTGTCT GGCCCGGCCC GGACCCCCGC CATCGCCCGG GGCCGCCTCG GACGACGACG 1380 

ACGACGATGT CGTCGGGGCC ACGCCGCCCG CGCGCCTGCT GGAGCCCTGG GCCGGCTGCA 1440 

ACGGCGGGGC GGCGGCGGAC AGCGACTCGA GCCTGGACGA GCCGTGCCGC CCCGGCTTCG 1500 

CCTCGGAATC CAAGGTGTAG GGCCCGGCGC GGGGCGCGGA CTCCGGGCAC GGCTTCCCAG 1560 

GGGAACGAGG AGATCTGTGT TTACTTAAGA CCGATAGCAG GTGAACTOGA AGCCCACAAT 1620 

CCTCGTCTGA ATCATCCGAG GCAAAGAGAA AAGCCAGGGA CCGTTGCACA AAAAGGAAAG 1680 
TTTGGGAAGG GATGGGAGAG TGGCTTGCTG ATGTTCCTTG TTG 

Seq ID NO: B82 Protein sequence 
Protein Accession 8: NP_000675.l 

1 11 21 31 41 51 

1 I I I i I 

MGAGVLVLGA SEPGNLSSAA PLPDGAATAA RLLVPASPPA SLLPPASESP EPLSQQWTAG 60 

MGLLMALIVL LIVAGNVLVI VAIAKTPRLQ TLTNLFIMSL ASADLVMGLL WPFGATIW 120 

WGRWEYGSFF CELWTSVDVL CVTASIETIiC VIALDRYLAI TSPFRYQSLL TRARARGLVC 180 

TVWAISALVS FLPILHHWWR AESDBARRCY NDPKCCDFVT NRAYAIASSV VSFYVPLCIM 240 

AFVYLRVFRE AQKQVKKIDS CERRFLGGPA RPPSPSPSPV PAPAPPPGPP RPAAAAATAP 300 

LANGRAGKRR PSRIiVALREQ KALKTIX3IIM GVFTLCWLPF FLANWKAFH RELVPDRLFV 360 

FFNWLGYANS AFNPIIYCRS PDFRKAFQGL LCCARRAARR RHATHGDRPR ASGCLARPGP 420 
PPSPGAASDD DDDDWGATP PARLLEPWAG CNGGAAADSD SSliDEPCRPG PASESKV 

Seq ID NO: B83 DNA sequence 

Nucleic Acid Accession #i NM_000729.2 

Coding sequence: 2.. 421 

1 11 21 31 41 51 

I I I I I I 

GGCTCAGCTG CCGGGCTGCT CCGGTTGGAA ACGCCAAGCC AGCTGCCGTC CTAATCCAAA 60 

AGCCATGAAC AGCGGCGTGT GCCTGTGCGT GCTGATGGCG GTACTGGCGG CTGGCGCCCT 120 

GACGCAGCCG GTGCCTCCCG CAGATCCCGC GGGCTCCGGG CTGCAGCGGG CAGAGGAGGC 180 

GCCCCGTAGG CAGCTGAGGG TATCGCAGAG AACGGATGGC GAGTCCCGAG CGCACCTGGG 240 

CGCCCTGCTG GCAAGATACA TCCAGCAGGC CCGGAAAGCT CCTTCTGGAC GAATGTCCAT 300 

CGTTAAGAAC CTGCAGAACC TGGACCCCAG CCACAGGATA AGTGACCGGG ACTACATGGG 360 

CTGGATGGAT TTTGGCCGTC GCAGTGCCGA GGAGTATGAG TACCCCTCCT AGAGGACCCA 420 

GCCGCCATCA GCCCAACGGA AGCAACCTCC CAACCCAGAG GAGGCAGAAT AAGACAACAA 480 

TCACACTCAT AACTCATTGT CTGTGGAGTT TGACATTGAA TGTATCTATT TATTAAGTTC 540 

TCAATGTGAA AATTGTGTCT GTAAGATTGT CCAGTGCAAC CACACACGCT CACCAGAAGT 600 

TGTGCAAACT GAAGACAAAA CTGTTTTCTT CATCTGTGAC TCCTGTTCTG AAAATGTTGT 660 
TATGCTATTA AAGTGATTTC ATTCTGCC 

Seq ID NO: B84 Protein sequence 
Protein Accession #: NP__000720.1 

1 11 21 

I I 1 

MNSGVCLCVL KAVLAAGALT QPVPPADPAG 
UARYIQQAR KAPSGRKSIV KNLQNLDPSH 



31 41 51 

I I i 

SGLQRAEEAP RRQLRVSQRT DGESRAHLGA 60 
RISDRDYKGW MDFGRRSAEB YEYPS 



828 



WO 03/042661 



PCT/US02/36810 



TABLE 74 Gene Sequences Up- or Down- Regulated in Cancer 
Anqiogenesis 



Al DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



endothelial differentiation, sphingolipid G -protein- coupled receptor. 

Hs. 154210 

M31210 

M31210 

2S1-1396 



: GGGGGCAGCA 
CGCCCTGCTT 
AAAAAGCCTG 
! CCTCTAGCGT 
: ATGGGGCCCA 
AACTATGATA 
I AAGGAGAACA 
: CTGGAGAACA 
1 TACTATTTTA 
' AACCTGCTCT 
; GAAGGGAGTA 
GAGCGCTATA 
TTCCTGCTAA 
GGCTGGAACT 
CACTATATCC 
! TACTGCAGAA 
: ATTTCCAAGG 
CTGAGCGTCT 
! TGCAAGGTGA 
CTCAACTCCG 
TTCATCCGGA 
CGACCCATCA 
CAGAAAGACG 
• TCCTAGAACT 
: CAGTGTTTGG 
: AGAGGGAGGA 
TAGTTCCTGT 
TTCTACCCCC 
: TAAAGGGTTC 
, TCTGGAGCTT 
; ACTTCTGCTT 
CCCCTCCTCA 
TTGTGGAATG 
. GATGAAGATG 
. AGCGGGATCC 
TTCAATGAAA 
! ACTTTATCTA 
. ACAAAGTGAA 
, GTCTAACAAA 
GTGATTCATT 
TTTTGAATGT 
: TTTTCTAGAA 
\ AACTTTTAAG 
! AATAAAAATA 
CTTGTTTTTT 
. CATAGCTTTA 



GCAAGATGCG 
GAGCGAGGCT 
GATCACTCAT 
TCGTCTGGAG 
CCAGCGTCCC 
TCATCGTCCG 
GCATTAAACT 
TCTTTGTCTT 
TTGGCAATCT 
TGTCTGGGGC 
TGTTTGTGGC 
TCACAATGCT 
TCAGCGCCTG 
GCATCAGTGC 
TCTTCTGCAC 
TCTACTCCTT 
CCAGCCGCAG 
TCATCGCCTG 
AGACCTGTGA 
GCACCAACCC 
TCATGTCCTG 
TCGCCGGCAT 
AAGGGGACAA 
GGAAGCTGTC 
AAAAAAATCT 
AGGGGGAGAA 
GAACAATGCA 
CTGGAGCTTT 
ATTTGGCCCC 
TGAGGAGATG 
CTTTAGGGAT 
ACGTTCTTTT 
ATCGATCATC 
GTTTGGAGGT 
GTTTTTTGGA 
TGTGTTACCA 
AATGATATTA 
AACCGAATGG 
TATGACATCC 
TCAAGCAACA 
ATTTGTTTCA 
TCCACCCTCT 
TCCAGCTATT 
TATTACTGTC 
TAAAAAGAAT 
TCAACTTTTA 



AAGCGAGCCG 
GCGGTTTCCG 
OGAACCACCC 
TAGCGCCACC 
GCTGGTCAAG 
GCATTACAAC 
GACCTCGGTG 
GCTGACCATT 
GGCCCTCTCA 
CACCACCTAC 
CCTGTCAGCC 
GAAAATGAAA 
CTGGGTCATC 
GCTGTCCAGC 
CACGGTCTTC 
GGTCAGGACT 
CTCTGAGAAT 
CTGGGCACCG 
CATCCTCTTC 
CATCATTTAC 
CTGCAAGTGC 
GGAATTCAGC 
CCCAGAGACC 
CACCCACCGG 
CTGGGCTTCG 
TACGAACAGC 
CTGGGAAGGG 
GATTTTGCAC 
TCCTCAAAGA 
TTTTCCTTCA 
GCCCTGTACA 
ACTTTATACT 
TATAGCAAAT 
GTAAAACAAT 
ATTTGGTTQA 
TTTCATATCC 
GCCAGGATCC 
ATTAACTTTT 
GTCTTTCCCA 
ACATGTTGTA 
GGAAGAAGTC 
TGTGCCCTTA 
CATTAGATAG 
TCXTTAGTAT 
AGTATTTAAT 
AACATTAATA 



TACAGATCCC 
AGGCCCTCTC 
CTGAAGCCAG 
CCGGCTTCCT 
GCCCACCGCA 
TACACGGGAA 
GTGTTCATTC 
TGGAAAACCA 
GACCTGTTGG 
AAGCTCACTC 
TCCGTGTTCA 
CTCCACAACG 
TCCCTCATCC 
TGCTCCACCG 
ACTCTGCTTC 
CGGAGCCGCC 
GTGGCGCTGC 
CTCTTCATCC 
AGAGCGGAGT 
ACTCTGACCA 
CCGAGCGGAG 
CGCAGCAAAT 
ATTATGTCTT 
AAGCGCTCTT 
ACTGCTGCCA 
CTGGTGGTGT 
TGGAGATCAG 
TGAGCCAAAG 
CTAATGTCCC 
CTTTAGTTTC 
TCCCACACCC 
TTAACTACCT 
AGGCTATGTT 
GTCCTTCGCT 
AGTCACTTTG 
ATTGAAGCCG 
TTGGTGTCCT 
GCAAACCAAG 
CTTTTGTTGA 
TTTTGTTGTG 
ATTTTATGGA 
AGCATTACTT 
TAATTGAAGA 
GGTTTTCAGT 
AGGTTTCTGA 
AACTGATTTT 



GGGCTCTCCG 
CAGCCAAGGA 
TGAAGGCTCT 
GGGGACACAG 
GCTCGGTCTC 
AGCTGAATAT 
TCATCTGCTG 
AGAAATTCCA 
CAGGAGTAGC 
CCGCCCAGTG 
GTCTCCTCGC 
GGAGCAATAA 
TGGGTGGCCT 
TGCTGCCGCT 
TGCTCTCCAT 
GCCTGACGTT 
TCAAGACCGT 
TGCTCCTGCT 
ACTTCCTGGT 
ACAAGGAGAT 
ACTCTGCTGG 
CGGACAATTC 
CTGGAAACGT 
TACTTGGTCG 
GGGAGGAGCT 
CGGGTGTTGG 
GTCCCGGCCT 
GTCTAGCATT 
CATGTGAAAG 
AAACCCAAGT 
CACCCTCCCT 
GAGAGTTATC 
GAGTACGTAG 
GAGGCCAAAG 
ATTTCTTTAA 
AAATCTGCAT 
AGGAGAAACA 
GGAGATTTCT 
TGTTTATTTC 
TTAAAAGTAC 
TTTTTCTAAC 
TAACTGGTAG 
TATGTATAAA 
GCAATTAAAC 
CTTTTGTGGA 
TTTAAAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A2 Protein sequence: 

Ggne Pfunft! endothelial differentiation, sphingolipid G- protein- coupled receptor, 

Unigene number: Hs. 154210 

Probeset Accession ft: H31210 

Protein Accession #: AAA52336 

Signal sequence: none found 

Transmembrane domains: 50-71, 92-110, 122-140. 160-177, 202-222, 251-269, 283-301 

Cellular Localization: plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MGPTSVPLVK AHRSSVSDYV NYDIIVRHYN YTGKLNISAD KENSIKLTSV VFILICCFII 60 

LENIFVLLTI WKTKKFHRPM YYFIGNLALS DLLAGVAYTA NLLLSGATTY KLTPAQWFLR 120 

EGSMFVALSA SVFSLLAIAI ERYITMLKMK LHNGSNNFRL FLLISACWVI SLILGGLPIM 180 

GWNCISALSS CSTVLPLYHK HYILFCTTVF TLLLLSIVIL YCRIYSLVRT RSRRLTFRKN 240 

ISKASRSSEN VALLKTVIXV LSVFIACWAP LFILLLLDVG CKVKTCDILF RAEYFLVLAV 300 

LNSGTNPIIY TLTNKEMRRA FIRIMSCCKC PSGDSAGKFK RPIIAGMEFS RSKSDNSSHP 360 
QKDEGDNPET IMSSGNVNSS S 

A3 DNA SEQUENCE 

Gene name: G protein- coupled receptor 51 

Unigene number: Hs. 198612 

Probeset Accession #: AA452928 

Nucleic Acid Accession ft: NM_004624.l 



829 



WO 03/042661 



PCT/US02/36810 



Coding sequence: 



1-2826 (underlined sequences correspond to start and stop codons) 



11 



21 

I I I 

ATGGCTTCCC CGCGGAGGTC CGGGCAGCCA 
GCGCGCCTGC TACTGCTACT GCTGCTGCCG 
GGCTGGGCGC GGGGCGCCCC CCGGCCGCCG 
CTCATGCCGC TCACCAAGGA GGTGGCCAAG 
GTGGAACTGG CCATCGAGCA GATCCGCAAC 
CTGCGGCTCT ATGACACGGA GTGCGACAAC 
ATAAAATACG GGCCGAACCA CTTGATGGTG 
ATCATTGCAG AGTCCCTCCA AGGCTGGAAT 
CCTGTTCTAG CCGATAAGAA AAAATACCCT 
GCGGTGAATC CAGCCATTCT GAAGTTGCTC 
CTGACGCAAG ACGTTCAGAG GTTCTCTGAG 
GGCGAGGACA TTGAGATTTC AGACACCGAG 
AAAAAGCTGA AGGGGAATGA TGTGCGGATC 
GCAAAAGTGT TCTGTTGTGC ATACGAGGAG 
ATTCCGGGCT GGTACGAGCC TTCTTGGTGG 
CGCTGCCTCC GGAAGAATCT GCTTGCTGCC 
CCCCTGAGCT CCAAGCAGAT CAAGACCATC 
GAGTACAACA ACAAGCGGTC AGGCGTGGGG 
GGCATCTGGG TCATCGCCAA GACACTGCAG 
CGGCACCAGC GGATCCAGGA CTTCAACTAC 
AATGCCATGA ACGAGACCAA CTTCTTCGGG 
GAGAGAATGG GGACCATTAA ATTTACTCAA 
GAGTACAACG CTGTGGCCGA CACACTGGAG 
TCCGAACCAC CAAAAGACAA GACCATCATC 
CTCTACAGCA TCCTCTCTGC CCTCACCATC 
TTCTTCAACA TCAAGAACCG GAATCAGAAG 
AACCTTATCA TCCTTGGAGG GATGCTCTCC 
GGATCCTTTG TCTCTGAAAA GACCTTTGAA 
ACCGTGGGCT ACACGACCGC TTTTGGGGCC 
ATCTTCAAAA ATGTGAAAAT GAAGAAGAAG 
GTGGGGGGCA TGCTGCTGAT CGACCTGTGT 
CTGOGAAGGA CAGTGGAGAA GTACAGCATG 
ATCCGCCCTC TCCTGGAGCA CTGTGAGAAC 
TATGCCTACA AGGGACTTCT CATGTTGTTC 
GTCAGCATCC CCGCACTCAA CGAGAGCAAG 
ATGATGTGCA TCATCGGGGC CGCTGTCTCC 
TTCTGCATCG TGGCTCTGGT CATCATCTTC 
GTGCCGAAGC TCATCACCCT GAGAACAAAC 
CAGTTCACTC AGAATCAGAA GAAAGAAGAT 
AACCAAGCCA GCACATCCCG CCTGGAGGGC 
AAGATCACAG AGCTGGATAA AGACTTGGAA 
GAAAAGACCA CCTACATTAA ACAGAACCAC 
GGAAACTTCA CTGAGAGCAC AGATGGAGGA 
AATCCCCAGC TACAGTGGAA CACAACAGAG 
GATATAAACT CTCCAGAACA CATCCAGCGT 
CACGCCTACC TCCCATCCAT CGGAGGCGTG 
CCCACCGCCA GCCCCCGCCA CAGACATGTG 
CTGTAA 



31 

1 

GGGCGGCCGC 
CTGCTGCTGC 
CCCAGCAGCC 
GGCAGCATCG 
GAGTCACTCC 
GCAAAAGGGT 
TTTGGAGGCG 
CTGGTGCAGC 
TATTTCTTTC 
AAGCACTACC 
GTGCGGAATG 
AGCTTCTCCA 
ATCCTTGGCC 
AACATGTATG 
GAGCAGGTGC 
ATGGAGGGCT 
TCAGGAAAGA 
CCCAGCAAGT 
AGGGCCATGG 
ACGGACCACA 
GTCACGGGTC 
TTTCAAGACA 
ATCATCAATG 
CTGGAGCAGC 
CTCGGGATGA 
CTCATAAAGA 
TATGCTTCCA 
ACACTTTGCA 
ATGTTTGCAA 
ATCATCAAGG 
ATCCTGATCT 
GAGCCGGACC 
ACCCATATGA 
GGTTGTTTCT 
TACATCGGGA 
TTCCTGACCC 
TGCAGCACCA 
CCAGATGCAG 
TCTAAAACGT 
CTACAGTCAG 
GAGGTCACCA 
TACCAAGAGC 
AAGGCCATTT 
CCCTCTCGAA 
CGGCTGTCCC 
GACGCCAGCT 
CCACCCTCCT 



41 



51 



CGCCGCCGCC ACCGCCGCCC 60 

CTCTGGCGCC CGGGGCCTGG 120 

CGCCGCTCTC CATCATGGGC 180 

GGCGCGGTGT GCTCCCCGCC 240 

TGCGCCCCTA CTTCCTCGAC 300 

TGAAAGCCTT CTACGATGCA 360 

TCTGTCCATC CGTCACATCC 420 

TTTCTTTTGC TGCAACCACG 480 

GGACCGTCCC ATCAGACAAT 540 

AGTGGAAGCG CGTGGGCACG 600 

ACCTGACTGG AGTTCTGTAT 660 

ACGATCCCTG TACCAGTGTC 720 

AGTTTGACCA GAATATGGCA 780 

GTAGTAAATA TCAGTGGATC 840 

ACACGGAAGC CAACTCATCC 900 

ACATTGGCGT GGATTTCGAG 960 

CTCCACAGCA GTATGAGAGA 1020 

TCCACGGGTA CGCCTACGAT 1080 

AGACACTGCA TGCCAGCAGC 1140 

CGCTGGGCAG GATCATCCTC 1200 

AAGTTGTATT CCGGAATGGG 1260 

GCAGGGAGGT GAAGGTGGGA 1320 

ACACCATCAG GTTCCAAGGA 1380 

TGCGGAAGAT CTCCCTACCT 1440 

TCATGGCCAG TGCTTTTCTC 1S00 

TGTCGAGTCC ATACATGAAC 1560 

TATTTCTCTT TGGCCTTGAT 1620 

CCGTCAGGAC CTGGATTCTC 1680 

AGACCTGGAG AGTCCACGCC 1740 

ACCAGAAACT GCTTGTGATC 1800 

GCTGGCAGGC TGTGGACCCC 1B60 

CAGCAGGACG GGATATCTCC 1920 

CCATCTGGCT TGGCATCGTC 1980 

TAGCTTGGGA GACCCGCAAC 2040 

TGAGTGTCTA CAACGTGGGG 2100 

GGGACCAGCC CAATGTGCAG 2160 

TCACCCTCTG CCTGGTATTC 2220 

CAACGCAGAA CAGGCGATTC 2280 

CCACCTCGGT CACCAGTGTG 2340 

AAAACCATCG CCTGCGAATG 2400 

TGCAGCTGCA GGACACACCA 2460 

TCAATGACAT CCTCAACCTG 2520 

TAAAAAATCA CCTCGATCAA 2580 

CATGCAAAGA TCCTATAGAA 2640 

TCCAGCTCCC CATCCTCCAC 2700 

GTGTCAGCCC CTGCGTCAGC 2760 

TCCGAGTCAT GGTCTOGGGC 2820 



A4 Protein sequence : 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Pf am domains: 
Transmembrane domains: 
Cellular Localization: 



G protein- coupled receptor 51 

Hs. 198612 

AA452928 

NP 005449.1 

1-42 

7tni 3 (481-754) , ANF receptor [130-204] 
22-44, 477-499. 517-539, 552-574, 595-617, 
plasma membrane 



653-675, 692-713, 722-744 



MASPRRSGQP 
LMPZjTKEVAK 
IKYGPNHLMV 
AVNPAILKLL 
KKLKGNDVRI 
RCLRKNLLAA 
GIWVIAKTLQ 
BRMGTIKFTQ 
LYSILSALTI 
GSFVSEKTFE 
VGGMLLIDLC 
YAYKGLLMLF 
FCIVALVIIF 
NQASTSRLEG 
GNFTESTDGG 
HAYLPSIGGV 



11 
I 

GRPPPPPPPP 
GSIGRGVLPA 
FGGVCPSVTS 
KHYQWKRVGT 
ILGQFDQNMA 
MEGYIGVDFB 
RAMETLHASS 
FQDSREVKVG 
LGMIMASAFL 
TLCTVRTWIL 
ILICWQAVDP 
GCFLAWETRM 
CSTITLCLVF 
LQSENHRLRM 
KAILKNHLDQ 
DASCVSPCVS 



21 
I 

ARLLLLLIiLP 
VBLAIEQIRN 
IIAESLQGWN 
LTQDVQRFSE 
AKVFCCAYEE 
PLSSKQIKTI 
RHQRIQDFNY 
EYNAVADTLE 
FFNIKNRNQK 
TVGYTTAFGA 
LRRTVEKYSM 
VSIPALNDSK 
VPKLITLRTN 
KITELDKDLE 
NPQLQWNTTE 
PTASPRHRHV 



31 
I 

LLLPLAPGAW 
ESLLRPYFLD 
LVQLSFAATT 
VRNDLTGVLY 
NMYGSKYQWI 
SGKTPQQYER 
TDHTLGRIIL 
IINDTIRFQG 
LIKMSSPYMN 
MFAKTWRVHA 
EPDPAGRDIS 
YIGMSVYNVG 
PDAATONRRF 
EVTMQLQDTP 
PSRTCKDPIE 
PPSFRVMVSG 



41 . 
I 

GWARGAPRPP 
LRLYDTECDN 
PVLADKKKYP 
GEDIEISDTE 
IPGWYEPSWW 
EYNNKRSGVG 
NAMNETNFFG 
SEPPKDKTII 
NLIILGGMLS 
IFKNVKMKKK 
IRPLLEHCEN 
IMCIIGAAVS 
QFTQNQKKED 
EKTTYIKQNH 
DINSPEHIQR 
L 



51 
I 

PSSPPLSIM&. 
AKGLKAFYDA 
YFFRTVPSDN 
SFSNDPCTSV 
EQVHTEANSS 
PSKFHGYAYD 
VTGQWFRNG 
LEQLRKISLP 
YASIFLFGLD 
IIKDQKLLVI 
THMTIWLGIV 
FLTRDQPNVQ 
SKTSTSVTSV 
YQELNDILNL 
RLSLQLPILH 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



830 



WO 03/042661 



PCT/US02/36810 



AS DMA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession 



ESTs 

Hs. 293616 
AW043782 
none found 



Coding sequence: 38-1075 (underlined sequence corresponds to start and stop codon) 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 11 21- 31 41 51 

I I I I I I 

AGCAACGACG CCGGGCAGCG GGAGCGGCGG CCGCGCCATG TGGCTGCTGG GGCCGCTGTG 60 

CCTGCTGCTG AGCAGCGCCG CGGAGAGCCA GCTGCTCCCC GGGAACAACT TCACCAATGA 120 

GTGCAACATA CCAGGCAACT TCATGTGCAG CAATGGACGG TGCATCCCGG GCGCCTGGCA 180 

GTGTGACGGG CTGCCTGACT GCTTCGACAA GAGTGATGAG AAGGAGTGCC CCAAGGCTAA 240 

GTCGAAATGT GGCCCAACCT TCTTCCCCTG TGCCAGCGGC ATCCATTGCA TCATTGGTCG 300 

CTTCCGGTGC AATGGGTTTG AGGACTGTCC CGATGGCAGC GATGAAGAGA ACTGCACAGC 360 

AAACCCTCTG CTTTGCTCCA CCGCCCGCTA CCACTGCAAG AACGGCCTCT GTATTGACAA 420 

GAGCTTCATC TGCGATGGAC AGAATAACTG TCAAGACAAC AGTGATGAGG AAAGCTGTGA 480 

AAGTTCTCAA GAACCCGGCA GTGGGCAGGT GTTTGTGACT TCAGAGAACC AACTTGTGTA 540 

TTACCCCAGC ATCACCTATG CCATCATCGG CAGCTCCGTC ATTTTTGTGC TGGTGGTGGC 600 

CCTGCTGGCA CTGGTCTTGC ACCACCAGCG GAAGCGGAAC AACCTCATGA CGCTGCCCGT 660 

GCACCGGCTG CAGCACCCTG TGCTGCTGTC CCGCCTGGTG GTCCTGGACC ACCCCCACCA 720 

CTGCAACGTC ACCTACAACG TCAATAATGG CATCCAGTAT GTGGCCAGCC AGGCGGAGCA 780 

GAATGCGTCG GAAGTAGGCT CCCCACCCTC CTACTCCGAG GCCTTGCTGG ACCAGAGGCC 840 

TGCGTGGTAT GACCTTCCTC CACCGCCCTA CTCTTCTGAC ACGGAATCTC TGAACCAAGC 900 

CGACCTGCCC CCCTACCGCT CCCGGTCCGG GAGTGCCAAC AGTGCCAGCT CCCAGGCAGC 960 

CAGCAGCCTC CTGAGCGTGG AAGACACCAG CCACAGCCCG GGGCAGCCTG GCCCCCAGGA 1020 

GGGCACTGCT GAGCCCAGGG ACTCTGAGCC CAGCCAGGGC ACTGAAGAAG TATAAGTCCC 1080 

AGTTATTCCA AAGTCCATAT GGGTTAATCT GCTCTGACTT GTTGCCATTC TAACAATTTG 1140 

TGCTCATGGG AAGCTCTTTA AGCACCTGTA AGGATGTCTC AAGTTACAGT TTGGGATATT 1200 

AACTATCTCT GCATTCCCCT CCTCCCCCAG ACTTCAGAGA TGTTTTTCTG GCGTCTCAGT 1260 

TGACATGATC TGTTGTGCGT CTTTTCTGTC AGGTCACTCT TCCCTTGGGA CCCGAGATCA 1320 

CACCCTCATT TTTCACATTA TTCTGTTTCT GTTGGAGAGA CAGCATATAA AACAGTATTG 1380 

AAATAGGCTG GGAGAGAGCA ATGTTTCTGT GCTATATTGG ATGCTCAGAA GTGCAGGAGA 1440 

CGCTGGACCC AATTCTCTCT GCTGGGTAGT TACCTTATAG CATTTGGGGA TTTGGGTTAG 1500 

ATGATCTAAC CAGGAGGCCA TCACTGGATG GTCACCCCCC CAAAAAAATT CCATTTGAGC 1560 

ATCAAAACCT GCTTTGCACA ATCCTATTTG ATGCCCCCAG TTCAGCAGAG TCAGTGGCCA 1620 

AAGAAAACTT TGGACGTGAG TAACACCCTT CAGCAGTCGC AACGTTATTT TGGTTTTGTG 1680 

AAGGACTCTG AAACCATCTA CCCTGTATAA ATTCTGGCTT TAGAAATTTG CCCAAGAATG 1740 

CTCATTCTGA GAGCTTTCCT CAGCAGCATA TATCATCAGC CTCATCCTAA AATAGGCAGG 1800 

GAGCCCCTCC CATGAGTTTA TCCAAGTTCT CAGCTCCTAA AATGCAGGCT GCCAAGACCC 1860 

TACACCTGCC CTGGCTCTAC AGCCACTTAC CTGGTTTCTG GACTGTCACC CTCCCAGCTG 1920 

ACCTGCCCGT AGCCAAGGAA TGAGGACCTA ACTTGAGTTG GCCCAAAGTC TGACCTGGCT 1980 

GTATGTCCCT GTGGCCCACA CCCAGCCTGT CTTGCTCATT CATGCAGCCT CAACACTGGC 2040 

CTCCAAAGTT CCCTTAACAC TTGCAAAGTC CTTTTTACCT GTGCATTTGG ACTTGAGGAC 2100 

ACTGGTTTCT ATCACAGGTG AGAGCCATGT TCAATACCTC CAGCAAGCTC TCCTGGCTCC 2160 

CTGCACTGTG CACGCTCCTC TTCCCAAGGT CCCAATACCA GCACCTCTAG TTAGAGTTAG 2220 

GGTCAGGGTC AGGCCTCTCC CAACATCCCA GTAGTTTCTC CTCTGAGACA CATGGGCAAG 2280 

AGACAATTTG GAGTCAAGAT TTTCCATTTG GATCTATTTT AAATCTTTTA GAAATGCATT 2340 

TGAAACAGTG TGTTTGTTTT TTCCCTTCTA GTTAAGGGAC TATTTATATG TGTATAGGAA 2400 

AGCTGTCTCT TTTTTTGTTT TTCCTTTAAC AAGGTCCAAA GAAAGATGCA AAAGGAGATC 2460 

ACAOCCTTGC CCCGCTGAGC CCCGTGATAA CAAGTCACTC CAGACTAACC TGTGTGCCAG 2520 

ACATTTGTGC ATTGTTGCAC TTTGAGGTTA TTATTTATCA AGTTCTTGAA GGAAGCAGAA 2580 

AGAGGGACTC CTCTCTCCCT CCGTGTATAG TCTCTATGTT TGTGCTAGTT TTTCTTTTTT 2640 

TTCTCTGTGT CCAGTCAGCC ACAGGGCCCG CCTCCCTGCA GGAATAAGGG GTAAAACGTT 2700 

AGGTGTPGTT TGGCAAGAAA CCACACTGAC TGATGAGGGG TAAAATGGAA CCAGGTAGAG 2760 

OCACTCCGGG CAGCTGTCAC CCATTCAGAA CTTCTTTCCG CAGCTGAAGA AATGTTCAGT 2820 

AACCTGTTTG ACGCTAATTA AAACAGAGCC TGCAGGAAGT GGGGCTAAAG TGGCATTCAG 2880 

TGATCCTGTT CTGTAGACTT TTCTTTCTTT TTTTAACCAA ATCCAAAGGA TGTTACAGAA 2940 

AAGCTAGCCA CTGGTATTTT GTTTTGTTTA AAAAAAAAAA GAAAGAAAGA AAGAAAGAAA 3000 

AACGGAAAGG AACCTAGCTG CCTGTATCTT TCATTTTTAA AATAGCACTT GAGTTATTTT 3060 

CTGAGTAATC CAATAAAGAA CTTTTGATGA CAGCCAGAAT GTGTTAGAAC TCTGGCTGAA 3120 

CATTTCATCT CCTGTGAGTC AGAAGGGCTT TATTTCTCCC TTTGATGGGG CCCCTTCTTC 3180 

TTTCTGGTGC TCTGGAAGTT GTTTAGAGGA AAGAATTCTA ATTTTAATTA ATTGCGCAGT 3240 

GAGTTAATCT CACTCGCTTT TCTGCTTCCA GGCATCTTAG GAAAAACAAA TGGTTTTAGT 3300 

AGATAAGGGA TGCCTACTAA TGCTTTTTTA AAACAAACAG GGACATTTTT ATTATAGATT 3360 

TGATTTTTTT AATGAATGTT TTTAAAAATA TATAAATAGG ACACCAAAGC GGCAGGGTTT 3420 

TTTTTGGGGG GAGGGGGTTT GTTTTCCAAC TCAAGATGGC ACATTAGTGG CCAGCAATAT 3480 

TTTTTAACTC ATTCCAACCA GGAAGCTTTT TTATACATTG CCTAAATCTA CGCCAACCAG 3540 

AAAATAGTCT CATCTCTTTT TTTCTCAAAT GAGATCCGTG TTTTATTTTA GCATTAAATT 3600 

AGTTACACTG TGATGACTGG CCTATTACCT GACTCAGCTC CCTCTACCTT GAAATTGACA 3660 

TTTTTAAAAA ATGCAACTAA GTGGTTAATA GTGTGTGACG CTCAAAGTTA ATGTAAACTG 3720 

GAAAGGTTGT GTGTCGTTGC TTTTTGTGTT TTGGTTAGGC TTGGTTTTGT TTTTTAATTT 3780 

TTATACTTTC TAATAAATTT GCAGTTTCAT TCTTTCTGTT TGTGCAAAWG GWMCTAMARM 3840 

AAMMAAAAAC AWYWTTGGGG GGGCTTGGGC CTCGGAAAAA GTTTTTAACA CCACTTCGGG 3900 

TGGGGCGGCG GGGCCCACGT AGGTACGGCG ACCACGCGGG CCCAAACGGG ACCCCAGAAG 3960 

GAAACCCTGG CCAAGAAAAA GGTGGCGAGA ATTCTCCACA CCAGAAAAAA ACGCGCCGGG 4020 

GGAAACCGCA GAGTGTTGCG TAAACCACAC CCGAAGAGAG AACTCAGAAG CACACAAGCG 4080 
GGACTCAACC AGGAGGACCC AAGGGAACCC GATAGAGTAC G 



A6 Protein sequence: 
Gene name: 



831 



WO 03/042661 



PCT/US02/36810 



Unigene number: 
Probeset Accession 8: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
LDLa domains: 
Cellular Localization-. 



Hs. 293616 
AW043782 
none found 
1-17 
169-191 

28-66. 70-108, 112-149 
plasma membrane 



1 11 21 31 41 51 

MWLLGPLCLL LSSAAESQLL PGNNFTNECN IPGNFMCSNG RCIPQAWQCD GLPDCFDKSD 
EKECPKAKSK CGPTFPPCAS GIHCIIGRFR CNGFEDCPDG SDEENCTANP LLCSTARYHC 
KNGLCIDKSF ICDGQNNCQD NSDEESCESS QEPGSGQVFV TSENQLVYYP SITYA1IGSS 
VIFVLWALL ALVLHHQRKR NNIiMTLPVHR LQHPVLLSRL WLDHPHHCN VTYNVNNGIQ 
YVASQAEQNA SEVGSPPSYS EALLDQRPAW YDLPPPPYSS DTESLNQADL PPYRSRSGSA 
NSASSQAASS LLSVEDTSHS PGQPGPQEGT AEPRDSEPSQ GTEEV 



60 
120 
180 
240 
300 



A7 DNA SEQUENCE 
Gene name: 

Unigene number: 
Probeset Accession 8: 
Nucleic Acid Accession #: 
Coding sequence: 



Integrin, alpha 5 (fibronectin receptor, alpha polypeptide) 

Hs. 149609 
X06256 

NM 002205 . , 

1-3150 (underlined sequences correspond to start and stop codons J 



1 11 21 31 41 51 

1 | | I 1 1 

ATGGGGAGCC GGACGCCAGA GTCCCCTCTC CACGCCGTGC AGCTGCGCTG GGGCCCCCGG 
CGCCGACCCC CGCTSSTGCC GCTGCTGTTG CTGCTSSTGC CGCCGCCACC CAGGGTCGGG 
GGCTTCAACT TAGACGCGGA GGCCCCAGCA GTACTCTCGG GGCCCCCGGG CTCCTTCTTC 
GGATTCTCAG TGGAGTTTTA CCGGCCGGGA ACAGACGGGG TCAGTGTGCT GGTGGGAGCA 
CCCAAGGCTA ATACCAGCCA GCCAGGAGTG CTGCAGGGTG GTGCTGTCTA CCTCTGTCCT 
TGGGGTGCCA GCCCCACACA GTGCACCCCC ATTGAATTTG ACAGCAAAGG CTCTCGGCTC 
CTGGAGTCCT CACTGTCCAG CTCAGAGGGA GAGGAGCCTG TGGAGTACAA GTCCTTGCAG 
TGGTTCGGGG CAACAGTTCG AGCCCATGGC TCCTCCATCT TGGCATGCGC TCCACTGTAC 
AGCTGGCGCA CAGAGAAGGA GCCACTGAGC GACCCCGTGG GCACCTGCTA CCTCTCCACA 
GATAACTTCA CCCGAATTCT GGAGTATGCA CCCTGCCGCT CAGATTTCAG CTGGGCAGCA 
GGACAGGGTT ACTGCCAAGG AGGCTTCAGT GCCGAGTTCA CCAAGACTGG CCGTGTGGTT 
TTAGGTGGAC CAGGAAGCTA TTTCTGGCAA GGCCAGATCC TGTCTGCCAC TCAGGAGCAG 
ATTGCAGAAT CTTATTACCC CGAGTACCTG ATCAACCTGG TTCAGGGGCA GCTGCAGACT 
CGCCAGGCCA GTTCCATCTA TGATGACAGC TACCTAGGAT ACTCTGTGGC TGTTGGTGAA 
TTCAGTGGTG ATGACACAGA AGACTTTGTT GCTGGTGTGC CCAAAGGGAA CCTCACTTAC 
GGCTATGTCA CCATCCTTAA TGGCTCAGAC ATTCGATCCC TCTACAACTT CTCAGGGGAA 
CAGATGGCCT CCTACTTTGG CTATGCAGTG GCCGCCACAG ACGTCAATGG GGACGGGCTG 
GATGACTTGC TGGTGGGGGC ACCCCTGCTC ATGGATCGGA CCCCTGACGG GCGGCCTCAG 
GAGGTGGGCA GGGTCTACGT CTACCTGCAG CACCCAGCCG GCATAGAGCC CACGCCCACC 
CTTACCCTCA CTGGCCATGA TGAGTTTGGC CGATTTGGCA GCTCCTTGAC CCCCCTGGGG 
GACCTGGACC AGGATGGCTA CAATGATGTG GCCATCGGGG CTCCCTTTGG TGGGGAGACC 
CAGCAGGGAG TAGTGTTTGT ATTTCCTGGG GGCCCAGGAG GGCTGGGCTC TAAGCCTTCC 
CAGGTTCTGC AGCCCCTGTG GGCAGCCAGC CACACCCCAG ACTTCTTTGG CTCTGCCCTT 
CGAGGAGGCC GAGACCTGGA TGGCAATGGA TATCCTGATC TGATTGTGGG GTCCTTTGGT 
GTGGACAAGG CTGTGGTATA CAGGGGCCGC CCCATCGTGT CCGCTAGTGC CTCCCTCACC 
ATCTTCCCCG CCATGTTCAA CCCAGAGGAG CGGAGCTGCA GCTTAGAGGG GAACCCTGTG 
GCCTGCATCA ACCTTAGCTT CTGCCTCAAT GCTTCTGGAA AACACGTTGC TGACTCCATT 
GGTTTCACAG TGGAACTTCA GCTGGACTGG CAGAAGCAGA AGGGAGGGGT AOGGCGGGCA 
CTGTTCCTGG CCTCCAGGCA GGCAACCCXG ACCCAGACCC TGCTCATCCA GAATGGGGCT 
CGAGAGGATT GCAGAGAGAT GAAGATCTAC CTCAGGAACG AGTCAGAATT TCGAGACAAA 
CTCTOGCCGA TTCACATCGC TCTCAACTTC TCCTTGGACC CCCAAGCCCC AGTGGACAGC 
CACGGCCTCA GGCCAGCCCT ACATTATCAG AGCAAGAGCC GGATAGAGGA CAAGGCTCAG 
ATCTTGCTGG ACTGTGGAGA AGACAACATC TGTGTGCCTG ACCTGCAGCT GGAAGTGTTT 
GGGGAGCAGA ACCATGTGTA CCTGGGTGAC AAGAATGCCC TGAACCTCAC TTTCCATGCC 
CAGAATGTGG GTGAGGGTGG CGCCTATGAG GCTGAGCTTC GGGTCACCGC CCCTCCAGAG 
GCTGAGTACT CAGGACTCGT CAGACACCCA GGGAACTTCT CCAGCCTGAG CTGTGACTAC 
TTTGCCGTGA ACCAGAGCCG CCTGCTGGTG TGTGACCTGG GCAACCCCAT GAAGGCAGGA 
GCCAGTCTGT GGGGTGGCCT TCGGTTTACA GTCCCTCATC TCCGGGACAC TAAGAAAACC 
ATCCAGTTTG ACTTCCAGAT CCTCAGCAAG AATCTCAACA ACTCGCAAAG OGACGTGGTT 
TCCTTTCGGC TCTCCGTGGA GGCTCAGGCC CAGGTCACCC TGAACGGTGT CTCCAAGCCT 
GAGGCAGTGC TATTCCCAGT AAGCGACTGG CATCCCCGAG ACCAGCCTCA GAAGGAGGAG 
GACCTGGGAC CTGCTGTCCA CCATGTCTAT GAGCTCATCA ACCAAGGCCC CAGCTCCATT 
AGCCAGGGTG TGCTGGAACT CAGCTGTCCC CAGGCTCTGG AAGGTCAGCA GCTCCTATAT 
GTGACCAGAG TTACGGGACT CAACTGCACC ACCAATCACC CCATTAACCC AAAGGGCCTG 
GAGTTGGATC CCGAGGGTTC CCTGCACCAC CAGCAAAAAC GGGAAGCTCC AAGCCGCAGC 
TCTGCTTCCT CGGGACCTCA GATCCTGAAA TGCCCGGAGG CTGAGTGTTT CAGGCTGCGC 
TGTGAGCTCG GGCCCCTGCA CCAACAAGAG AGCCAAAGTC TGCAGTTGCA TTTCCGAGTC 
TGGGCCAAGA CTTTCTTGCA GCGGGAGCAC CAGCCATTTA GCCTGCAGTG TGAGGCTGTG 
TACAAAGCCC TGAAGATGCC CTACCGAATC CTGCCTCGGC AGCTGCCCCA AAAAGAGCGT 
CAGGTGGCCA CAGCTGTGCA ATGGACCAAG GCAGAAGGCA GCTATGGCGT CCCACTGTGG 
ATCATCATCC TAGCCATCCT GTTTGGCCTC CTGCTCCTAG GTCTACTCAT CTACATCCTC 
TACAAGCTTG GATTCTTCAA ACGCTCCCTC CCATATGGCA CCGCCATGGA AAAAGCTCAG 
CTCAAGCCTC CAGCCACCTC TGATGCCTGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
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A8 Protein sequence: 

Gene name: Integrin, alpha 5 (f ibronectin receptor, alpha polypeptide) 

Unigene number: Hs. 149609 

Probeset Accession ft: X06256 

Protein Accession 8: NP_002196 

Signal sequence: 1-42 

Transmembrane domains i 99B-1020 

Integrin alpha domains: 56-115, 268-318, 322-384, 388-444, 452-503, 1022-1036 

Cellular Localization: plasma membrane 



1 11 21 

I i I 

MGSRTPESPL HAVQLRWGPR RRPPLLPLLL 
GFSVEFYRPG TDGVSVLVGA PKANTSQPGV 
LE5SLSSSEG EBPVEYKSLQ WFGATVRAHG 
DNFTRILEYA PCRSDPSWAA GQGYCQGGFS 
IAESYYPEYL INLVQGQLQT RQASSIYDDS 
GYVTILNGSD IRSLYNFSGE QMASYPGYAV 
EVGRVYVYLQ HPAGIEPTPT LTLTGHDEFG 
QQGWPVFPG GPGGLGSKPS QVLQPLWAAS 
VDKAWYRGR PIVSASASLT I FP AM FN PEE 
GFTVELQLDW QKQKGGVRRA LFLASRQATL 
LSPIHIALNF SLDPQAPVDS HGLRPALHYQ 
GEQNHVYLGD KNALNLTFHA QNVGEGGAYE 
FAVNQSRLLV CDLGNPMKAG ASLWGGLRFT 
SFRLSVEAQA QVTLNGVSKP EAVLFPVSDW 
SQGVLELSCP QALEGQQLLY VTRVTGLNCT 
SA5SGPQILK CPEAECFRLR CELGPLHQQE 
YKALKMPYRI LPRQLPQKER QVATAVQWTK 
YKLGPFKRSL PYGTAMEKAQ LKPPATSDA 



31 41 51 

I I i 

LLLPPPPRVG GFNLDAEAPA VLSGPPGSFF 60 

LQGGAVYLCP WGASPTQCTP IEFDSKGSRli 120 

SSILACAPLY SWRTEKEPLS DPVGTCYLST 180 

AEFTKTGRW LGGPGSYFWQ GQILSATQEQ 240 

YLGYSVAVGE FSGDDTEDFV AGVPKGNLTY 300 

AATDVNGDGL DDLLVGAPLL MDRTPDGRPQ 360 

RFGSSLTPLG DLDQDGYNDV AIGAPFGGET 420 

HTPDFFGSAL RGGRDLDGNG YPDLIVGSFG 480 

RSCSLEGNPV ACINLSFCLN ASGKHVADS I 540 

TQTLLIQNGA REDCREMKIY LRNESEFRDK 600 

SKSRIEDKAQ ILLDCGEDNI CVPDLQLEVF 660 

AELRVTAPPE AEYSGLVRHP GNFSSLSCDY 720 

VPHLRDTKKT IQFDFQILSK NLNNSQSDW 780 

HPRDQPQKEE DLGPAVHHVY ELINQGPSSI 840 

TNHPINPKGL ELDPEGSLHH QQKREAPSRS 900 

SQSLQLHFRV WAKTFLQREH QPFSLQCEAV 960 

AEGSYGVPLW 1 1 ILAILFGL LLLGL.LIYIL 1020 



A9 DNA SEQUENCE 

Gene name: integrin, beta 1 (f ibronectin receptor, beta, antigen CD29 includes MDF2, MSK12) 

Unigene number: Hs. 287797 

Probeset Accession #: X07979 
Nucleic Acid Accession #: NM_0022ll.l 

Coding sequence: 1-2397 {underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGAATTTAC AACCAATTTT CTGGATTGGA CTGATCAGTT CAGTTTGCTG TGTGTTTGCT 60 

CAAACAGATG AAAATAGATG TTTAAAAGCA AATGCCAAAT CATGTGGAGA ATGTATACAA 120 

GCAGGGCCAA ATTGTGGGTG GTGCACAAAT TCAACATTTT TACAGGAAGG AATGCCTACT 180 

TCTGCACGAT GTGATGATTT AGAAGCCTTA AAAAAGAAGG GTTGCCCTCC AGATGACATA 240 

GAAAATCCCA GAGGCTCCAA AGATATAAAG AAAAATAAAA ATGTAACCAA CCGTAGCAAA 300 

GGAACAGCAG AGAAGCTCAA GCCAGAGGAT ATTACTCAGA TCCAACCACA GCAGTTGGTT 360 

TTGCGATTAA GATCAGGGGA GCCACAGACA TTTACATTAA AATTCAAGAG AGCTGAAGAC 420 

TATCCCATTG ACCTCTACTA CCTTATGGAC CTGTCTTACT CAATGAAAGA CGATTTGGAG 480 

AATGTAAAAA GTCTTGGAAC AGATCTGATG AATGAAATGA GGAGGATTAC TTCGGACTTC 540 

AGAATTGGAT TTGGCTCATT TGTGGAAAAG ACTGTGATGC CTTACATTAG CACAACACCA 600 

GCTAAGCTCA GGAACCCTTG CACAAGTGAA CAGAACTGCA CCAGCCCATT TAGCTACAAA 660 

AATGTGCTCA GTCTTACTAA TAAAGGAGAA GTATTTAATG AACTTGTTGG AAAACAGCGC 720 

ATATCTGGAA ATTTGGATTC TCCAGAAGGT GGTTTCGATG CCATCATGCA AGTTGCAGTT 780 

TGTGGATCAC TGATTGGCTG GAGGAATGTT ACACGGCTGC TGGTGTTTTC CACAGATGCC 840 

GGGTTTCACT TTGCTGGAGA TGGGAAACTT GGTGGCATTG TTTTACCAAA TGATGGACAA 900 

TGTCACCTGG AAAATAATAT GTACACAAT3 AGCCATTATT ATGATTATCC TTCTATTGCT 960 

CACCTTGTCC AGAAACTGAG TGAAAATAAT ATTCAGACAA TTTTTGCAGT TACTGAAGAA 1020 

TTTCAGCCTG TTTACAAGGA GCTGAAAAAC TTGATCCCTA AGTCAGCAGT AGGAACATTA 1080 

TCTGCAAATT CTAGCAATGT AATTCAGTTG ATCATTGATG CATACAATTC CCTTTCCTCA 1140 

GAAGTCATTT TGGAAAACGG CAAATTGTCA GAAGGAGTAA CAATAAGTTA CAAATCTTAC 1200 

TGCAAGAACG GGGTGAATGG AACAGGGGAA AATGGAAGAA AATGTTCCAA TATTTCCATT 1260 

GGAGATGAGG TTCAATTTGA AATTAGCATA ACTTCAAATA AGTGTCCAAA AAAGGATTCT 1320 

GACAGCTTTA AAATTAGGCC TCTGGGCTTT ACGGAGGAAG TAGAGGTTAT TCTTCAGTAC 1380 

ATCTGTGAAT GTGAATGCCA AAGCGAAGGC ATCCCTGAAA GTCCCAAGTG TCATGAAGGA 1440 

AATGGGACAT TTGAGTGTGG CGCGTGCAGG TGCAATGAAG GGCGTGTTGG TAGACATTGT 1500 

GAATGCAGCA CAGATGAAGT TAACAGTGAA GACATGGATG CTTACTGCAG GAAAGAAAAC 1560 

AGTTCAGAAA TCTGCAGTAA CAATGGAGAG TGCGTCTGCG GACAGTGTGT TTGTAGGAAG 1620 

AGGGATAATA CAAATGAAAT TTATTCTGGC AAATTCTGCG AGTGTGATAA TTTCAACTGT 1680 

GATAGATCCA ATGGCTTAAT TTGTGGAGGA AATGGTGTTT GCAAGTGTCG TGTGTGTGAG 1740 

TGCAACCCCA ACTACACTGG CAGTGCATGT GACTGTTCTT TGGATACTAG TACTTGTGAA 1800 

GCCAGCAACG GACAGATCTG CAATGGCCGG GGCATCTGCG AGTGTGGTGT CTGTAAGTGT 1860 

ACAGATCCGA AGTTTCAAGG GCAAACGTGT GAGATGTGTC AGACCTGCCT TGGTGTCTGT 1920 

GCTGAGCATA AAGAATGTGT TCAGTGCAGA GCCTTCAATA AAGGAGAAAA GAAAGACACA 1980 

TGCACACAGG AATGTTCCTA TTTTAACATT ACCAAGGTAG AAAGTCGGGA CAAATTACCC 2040 

CAGCCGGTCC AACCTGATCC TGTGTCCCAT TGTAAGOAGA AGGATGTTGA CGACTGTTGG 2100 

TTCTATTTTA CGTATTCAGT GAATGGGAAC AACGAGGTCA TGGTTCATGT TGTGGAGAAT 2160 

CCAGAGTGTC CCACTGGTCC AGACATCATT CCAATTGTAG CTGGTGTGGT TGCTGGAATT 2220 



833 
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GTTCTTATTG GCCTTGCATT ACTGCTQATA TGGAAGCTTT TAATGATAAT TCATGACAGA 2280 
AGGGAGTTTG CTAAATTTGA AAAGGAGAAA ATGAATGCCA AATGGGACAC GGGTGAAAAT 2340 
CCTATTTATA AGAGTGCCGT AACAACTGTG GTCAATCCGA AGTATGAGGG AAAATGA 



A10 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession U - 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
INB domain: 
PSI domain: 

Cellular Localization: 



Integrin, beta 1 

Hs. 287797 

X07979 

NP_002202.1 

1-21 

732-754 

34-464 

26-76 

plasma membrane 



(fibronectin receptor, beta, antigen CD29 includes MDF2, MSK12) 



1 11 21 31 41 51 

I I I 1 I I 

MNLQPIFWIG LISSVCCVFA QTDENRCLKA NAKSCGECIQ AGPNCGWCTN STFLQEGMPT 60 

SARCDDLEAL KKKGCPPDDI ENPRGSKDIK KNKNVTNRSK GTAEKLKPED ITQIQPQQLV 120 

LRLRSGEPQT FTLKFKRAED YPIDLYYLMD LSYSMKDDLE NVKSLGTDLM NEMRRITSDF 180 

RIGFGSFVEK TVMPYISTTP AKLRNPCTSE QNCTSPFSYK NVLSLTNKGE VFNELVGKQR 240 

ISGNLDSPEG GFDAIMQVAV CGSLIGWRNV TRLLVFSTDA GFHFAGDGKL GGIVLPNDGQ 300 

CHLENNMYTM SHYYDYPSIA HLVQKLSENN IQTIFAVTEE FQPVYKELKN LIPKSAVGTL 360 

SANSSNVIQL IIDAYNSLSS EVILENGKLS EGVTISYKSY CKNGVNGTGE NGRKCSNISI 420 

GDEVQPEISI TSNKCPKKDS DSFKIRPLGP TEEVEVILQY ICECECQSEG IPBSPKCHEG 480 

NGTFECGACR CNEGRVGRHC ECSTDEVNSE DMDAYCRKEN SSEICSNNGE CVCGQCVCRK 540 

RDNTNEIYSG KFCECDNFNC DRSNGLICGG NGVCKCRVCE CNPNYTGSAC DCSLDTSTCE 600 

ASNGQICNGR GICECGVCKC TDPKFQGQTC EMCQTCLGVC AEHKECVQCR AFNKGEKKDT 660 

CTQECSYFNI TKVBSRDKLP QPVQPDPVSH CKEKDVDDCW PYFTYSVNGN NEVMVHWEN 720 

PECPTGPDII PIVAGWAGI VLIGLALLLI WKLLMIIHDR REFAKFEKEK MNAKWDTGEN 780 
PIYKSAVTTV VNPKYEGK 

All DNA SEQUENCE 

Gene name: selectin E (endothelial adhesion molecule 1) 

Unigene number: Hs. 89546 

Probeset Accession #: M24736 

Nucleic Acid Accession #: NM_000450 

Coding sequence: 1-1833 {underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

ATGATTGCTT CACAGTTTCT CTCAGCTCTC ACTTTGGTGC TTCTCATTAA AGAGAGTGGA 60 

GCCTGGTCTT ACAACACCTC CACGGAAGCT ATGACTTATG ATGAGGCCAG TGCTTATTGT 120 

CAGCAAAGGT ACACACACCT GGTTGCAATT CAAAACAAAG AAGAGATTGA GTACCTAAAC 180 

TCCATATTGA GCTATTCACC AAGTTATTAC TGGATTGGAA TCAGAAAAGT CAACAATGTG 240 

TGGGTCTGGG TAGGAACCCA GAAACCTCTG ACAGAAGAAG CCAAGAACTG GGCTCCAGGT 300 

GAACCCAACA ATAGGCAAAA AGATGAGGAC TGCGTGGAGA TCTACATCAA GAGAGAAAAA 360 

GATGTGGGCA TGTGGAATGA TGAGAGGTGC AGCAAGAAGA AGCTTGCCCT ATGCTACACA 420 

GCTGCCTGTA CCAATACATC CTGCAGTGGC CACGGTGAAT GTGTAGAGAC CATCAATAAT 480 

TACACTTGCA AGTGTGACCC TGGCTTCAGT GGACTCAAGT GTGAGCAAAT TGTGAACTGT 540 

ACAGCCCTGG AATCCCCTGA GCATGGAAGC CTGGTTTGCA GTCACCCACT GGGAAACTTC 600 

AGCTACAATT CTTCCTGCTC TATCAGCTGT GATAGGGGTT ACCTGCCAAG CAGCATGGAG 660 

ACCATGCAGT GTATGTCCTC TGGAGAATGG AGTGCTCCTA TTCCAGCCTG CAATGTGGTT 720 

GAGTGTGATG CTGTGACAAA TCCAGCCAAT GGGTTCGTGG AATGTTTCCA AAACCCTGGA 780 

AGCTTCCCAT GGAACACAAC CTGTACATTT GACTGTGAAG AAGGATTTGA ACTAATGGGA 840 

GCCCAGAGCC TTCAGTGTAC CTCATCTGGG AATTGGGACA ACGAGAAGCC AACGTGTAAA 900 

GCTGTGACAT GCAGGGCCGT CCGCCAGCCT CAGAATGGCT CTGTGAGGTG CAGCCATTCC 960 

CCTGCTGGAG AGTTCACCTT CAAATCATCC TGCAACTTCA CCTGTGAGGA AGGCTTCATG 1020 

TTGCAGGGAC CAGCCCAGGT TGAATGCACC ACTCAAGGGC AGTGGACACA GCAAATCCCA 1080 

GTTTGTGAAG CTTTCCAGTG CACAGCCTTG TCCAACCCCG AGCGAGGCTA CATGAATTGT 1140 

CTTCCTAGTG CTTCTGGCAG TTTCCGTTAT GGGTCCAGCT GTGAGTTCTC CTGTGAGCAG 1200 

GGTTTTGTGT TGAAGGGATC CAAAAGGCTC CAATGTGGCC CCACAGGGGA GTGGGACAAC 1260 

GAGAAGCCCA CATGTGAAGC TGTGAGATGC GATGCTGTCC ACCAGCCCCC GAAGGGTTTG 1320 

GTGAGGTGTG CTCATTCCCC TATTGGAGAA TTCACCTACA AGTCCTCTTG TGCCTTCAGC 1380 

TGTGAGGAGG GATTTGAATT ATATGGATCA ACTCAACTTG AGTGCACATC TCAGGGACAA 1440 

TGGACAGAAG AGGTTCCTTC CTGCCAAGTG GTAAAATGTT CAAGCCTGGC AGTTCCGGGA 1500 

AAGATCAACA TGAGCTGCAG TGGGGAGCCC GTGTTTGGCA CTGTGTGCAA GTTCGCCTGT 1560 

CCTGAAGGAT GGACGCTCAA TGGCTCTGCA GCTCGGACAT GTGGAGCCAC AGGACACTGG 1620 

TCTGGCCTGC TACCTACCTG TGAAGCTCCC ACTGAGTCCA ACATTCCCTT GGTAGCTGGA 1680 

CTTTCTGCTG CTGGACTCTC CCTCCTGACA TTAGCACCAT TTCTCCTCTG GCTTCGGAAA 1740 

TGCTTACGGA AAGCAAAGAA ATTTGTTCCT GCCAGCAGCT GCCAAAGCCT TGAATCAGAC 1800 
GGAAGCTACC AAAAGCCTTC TTACATCCTT TAA 



A12 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession # : 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
C- lectin domain: 



Selectin E (endothelial 

Hs. 89546 

M24736 

NP 000441 

1-22 

555-573 

23-139 



adhesion molecule 1) 



834 



WO 03/042661 



PCT/US02/36810 



Cellular Localization: plasma membrane 



1 11 21 Jl 41 51 

I I I I I I 

MIASQFLSAL TLVLLIKESG AWSYNTSTEA MTYDEASAYC QQRYTHLVAI QNKEEIEYLN 60 

SILSYSPSYY WIGIRKVNNV WVWVGTQKPL TEEAKNWAPG EPNNRQKDED CVEIYIKREK 120 

DVGMWNDERC SKKKLALCYT AACTNTSCSG HGECVETINN YTCKCDPGFS GLKCEQIVNC 180 

TALES PEHGS LVCSHPLGNF SYNSSCSISC DRGYLPSSME TMQCMSSGEW SAPIPACNW 240 

ECDAVTNPAN GFVECPQNPG SFPWNTTCTF DCEEGFELMG AQSLQCTSSG NWDNEKPTCK 300 

AVTCRAVRQP QNGSVRCSHS PAGEFTFKSS CNFTCEEGFM LQGPAQVECT TQGQWTQQIP 360 

VCEAFQCTAL SNPERGYMNC LPSASGSFRY GSSCEFSCEQ GFVLKGSKRL QCGPTGEWDN 420 

EKPTCEAVRC DAVHQPPKGL VRCAHSPIGE FTYKSSCAFS CEEGFELYGS TQLECTSQGQ 480 

WTEEVPSCQV VKCSSLAVPG KINMSCSGEP VFQTVCKFAC PEGWTLNGSA ARTCGATGHW 540 

SGLLPTCEAP TESNIPLVAG LSAAGLSLLT LAPFLLWLRK CLRKAKKFVP ASSCQSLESD 600 
GSYQKPSYIL 



A13 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probes et Accession # : 
Nucleic Acid Accession # : 
Coding sequence: 



G protein -coupled receptor 39 

Hs. 85339 

AA349893 

NM_00150B 

1-1362 (underlined sequences correspond to start and stop codons) 



ATGGCTTCAC 
CCCGAGTTTG 
TTCGTGATGG 
AAAGGATACT 
TTGGTGTTCC 
ACGTCCAGCT 
GCTACGCTGC 
TTCAGGTACA 
GTCACCTCCG 
GTGAACGTGC 
CAGCCCGAGA 
CAGTCCAGCA 
ATGTGCTGGA 
ACGCGGCCTC 
ACCATCATCT 
ATTCGGAGGA 
GCGTACATGA 
CCGCTCCTGT 

ACCACCGACA 
TCTGCAAGGA 
TCTAAGTCCC 
AATTCTGCTG 



11 
I 

CCAGCCTCCC 
AGGTGGCCAC 
GCCTTCTGGG 
TGCAGAAGGA 
TCATCGGCAT 
ACACCCTGTC 
TGCACGTGCT 
AGGCTGTGTC 
CCCTGGTGGC 
CCAGCCACCG 
CCTCCAATAT 
TCTTCGGCGC 
ACATGATGCA 
CGCAGCTGAG 
TCCTGAGGCT 
TCATGGCTGC 
TCCTCCTCCC 
ACACGGTGTC 
CGCTGCAGCA 
GCGCCCGCTT 
GAACTGAGAA 
AGTCATTGAG 
CAGAGAATGG 



21 
I 

GGGCAGTGAC 
CTGGATCAAA 
GAACAGCGCC 
GGTGACAGAC 
GCCCATGGAG 
CTGCAAGCTG 
GACACTCAGC 
GGGACCTTGC 
ACTGCCCTTG 
GGGTCTCACT 
GTCCATCTGT 
CTTCGTGGTC 
GGTGCTCATG 
GAAGTCCGAG 
GATTGTTGTG 
GGCCAAACCC 
CTTCTCGGAG 
CTCGCAGCAG 
CGCCAACCAC 
TGTGCAGCGC 
GATTTTCTTA 
TCTCGAGTCA 
TTTTCAGGAG 



31 
I 

TGCTCCCAAA 
ATCACCCTTA 
ACCATTCGGG 
CACATGGTGA 
TTCTACAGCA 
CACACTTTCC 
TTTGAGCGCT 
CAGGTGAAGC 
CTGTTTGCCA 
TGCAACCGCT 
ACCAACCTCT 
TACCTCGTGG 
AAAAGCCAGA 
AGCGAAGAGA 
ACATTGGCCG 
AAGCACGACT 
AOGTTTTTCT 
TTTCGGCGGG 
GAGAAGCGCC 
CCGTTGCTCT 
AGCACTTTTC 
CTAGAGCCCA 
CATGAAGTTT 



41 
I 

TCATTGATCA 
TTCTGGTGTA 
TCACCCAGGT 
GTTTGGCTTG 
TCATCTGGAA 
TCTTCGAGGC 
ACATCGCCAT 
TGCTGATTGG 
TGGGTACTGA 
CCAGCACCCG 
CCAGCCGCTG 
TCCTGCTCTC 
AGGGCTCGCT 
GCAGGACCGC 
TATGCTGGAT 
GGACGAGGTC 
ACCTCAGCTC 
TGTTCGTGCA 
TGCGCGTACA 
TCGCGTCCCG 
AGAGCGAGGC 
ACTCAGGCGC 
GA 



51 
I 

CAGTCATGTC 
CCTGATCATC 
GCTGCAGAAG 
CTCGGACATC 
TCCCCTGACC 
CTGCAGCTAC 
CTGTCACCCC 
CTTCGTCTGG 
GTACCCCCTG 
CCACCACGAG 
GACCGTGTTC 
CGTAGCCTTC 
GGCCGGGGGC 
CAGGAGGCAG 
GCCCAACCAG 
CTACTTCCGG 
GGTCATCAAC 
GGTGCTGTGC 
TGCGCACTCC 
GCGCCAGTCC 
CGAGCCCCAG 
GAAACCAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
7B0 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



A14 Protein sequence: 

Gene name: G protein- coupled receptor 39 

Unigene number: Hs. 85339 

Probeset Accession ft: AA349B93 

Protein Accession ft: NM_001508, KP_001409 

Signal sequence t none found 

Pfam domains: 7tm_l [72-172, 224-344] 

Transmembrane domains: 32-54, 68-90, 111-133, 151-173, 221-243, 280-301, 320-342 

Cellular Localization j plasma membrane 



1 11 21 31 41 51 

I 1 1 1 1 1 

MASPSLPGSD CSQIIDHSHV PEFEVATWIK ITLILVYLII FVMGLLGNSA TIRVTQVLQK 60 

KGYLQKEVTD HMVSLACSDI LVFLIGMPME FYSIIWNPLT TSSYTLSCKL HTFLFEACSY 120 

ATLLHVLTLS FERYIAI CHP FRYKAVSGPC QVKLLIGFVW VTSALVALPL LFAMGTEYPL 180 

VNVPSHRGLT CNRSSTRHHE QPETSNMSIC TNLSSRWTVF QSSIFGAFW YLWLLSVAF 240 

MCWNMMQVLM KSQKGSLAGG TRPPQLRKSB SEESRTARRQ TIIFLRLIW TLAVCWMPNQ 300 

IRRIMAAAKP KHDWTRSYFR AYMILLPFSE TFFYLSSVIN PLLYTVSSQQ FRRVFVQVLC 360 

CRLSLQHANH EKRLRVHAHS TTDSARPVQR PLLFASRRQS SARRTEKIFL STFQSEAEPQ 420 
SKSQSLSLBS LEPNSGAKPA NSAAENGFQE HEV ^ 



AI Prostate 

A15 DNA sequence 

Gene name: CEGP1 

Unigene number: Hs. 222399 

Probeset Accession ft: AA2S6485 

Nucleic Acid Accession Us AJ400877 

Coding sequence: 81-3080 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

835 
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5 
10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 



I I I I I 1 

GGOGTCCGCG CACACCTCCC CGCGCCGCCG CCGCCACCGC CCGCACTCCG CCGCCTCTGC 60 

CCGCAACCGC TGAGCCATCC ATGGGGGTCG CGGGCCGCAA CCGTCCCGGG GCGGCCTGGG 120 

CGGTGCTGCT GCTGCTGCTG CTGCTGCCGC CACTGCTGCT GCTGGCGGGG GCCGTCCCGC 180 

CGGGTCGGGG CCGTGCCGCG GGGCCGCAGG AGGATGTAGA TGAGTGTGCC CAAGGGCTAG 240 

ATGACTGCCA TGCCX3ACGCC CTGTGTCAGA ACACACCCAC CTCCTACAAG TGCTCCTGCA 300 

AGCCTGGCTA CCAAGGGGAA GGCAGGCAGT GTGAGGACAT CGATGAATGT GGAAATGAGC 360 

TCAATGGAGG CTGTGTCCAT GACTGTTTGA ATATTCCAGG CAATTATCGT TGCACTTGTT 420 

TTGATGGCTT CATGTTGGCT CATGACGGTC ATAATTGTCT TGATGTGGAC GAGTGCCTGG 480 

AGAACAATGG CGGCTGCCAG CATACCTGTG TCAACGTCAT GGGGAGCTAT GAGTGCTGCT 540 

GCAAGGAGGG GTTTTTCCTG AGTGACAATC AGCACACCTG CATTCACCGC TCGGAAGAGG 600 

GCCTGAGCTG CATGAATAAG GATCACGGCT GTAGTCACAT CTGCAAGGAG GCCCCAAGGG 660 

GCAGCGTCGC CTGTGAGTGC AGGCCTGGTT TTGAGCTGGC CAAGAACCAG AGAGACTGCA 720 

TCTTGACCTG TAACCATGGG AACGGTGGGT GCCAGCACTC CTGTGACGAT ACAGCCGATG 780 

GCCCAGAGTG CAGCTGCCAT CCACAGTACA AGATGCACAC AGATGGGAGG AGCTGCCTTG 840 

AGCGAGAGGA CACTGTCCTG GAGGTGACAG AGAGCAACAC CACATCAGTG GTGGATGGGG 900 

ATAAACGGGT GAAACGGCGG CTGCTCATGG AAACGTGTGC TGTCAACAAT GGAGGCTGTG 960 

ACCGCACCTG TAAGGATACT TCGACAGGTG TCCACTGCAG TTGTCCTGTT GGATTCACTC 1020 

TCCAGTTGGA TGGGAAGACA TGTAAAGATA TTGATGAGTG CCAGACCCGC AATGGAGGTT 1080 

GTGATCATTT CTGCAAAAAC ATCGTGGGCA GTTTTGACTG CGGCTGCAAG AAAGGATTTA 1140 

AATTATTAAC AGATGAGAAG TCTTGCCAAG ATGTGGATGA GTGCTCTTTG GATAGGACCT 1200 

GTGACCACAG CTGCATCAAC CACCCTGGCA CATTTGCTTG TGCTTGCAAC CGAGGGTACA 1260 

CCCTGTATGG CTTCACCCAC TGTGGAGACA CCAATGAGTG CAGCATCAAC AACGGAGGCT 1320 

GTCAGCAGGT CTGTGTGAAC ACAGTGGGCA GCTATGAATG CCAGTGCCAC CCTGGGTACA 1380 

AGCTCCACTG GAATAAAAAA GACTGTGTGG AAGTGAAGGG GCTCCTGCCC ACAAGTGTGT 1440 

CACCCCGTGT GTCCCTGCAC TGCGGTAAGA GTGGTGGAGG AGACGGGTGC TTCCTCAGAT 1500 

GTCACTCTGG CATTCACCTC TCTTCAGATG TCACCACCAT CAGGACAAGT GTAACCTTTA 1560 

AGCTAAATGA AGGCAAGTGT AGTTTGAAAA ATGCTGAGCT GTTTCCCGAG GGTCTGCGAC 1620 

CAGCACTACC AGAGAAGCAC AGCTCAGTAA AAGAGAGCTT CCGCTACGTA AACCTTACAT 1680 

GCAGCTCTGG CAAGCAAGTC CCAGGAGCCC CTGGCCGACC AAGCACCCCT AAGGAAATGT 1740 

TTATCACTGT TGAGTTTGAG CTTGAAACTA ACCAAAAGGA GGTGACAGCT TCTTGTGACC 1800 

TGAGCTGCAT CGTAAAGCGA ACCGAGAAGC GGCTCCGTAA AGCCATCCGC ACGCTCAGAA 1860 

AGGCCGTCCA CAGGGAGCAG TTTCACCTCC AGCTCTCAGG CATGAACCTC GACGTGGCTA 1920 

AAAAGCCTCC CAGAACATCT GAACGCCAGG CAGAGTCCTG TGGAGTGGGC CAGGGTCATG 1980 

CAGAAAACCA ATGTGTCAGT TGCAGGGCTG GGACCTATTA TGATGGAGCA CGAGAACGCT 2040 

GCATTTTATG TCCAAATGGA ACCTTCCAAA ATGAGGAAGG ACAAATGACT TGTGAACCAT 2100 

GCCCAAGACC AGGAAATTCT GGGGCCCTGA AGACCCCAGA AGCTTGGAAT ATGTCTGAAT 2160 

GTGGAGGTCT GTGTCAACCT GGTGAATATT CTGCAGATGG CTTTGCACCT TGCCAGCTCT 2220 

GTGCCCTGGG CACGTTCCAG CCTGAAGCTG GTCGAACTTC CTGCTTCCCC TGTGGAGGAG 2280 

GCCTTGCCAC CAAACATCAG GGAGCTACTT CCTTTCAGGA CTGTGAAACC AGAGTTCAAT 2340 

GTTCACCTGG ACATTTCTAC AACACCACCA CTCACCGATG TATTCGTTGC CCAGTGGGAA 2400 

CATACCAGCC TGAATTTGGA AAAAATAATT GTGTTTCTTG CCCAGGAAAT ACTACGACTG 2460 

ACTTTGATGG CTCCACAAAC ATAACCCAGT GTAAAAACAG AAGATGTGGA GGGGAGCTGG 2520 

GAGATTTCAC TGGGTACATT GAATCCCCAA ACTACCCAGG CAATTACCCA GCCAACACCG 2580 

AGTGTACGTG GACCATCAAC CCACCCCCCA AGCGCCGCAT CCTGATCGTG GTCCCTGAGA 2640 

TCTTCCTGCC CATAGAGGAC GACTGTGGGG ACTATCTGGT GATGCGGAAA ACCTCTTCAT 2700 

CCAATTCTGT GACAACATAT GAAACCTGCC AGACCTACGA ACGCCCCATC GCCTTCACCT 2760 

CCAGGTCAAA GAAGCTGTGG ATTCAGTTCA AGTCCAATGA AGGGAACAGC GCTAGAGGGT 2820 

TCCAGGTCCC ATACGTGACA TATGATGAGG ACTACCAGGA ACTCATTGAA GACATAGTTC 2880 

GAGATGGCAG GCTCTATGCA TCTGAGAACC ATCAGGAAAT ACTTAAGGAT AAGAAACTTA 2940 

TCAAGGCTCT GTTTGATGTC CTGGCCCATC CCCAGAACTA TTTCAAGTAC ACAGCCCAGG 3000 

AGTCCCGAGA GATGTTTCCA AGATCGTTCA TCCGATTGCT AOGTTCCAAA GTGTCCAGGT 3060 

TTTTGAGACC TTACAAATGA CTCAGCCCAC GTGCCACTCA ATACAAATGT TCTGCTATAG 3120 

GGTTGGTGGG ACAGAGCTGT CTTCCTTCTG CATGTCAGCA CAGTCGGGTA TTGCTGCCTC 3180 

CCGTATCAGT GACTCATTAG AGTTCAATTT TTATAGATAA TACAGATATT TTGGTAAATT 3240 

GAACTTGGTT TTTCTTTCCC AGCATCGTGG ATGTAGACTG AGAATGGCTT TGAGTGGCAT 3300 

CAGCTTCTCA CTGCTGTGGG CGGATGTCTT GGATAGATCA OGGGCTGGCT GAGCTGGACT 3360 

TTGGTCAGCC TAGGTGAGAC TCACCTGTCC TTCTGGGGTC TTACTCCTCC TCAAGGAGTC 3420 

TGTAGTGGAA AGGAGGCCAC AGAATAAGCT GCTTATTCTG AAACTTCAGC TTCCTCTAGC 3480 

CCGGCCCTCT CTAAGGGAGC CCTCTGCACT CGTGTGCAGG CTCTGACCAG GCAGAACAGG 3540 

CAAGAGGGGA GGGAAGGAGA CCCCTGCAGG CTCCCTCCAC CCACCTTGAG ACCTGGGAGG 3600 

ACTCAGTTTC TCCACAGCCT TCTCCAGCCT GTGTGATACA AGTTTGATCC CAGGAACTTG 3660 

AGTTCTAAGC AGTGCTCGTG AAAAAAAAAA GCAGAAAGAA TTAGAAATAA ATAAAAACTA 3720 
AGCACTTCTG GAGACAT 



A16 Protein sequence 
Gene name: 
Unlgene number: 
Probeset Accession ft: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
PFAM domains: 

Cellular Localization: 



CEGP1 

Hs. 222399 

AA256485 

CAB92285 

1-31 

none 

EGF-like_domains [49-84,132-167,177-213,286-321.407-442] 
CUB_domain [809-918] 
may be secreted 



80 



1 11 21 31 41 51 

I I I I I I 

MGVAGRNRPG AAWAVLLLLL LLPPLLLLAG AVPPGRGRAA GPQEDVDBCA QGLDDCHADA 60 

LCQNTPTSYK CSCKPGYQGE GRQCEDIDEC GNELNGGCVH DCLNIPGNYR CTCPDGFMLA 120 

HDGHNCLDVD ECLENNGGCQ HTCVNVMGSY ECCCKEGFFL SDNQHTCIHR SEEGLSCMNK 180 

DHGCSHICKE APRGSVACEC RPGPELAKNQ RDCILTCNHG KGGCQHSCDD TADGPECSCH 240 

PQYKMHTDGR SCLEREDTVL EVTESNTTSV VDGDKRVKRR IiLMETCAVNN GGCDRTCKDT 300 

836 



WO 03/042661 



PCT7US02/36810 



STGVHCSCPV GFTLQLDGKT CKDIDECQTR KGGCDHFCKN IVGSFDCGCK KQFKLLTDEK 360 

SCQDVDECSL DRTCDHSCIN HPGTFACACN RGYTLYGPTH CGDTNECSIN NGGCQQVCVN 420 

TVGSYECQCH PGYKLHWNKK DCVEVKGLLP TSVSPRVSLH OGKSGGGOGC FLRCHSGIHL 480 

SSDVTTIRTS VTFKLNEGKC SLKNAELFPE GLRPALPEKH SSVKESFRYV NLTCSSGKQV 540 

PGAPGRPSTP KEMFITVEFE LBTNQKEVTA SCDLSCIVKR TEKRLRKAIR TLRKAVHREQ 600 

FHLQLSGMNL DVAKKPPRTS ERQAESCGVG QGHAENQCVS CRAGTYYDGA RERCILCPNG 660 

TFQNEEGQMT CEPCPRPGNS GALKTPEAWN MSECGGLCQP GEYSADGFAP CQLCALGTFQ 720 

PEAGRTSCFP CGGGLATKHQ GATSFQDCET RVQCSPGHFY NTTTHRCIRC PVGTYQPEFG 7B0 

KNNCVSCPGN TTTDFDGSTN ITQCKNRRCG GELGOFTGYI ESPNYPGNYP ANTECTWTIN 640 

PPPKRRILIV VPEIFLPIED DCGDYLVMRK TSSSNSVTTY ETCQTYERPI AFTSRSKKLN 900 

IQFKSNEGNS ARGFQVPYVT YDEDYQELIE DIVRDGRLYA SENHQEILKD KKLIKALFDV 960 
LAHPQNYFKY TAQESREMFP RSFIRLLRSK VSRFLRPYK 



A17 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession 8: 
Nucleic Acid Accession #: 
Coding sequence: 



Hs. 293102 

AI951118, AW170035, AL044891, AI908272 
none found 

1-489 (entire sequence is an open -reading -frame) 



CAAAAAGAAA 
CTGAAGGCTC 
ATGCAAACTT 
ATGCAAAAGT 
GATCAGATGT 
GAGAGTCTCC 
AAAGAAATGG 
GATACAGTTC 
TCAGGAAAA 



11 
I 

TAGATAAAAT 
CCTGCAGAAT 
TCAAAGCAGA 
CTGTTCCAAA 
TCCCTTCAGA 
GTGAGACTGT 
ATAAAATAAG 
ATTCTTGTGA 



21 
I 

AAATGGAAAA 
GAAAGTTTCT 
GCCTCCCGAG 
TAAAGCCTTG 
ATCAAAACAA 
TTCACAGAAG 
TGGAAAATTA 
AAGAACAAGG 



31 
I 

TTAGAAGAGT 
ATTCCAACTA 
AAGCCATCTG 
GAATTGAAGA 
AAGAASGTTG 
GATGTGTGTG 
GAAGATTCAA 
GAACTTCAAA 



41 
I 

CTCCTGATAA 
AAGCCTTAGA 
CCTTCGAGCC 
ATGAACAAAC 
AAGAAAATTC 
TACCCAAGGC 
CTAGCCTATC 
AAGACCCCTG 



51 
I 

TGATGGTTTT 
ATTGATGGAC 
TGCCATTGAA 
ATTGAGAGCA 
TTGGGATTCT 
TACACATCAA 
AAAAATCTTG 
TGACCCACGT 



60 
120 
180 
240 
300 
360 
420 
480 



A18 Protein sequence 
Gene name: 
Unigene number: 
Probeset Accession 8» 
Protein Accession fh 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs. 293102 

A1951118, AW170035, AL044891, 

none found 

none 

none 

nuclear 



AI908272 



1 11 21 31 41 51 

1 I I I I I 

QKEIDKINGK LEESPDNDGF LKAPCRMKVS IPTKALELMD MQTFKAEPPE KPSAFEPAIE 60 
MQKSVPNKAL ELKNEQTLRA DQMFPSESKQ KXVEENSWDS BSLRETVSQK DVCVPKATHQ 120 
KEMDKISGKL EDSTSLSKIL DTVHSCERTR ELQKDPCDPR SGK 



Breast " 

A19 DNA SEQUENCE 

Gene name: TMPRSS3a 

Unigene number: Hs. 298241 

Probeset Accession #: AI538613 

Nucleic Acid Accession #: AB038157 

Coding sequence: 202-1566 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ACCGGGCACC GGACGGCTCG GGTACTTTCG TTCTTAATTA GGTCATGCCC GTGTGAGCCA 60 

GGAAAGGGCT GTGTTTATGG GAAGCCAGTA ACACTGTGGC CTACTATCTC TTCCGTGGTG 120 

CCATCTACAT TTTTGGGACT CGGGAATTAT GAGGTAGAGG TGGAGGCGGA GCCGGATGTC 180 

AGAGGTCCTG AAATAGTCAC CATGGGGGAA AATGATCCGC CTGCTGTTGA AGCCCCCTTC 240 

TCAT TCCGAT CGCTTTTTGG CCTTGATGAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTGCACAGAT CCTGTCACTG CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TTGCATTGAT ATTAGCACTG GCCATTGGTC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAAGT ACAGATGTCG CTCATCCTTT AAGTGTATCG AGCTGATAGC TCGATGTGAC 4 B0 

GGAGTCTCGG ATTGCAAAGA OGGGGAGGAC GAGTACCGCT GTGTCCGGGT GGGTGGTCAG 540 

AATGCCGTGC TCCAGGTGTT CACAGCTGCT TCGTGGAAGA CCATGTGCTC CGATGACTGG 600 

AAGGGTCACT ACGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTGAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 7B0 

TGTGCCTCTG GCCACGTGGT TACCTTGCAG TGCACAGCCT GTGGTCATAG AAGGGGCTAC 840 

AGCTCACGCA TCGTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTG GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTGTGCGGG GGCTCTGTCA TCACGCCCCT GTGGATCATC 960 

ACT GCTG CAC ACTGTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTAGTTTCCC TGTTGGACAA TCCAGCCCCA TCCCACTTGG TGGAGAAGAT TGTCTACCAC 1080 

AGCA AGTA CA AGCCAAAGAG GCTGGGCAAT GACATCGCCC TTATGAAGCT GGCCGGGCCA 1140 

CTCACGTTCA ATGAAATGAT CCAGCCTGTG TGCCTGCCCA ACTCTGAAGA GAACTTCCCC 1200 

GATGGAAAAG TGTGCTGGAC GTCAGGATGG GGGGCCACAG AGGATGGAGC AGGTGACGCC 1260 

TCCCCTGTCC TGAACCACGC GGCCGTCCCT TTGATTTCCA ACAAGATCTG CAACCACAGG 1320 

GACGTGTACG GTGGCATCAT CTCCCCCTCC ATGCTCTGCG CGGGCTACCT GACGGGTGGC 1380 



837 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 



GTGGACAGCT GCCAGGGGGA CAGCGGGGGG CCCCTGGTGT GTCAAGAGAG GAGGCTGTGG 1440 

AAGTTAGTGG GAGCGACCAG CTTTGGCATC GGCTGCGCAG AGGTGAACAA GCCTGGGGTG 1500 

TACACCCGTG TCACCTCCTT CCTGGACTGG ATCCACGAGC AGATGGAGAG AGACCTAAAA 1560 

ACCTGAAGAG GAAGGGGACA AGTAGCCACC TGAGTTCCTG AGGTGATGAA GACAGCCCGA 1620 

TCCTCCCCTG GACTCCCGTG TAGGAACCTG CACACGAGCA GACACCCTTG GAGCTCTGAG 1680 

TTCCGGCACC AGTAGCAGGC CCGAAAGAGG CACCCTTCCA TCTGATTCCA GCACAACCTT 1740 

CAAGCTGCTT TTTGTTTTTT GTTTTTTTGA GGTGGAGTCT CGCTCTGTTG CCCAGGCTGG 1800 

AGTGCAGTGG CGAAATCCCT GCTCACTGCA GCCTCCGCTT CCCTGGTTCA AGCGATTCTC 1860 

TTGCCTCAGC TTCCCCAGTA GCTGGGACCA CAGGTGCCCG CCACCACACC CAACTAATTT 1920 

TTGTATTTTT AGTAGAGACA GGGTTTCACC ATGTTGGCCA GGCTGCTCTC AAACCCCTGA 1980 

CCTCAAATGA TGTGCCTGCT TCAGCCTCCC ACAGTGCTGG GATTACAGGC ATGGGCCACC 2040 

ACGCCTAGCC TCACGCTCCT TTCTGATCTT CACTAAGAAC AAAAGAAGCA GCAACTTGCA 2100 

AGGGCGGCCT TTCCCACTGG TCCATCTGGT TTTCTCTCCA GGGGTCTTGC AAAATTCCTG 2160 

ACGAGATAAG CAGTTATGTG ACCTCACGTG CAAAGCCACC AACAGCCACT CAGAAAAGAC 2220 

GCACCAGCCC AGAAGTGCAG AACTGCAQTC ACTGCACGTT TTCATCTCTA GGGACCAGAA 2280 

CCAAACCCAC CCTTTCTACT TCCAAGACTT ATTTTCACAT GTGGGGAGGT TAATCTAGGA 2340 

ATGACTCGTT TAAGGCCTAT TTTCATGATT TCTTTGTAGC ATTTGGTGCT TGACGTATTA 2400 

TTGTCCTTTG ATTCCAAATA ATATGTTTCC TTCCCTCAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAAAAA 



A20 Protein sequence; 

Gene name: TMPRSS3a 



Unigene number: Hs. 2 98241 

25 Probeset Accession #: AI538613 

Protein Accession #: BAB20077 

Signal sequence: none found 

Transmembrane domains: 43-65, 239-261 

OA Tryp_SPc domain: 216-444 

30 Cellular Localization: not determined 



35 
40 
45 

50 
55 
60 
65 
70 
75 
80 



MGENDPPAVE 
LALAIGLGIH 
TAASWKTMCS 
VTALHHSVYV 
LCGGSVITPL 
LGNDIALMKL 
AVPLISNKIC 
FGIGCAEVNK 



11 
I 

APFSFRSLFG 
FDCSGKYRCR 
DDWKGHYANV 
REGCASGHW 
WIITAAHCVY 
AGPLTFNEMI 
NHRDVYGGII 
PGVYTRVTSF 



21 
I 

LDDLKISPVA 
SSFKCIELIA 
ACAQLGPPSY 
TLQCTACGHR 
DLYLPKSWTI 
QPVCLPNSEE 
SPSMLCAGYL 
LDWIHEQMER 



31 
I 

PDADAVAAQI 
RCDGVSDCKD 
VSSDNLRVSS 
RGYSSRIVGG 
QVGLVSLLDN 
NFPDGKVCWT 
TGGVDSOQGD 
DLKT 



41 
I 

LSLIiPLKFFP 
GEDEYRCVRV 
LEGQFREEFV 
NMSLLSQWPW 
PAPSHLVEKI 
SGWGATEDGA 
SGGPLVCQER 



51 
I 

IZVIGI1ALI 
GGQNAVLQVF 
SIDHLLPDDK 
QASLQFQGYH 
VYHSKYKPKR 
GDASPVLNHA 
RLWKLVGATS 



60 
120 
180 
240 
300 
360 
420 



A21 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 



ESTs; opposite strand to TRPS1 
none 

AA428090 
AA428090 



Coding sequence: 1-558 (underlined sequences correspond to start and stop codons) 



1 
I 

ATGAAGCCCA 
CAAGTTGTTG 
TTTTCAGACA 
GATTCTGTTG 
GGAAAAACAA 
CTATTGTTTA 
AAGTGTTTTG 
AAGGGCATTG 
GAAAAAGGGA 
CCCAAAAATG 
CAAGCAAATC 
TTTCCTTCTG 
GTTCTGOCTC 
TTTAACCAAA 
GGAATTGCAT 
TTTTTACACA 
CTGAATGTTT 
CTTTTTACAC 
ACAAGTTGAG 
GATTTCACCA 
TATATATATA 
AAAGTGAATC 
TATTCAAGTT 
CACCAAGAAC 
ACGAAAAAAT 
ATCAGGACTA 
ATTTTCTGCT 
CCCCTCATGC 



11 

i 

GTTTGAAACA 
GAGAAGAAAT 
CAGATGATCT 
GGCTTCCTGG 
CTAACCTCAG 
AGCTCCAGGG 
TTCAGCTTGC 
CCATTATGAA 
AAAAAGAAAA 
AGAAATGAAG 
TTCTGAAGCA 
GTTAAAAACA 
ATTTCTCTTT 
CAAATAAGAT 
CATGTTCACA 
TCGTAACATA 
TTGAAATAAA 
AAAATATATC 
AGAGTCCAGG 
TTTCAATTCA 
TATATATATA 
CATATAAACC 
TAGATGTAAC 
ATGTTTGTGA 
TTCATGTGTT 
CAAATTGAAT 
GGTGAATATT 
CTCCCCCAAA 



21 
I 

CTGGGCTGAT 
TCATCTACAA 
TATGTCCATA 
TAGAGCTGGA 
CCATTTGCCC 
GTCATACTAT 
AGTATTAAAA 
AGCCCCTCAA 
AAAAATAATA 
ATTGTATAAT 
ATCAATTATT 
TGCAGGTGAG 
CAAAGTCATC 
ATTTGATATA 
TGAGTATACC 
ATCATTACCC 
CACATTTTTA 
AGTGAGAGAG 
CTTTATCAAT 
GCAGAGCCTG 
TATATTACAA 
ATACCAACGC 
AGACATCTTT 
GTAGAAATGA 
GTAAGAACAG 
TCTTTTTCTT 
GCTGTAAGTT 
GTTTTCCATG 



31 
I 

ATAAAAATGT 
GTAGTATCTG 
GTGGAGGAAT 
GACAGACTGC 
AATTTCCACC 
GGCAATCTAC 
CAAAAAAAAC 
AGACTCTCTG 
ATTAGAAGGA 
GAGGGGAGAT 
TATATACTTT 
TCTTGCCAAC 
TTTCAGGGAA 
TTAATTTAAA 
GAATTCAAAG 
AATACTCGAC 
TGTTATCTCT 
TGTTTGTTTA 
ATAAGTAATA 
TATATATATA 
TGATCTGTAT 
OGTTATGTGT 
GCTGCCTGAA 
ACATGCACTA 
AACTATTATA 
AGCAACATGA 
AAATTTTACA 
TGGTTGTCAA 



41 
I 

TTTCTGAAAT 
TATCTTATCT 
CAGACAGCTG 
AACCCAAGAC 
TTGCTAGTTA 
TGGTGGAATT 
ATTGCCTCCA 
CTATTTTCAA 
TTTGTTCCTT 
ACTAATTATT 
ATGTTCTGTC 
GTCCTTTCCT 
CTTGCCCTGA 
CTTTTTGAGA 
TTAAACTTCA 
ACTCAATATT 
CTGGAGAAAG 
AGAAAAAAAA 
ATTTTTTAGA 
TATATATATA 
TTCCTATTGC 
AACTGGTGGT 
GATTGTTTGC 
TGAAAACAAA 
GCCAACATTC 
AATCATTCCA 
TTGGCATTTT 
ATAGTCCGC 



51 
I 

AGACCAAAGG 
TGTAGAAAAC 
CTACAACCGT 
AAAACCCAGA 
TCAGAGTTCA 
TATTCTGAGC 
GCTGCAAAGC 
AACATGGAAA 
AATTTGGGCT 
TTAAACTCTC 
TTTTTGTATT 
ATCTGGATCT 
TTAATTTGAT 
TGATTGATTA 
TAAGCAGGAG 
TGATACTCAA 
TAGTATATAT 
TCAAAGCACA 
ATGGTGATTT 
TATATATATA 
TAGAAGGATG 
AAAACTTTAT 
ATAAGAAATA 
ATAAAATAAA 
TAGTATTCAA 
TATGAAAGAC 
GAGATGTTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 



A22 Protein sequence: 

838 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 

20 

25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs; opposite strand to TRPS1 

none 

AA428090 

none found 

none found 

113-129 

not determined 



SI 



1 U 21 31 41 

I I I I I 

MKPSLKHWAD IKMFSEIDQR QWGEEIHLQ WSVSYLVEN FSDTDDLMSI VEESDSCYNR 
DSVGLPGRAG DRLQPKTKPR GKTTNLSHLP NFHLASYQSS LLFKLQGSYY GNLLVEFILS 
KCFVQLAVLK QKKHCLQLQS KGIAIMKAPQ RLSAIFKTWK EKGKKEKKII IRRICSLIWA 
PKNEK 



60 
120 
1B0 



A23 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession JJ: 
Nucleic Acid Accession #: 



ESTs 
Hs. 29383 
AW207206 
AL133619 



Coding sequence: 1-2070 (underlined sequences correspond to start and stop codons) 



ATGAGCGGTG 

CTCAGGCAGA 
CAGCAGCAGC 
GAAAACAAGG 
ACACTGCCGC 
GGGGGAACAC 
CCTGTATGCC 
AGCCGTGGCT 
GGGCCTGAGG 
CCAAGTAGAG 
CCTCAGATTG 
ATGCTGGGGG 
GCAGCAACCA 
GCACTTCCCC 
GCTCACTTCC 
TGGAGCCAGC 
GACATGGAGA 
CTGTTCTGGG 
GACAGGACAC 
CCCTCCTGCT 
GGOGCTCGCT 
AGGCTGAAGG 
GGCGGTAGCG 
TCTGTCAAGT 
TCCTTCAACA 
CCCCTACTTC 
GAGAAAGCAG 
AGGCAGATGG 
ACCACACTTA 
ACCCAAGAGC 
CCGGAGGAAG 
AAGAGCCTCT 
CTGAAGCAGA 
AAACGGCGCC 



11 
I 

CGGGGGTGGC 
GCCAGCGCCC 
GCGACCCGCA 
ACTCGGAGAT 
GTGAGCCGGC 
TCCCGCAGCA 
AGGACGGGGA 
AACCCAGTGG 
GGACGATGTT 
TCATTGCAGG 
CTGAAATGGG 
CTGCTGTGGC 
CCCAGGGGAT 
TGGGGACAAA 
ATCCTGACAG 
CATTATCTTT 
CTGGGAACAT 
AGGGGGTTGA 
CAAAGTGTGG 
GGGAAGAGGC 
TTCCAGATGG 
GGGTCTGCAT 
AGGGCTCCTC 
CCGACACTGT 
CCATCTCTAA 
AGCAAGATTC 
ACAACAGCAA 
AGGCCTCTAA 
GGGCGGGGGC 
GGCAGTGCGA 
TGCGGCACCT 
CTAGCTTTCC 
CCAAGAAATG 
CCCCQAAGAA 
TGCATCGCTC 



21 
I 

GGCTGGGACG 
CTCTGTGGGC 
GAAACGGAAC 
GCTGGCCAAG 

CAGAAACACA 
GCCCCTCCAG 
GTACAGGTTC 
ATGCAGCCAA 
GCGGCAGGTG 
AAGGAACCCC 
CAGGCCCAGG 
ATGGACACAC 
GGGAGGAAGC 
CGGCCCCCAC 
GGGGCTGGGG 
CGCAGCTGGG 
GGGAGGGCCC 
CCCAAGTCGG 
CATGCTTTCC 
CCCCTCAGGA 
CAACGGAGTG 
ACGGACACAC 
GCGCTCTCCT 
TTCAGCCAAC 
AAAAGCTGAC 
GCTGGACAAA 
TGCAGGAGCT 
ACACCCCCCA 
AGTGCTCATC 
CAAGTCCCTC 
CAGGGACCAA 
CCTGAGCCCA 
CAACTTTGCC 
AGTGCTTTGA 



31 

I 

CGGCCCCCCA 
GTCCAGTCCT 
CTGGACCTGG 
CTCCATGAGG 
AGGCCGGCCC 
GCCATCAACT 
ACTGTCCTTG 
TGGGGGACCT 
GCACAGCACG 
GCCACAGGGT 
TGGGACAGCC 
ATTTCCAGCC 
TCCATCCAGG 
AGAGTCCTGT 
CCAGCCCAGG 
CTGACATCAO 
GCAGTGCCTA 
TTCCCTAGCC 
CAGCCCCAGC 
CTCGGGACCT 
AACCACCTTT 
TGGGTAGAGC 
AGGCCAGGAG 
GCAGACAGCC 
TCTCAAGGCA 
GTCTCCCAGA 
GTTCCTGGGG 
GCCTGTATGG 
ATGATCCTGC 
CGCGAGCTGT 
CTGGAAGGGA 
GAAGCCACGC 
CCTGTGGCGG 
GAGAGGCAGA 



41 
I 

GCTCGCCGAC 
TGAGGCCGCA 
AGAAAAGCCT 
AGATCGAGCA 
TGCCTCCCCA 
CCAGCACACG 
CCCACCTGGC 
GGACAGATGC 
TGCTGCTCTC 
GCTCCCCAGA 
CCTGCCCTGC 
CTATGGCTCT 
GATCCCTTCC 
TTCCTTGCCA 
ATCCTGGGCT 
GAGGACATCT 
GGGCTCTCCC 
GCTGTGGCAA 
CCTGCAGTGC 
GCTGTTCCAT 
CCAGGGCCTC 
CGGGAGGACC 
GCAAGCGTGG 
TCTCCATGTC 
AGGCCAGGCC 
AGGCGGACCT 
TACAAGGGCA 
GGAACAGCCA 
CCCTTCCCCT 
GGAATACCAA 
GCCAGAGGCC 
ATTTCCCCAA 
AGCGTGCCAT 
AGAGGCTGCA 



51 
I 

CCCGGGCTCT 
GAGCCCGCAG 
GCAGTTCCTG 
TCTGAAGCGG 
GGCACACTCA 
CCTGGGCTCA 
TGCACTGGCC 
CGCTACCTCT 
GGGAAGCCCA 
CCTCCCTCCT 
TAGATCTTTG 
GAGTCCTCAC 
TGCCATCTGG 
CTTGTCCAAG 
GTGGTCTCAA 
GACTGGTGGA 
TTCCCAGGGA 
CTCCAGTGAG 
TGGGGACGCT 
GTGTCCCAAG 
TGCTCCCTTG 
CAGCCCTGCC 
GCGTCTTGCG 
AAGCTTCCAG 
CCAGCCCGGC 
GGAAGAGGAG 
GGCCAGAAAG 
GCACCAGGGC 
GCGAAAGCCC 
CCTCCTGCAG 
CCAGGCAGCC 
GGTCTCCACC 
CCTGCCCGCA 
GGCAATGCAG 



A24 Protein sequence: 
Gene name: 
Unigene number : 
Probeset Accession #: 
Protein Accession #t 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 
Hs. 29383 
AW207206 
T43457 
none found 
303-322 

not determined 



1 
I 

MSGAGVAAGT 
QQGHSEMLAK 
GGTQDGEPLQ 
GPEVIAGRQV 
MLGAQGIWTH 
AHFPLSLGLG 
LFWAKCGPSR 
GARWVCINGV 
SVKSISNSAN 



11 
I 

RPPSSPTPGS 
LHEEXEHLKR 
TVLAHLAALA 
ATGCSPDLPP 
SIQGSLPAIW 
LTSGGHLTGG 
QPQPCSAGDA 
WVEPGGPSPA 
SQGKARPQPG 



ENKGEPARGP 
PVCQPSGYRF 
PSRABMGRNP 
AATMGTKGGS 
WSQPGNIAAG 
DRTREEAMLS 
RLKEGSSRTH 



31 

I 

VQSLRPQSPQ 
RPALPPQAHS 
WGTWTDAATS 
WDSPCPARSL 
RVLiFPCHL.SK 
AVPRALPSQG 
LGTCCSMCPK 
RPGGKRGRLA 
VSQKADLEEE 



41 
I 

LRQSDPQKRN 
TLPLPQHRNT 
SRGWTMLCSQ 
PQIAAVARPR 
ALPHPDSGPH 
DMEKGVEGGP 
PSCFPDGPSG 
GGSADTVRSP 
PLLHNSKLDK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
13B0 
1440 
1500 
1560 
1620 
16B0 
1740 
1600 
1860 
1920 
1980 
2040 



51 
I 

LDLEKSLQPL 
AINSSTRLGS 
AQHVLLSGSP 
ISSPMALSPH 
PAQDPGLWSQ 
FPSRCGNSSE 
NHLSRASAPL 
ADSLSMSSFQ 
VPGVQGQARK 



60 
120 
180 
240 
300 
360 
420 
480 
540 



839 



WO 03/042661 



PCT/US02/36810 



EKAEASNAGA ACMGNSQHQG RQMGAGAHPP MILPLPLRKP TTLRQCEVLI RBLWNTNLLQ 600 
TQELRHLKSL LEGSQRPQAA PEEASFPRDQ EATHFPKVST KSLSKKCLSP PVAERAILPA €60 
LKQTPKNNFA BRQKRLQAMQ KRRLHRSVL 



A25 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession #: 
Coding sequence: 



EST3; prolactin receptor 

Hs. 25252 

AA057193 

NM_000949 

285-2153 (underlined sequences correspond to start and stop codons) 



GGAGGCTGAA 
CTCCCTCTTT 
ATGTCCTCGT 
TAAAGAACTC 
GTGAACTTCT 
CATCTGCAAC 
TACCTCCTGG 
GCTGGTGGAG 
GGGAAGGAGA 
GCCACTTTGG 
CTAACCAGAT 
AGCCAGACCC 
ACCTGTGGAT 
TCCTGTATGA 
GGCAGCAAAC 
TTCGCTGCAA 
TACCTAGTGA 
CTGTCATCTG 
GCATCTTTCC 
AGGGCAAGTC 
ACTATGAGGA 
TGTCAGTCCA 
ACACTGACTC 
AACCCCAGGC 
CTGAAACAAC 
TTCATGCTGG 
CCAGATCCTC 
CACCGGCCAC 
AGTCTAGAGA 
CTGACCAGGA 
CCTTGGATTA 
AACAGAGAGA 
ATGCCAAGGT 
CTAAAAACGT 
ATCAAGCTGA 
TGGGTGGTTT 
ACTAATGGAA 
AATGCTCAAG 
TTTTTAACCA 
AACTGTGATT 
AAAAGCACAC 
GCTTTCATGA 
AAGATGACAA 
AACTGCATAA 
AAAGAAAGAA 
TTGCTGATAT 



11 
I 

ATCCCCAGAC 
CTGGATTTTA 
GCAGGAAGTA 
TCCTATTCAT 
GATACATTTC 
CGTTTTCACT 
AAAACCTGAG 
GCCTGGGACA 
GACACTCATG 
CAAGCAGTAC 
GGGAAGCAGT 
TCCTTTGGAQ 
TAAATGGTCT 
AATTCGATTA 
AGAGTTTAAG 
ACCAGACCAT 
CTTCACCATG 
TTTGATTATT 
GCCAGTTCCT 
TGAAGAACTA 
CTTGCTGGTG 
TTCAAAAGAA 
AGGCCGGGGG 
CAATCCCTCC 
CCACACCTGG 
TGGATCCAAA 
TTACCACAAT 
TCTGTTGAAT 
AGAGGGAAAG 
TACGCCCTGG 
TGTGGAGATT 
GAACAGCGGC 
GTCCGGGGTC 
GGCTTGCTTT 
GAAAGCCCTG 
GGATTACCTG 
TGATTGGTTA 
AATGTAGTCA 
CTTGCCTCTT 
TGTAGATTTA 
TGCTTAGTAT 
TTTGGCATGG 
AAGAAAATTT 
CCTTTACACT 
TGCATTCCAG 
GCAAGTAAGA 



21 
I 

GCCGGTTTTC 
CCGACCGTTC 
CTCATCGACT 
GGAGGCGAAC 
CTGCAGCAAG 
CTGCTACTTT 
ATCTTTAAAT 
GATGQAGQAC 
CATGAATGTC 
ACCTCCATGT 
TTCTCGGATG 
CTGSCTGTGG 
CCACCTACCC 
AAACCCGAGA 
ATTCTCAGCC 
GGATACTGGA 
AATGATACAA 
GTCTGGGCAG 
GGGCCAAAAA 
CTGAGTGCCT 
GAGTATTTAG 
CACCCAAGTC 
AGCTGTGACA 
ACATTCTATG 
GACCCCCAGT 
TGTTCAACAT 
ATTACTGATG 
GAAGCAGGTA 
GCAACCCAGC 
CTGCTGCCCC 
CACAAGGTCA 
AAGCCCAAGA 
ATGGATAACA 
GAAGAATCAG 
GCCAACTTCA 
GATCCCGCAT 
AAATGTGATT 
GACTGACACT 
TCTCCAGCAG 
CTTTTTGCTG 
TCTTGAGGGA 
GACAGACGGA 
TCCACATAGG 
CCTCGTCCAT 
AACAAATTGT 
AAT 



31 

i 

TGGGCTGGGC 
GCGAAACAGC 
GATGTGGCAG 
ACTGAGGATG 
AGAAGGCAGC 
TTCTCAACAC 
GTCGTTCTCC 
TTCCTACCAA 
CAGACTACAT 
GGAGGACATA 
AACTTTATGT 
AAGTAAAACA 
TGATTGACTT 
AAGCAGCTGA 
TACATCCAGG 
GTGCATGGAG 
CCGTGTGGAT 
TGGCTTTGAA 
TAAAAGGATT 
TGGGATGCCA 
AAGTAGATGA 
AAGGTATGAA 
GCCCTTCCCT 
ATCCTGAGGT 
GCATAAGCAT 
GGCOCTTACC 
TGTGTGAGCT 
AAGATGCTTT 
AGAGGGAGGT 
AGGAGAAAAC 
ACAAAGATGG 
AGCCCGGGAC 
ACATCCTGGT 
CCAAAGAGGC 
CTGCAACATC 
GTTTTACACA 
TTTCTTCAGG 
ACTAAAGCTC 
CTGATTCCAG 
TTAGTTATAA 
CAATGCCAAT 
AATGAAATTG 
AAAATGCCAT 
TTTATTAGGA 
TTACATAAGT 



41 
I 

TTTCTGCTTA 
TTTCCACACA 
ACTTTGCTCC 
CTTTCCACAT 
CAACATGAAG 
CTGCCTTCTG 
CAATAAGGAA 
TTATTCACTG 
AACCGGTGGC 
CATCATGATG 
GGACGTGACT 
GCCAGAAGAC 
AAAAACTGGT 
GTGGGAGATC 
ACAGAAATAC 
TCCAGCGACC 
CTCTGTGGCT 
GGGCTATAGC 
TGATGCTCAT 
AGACTTTCCT 
TAGTGAGGAC 
ACCCACATAC 
TTTGTCTGAA 
CATTGAGAAG 
GGAAGGCAAA 
ACAGCCCAGC 
GGCTGTGGGC 
AAAATCCTCT 
AGAAAGCTTC 
CCCCTTTGGC 
TGCATTATCA 
TCCTGAGAAC 
GTTGGTGCCA 
CCCACCATCA 
AAGCAAGTGC 
CTCCTTTCAC 
TAACACTACA 
CCAGCTCCTT 
AACAAATCAT 
AACTATGTGT 
AGGTATATCC 
TCAAAATTGT 
GAAAATTGCT 
TTACCCAAAT 
TCCTATACCT 



51 
I 

CTCACTCCTT 
ATGGAGCTTC 
CTGACAAAAC 
GAACCCTGAA 
GAAAATGTGG 
AATGGACAGT 
ACATTCACCT 
ACTTACCACA 
CCCAACTCCT 
GTCAATGCCA 
TACATAGTTC 
AGAAAACCCT 
TGGTTCACGC 
CATTTTGCTG 
CTTGTCCAGG 
TTCATTCAGA 
GTCCTTTCTG 
ATGGTGACCT 
CTGTTGGAGA 
CCCACTTCTG 
CAGCATCTAA 
CTGGATCCTG 
AAGTGTGAGG 
CCAGAGAATC 
ATCCCCTATT 
CAGCACAACC 
CCTGCAGGTG 
CAAACCATTA 
CATTCTGAGA 
TCCGCTAAAC 
TTGCTACCAA 
AATAAGGAGT 
GATCCACATG 
CTTGAACAGA 
AGGCTCCAGC 
TGATAGCTTG 
GAGTACGTGA 
TCATGCTCCA 
TATGTTTCCT 
TCAATGAAAT 
TCTGGAAAAG 
TTACCATAGA 
TTTGAAAAAC 
ATAACCATTT 
TACTGACACA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
19B0 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A26 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
FN3 domains: 
Cellular Localization: 



ESTs; prolactin receptor 

Hs. 25252 

AA057193 

NP 000940 

1-23 

237-253 

28-112, 127-215 
plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MKENVASATV PTLLLPLNTC LLNGQLPPGK PEIFKCRSPN KETFTCWWRP GTDGGLPTNY 60 

SLTYHREGET LMHECPDYIT GGPNSCHPGK QYTSMWRTYI MMVNATNQMG SSPSDKL.YVD 120 

VTYIVQPDPP LELAVEVKQP EDRKPYLWIK WSPPTLIDLK TGWFTLLYEI RLKPEKAABW 180 

E1HPAGQQTE FKILSLHPGQ KYLVQVRCKP DHGYWSAWSP ATPIQIPSDP TMNDTTVWIS 240 

VAVLSAVICL IIVWAVALKG YSMVTCIPPP VPGPKIKGFD AHLLEKGKSE ELLSALGCQD 300 

PPPTSDYEDL LVEYLEVDDS EDQHLMSVHS KEHPSQGMKP TYLDPDTDSG RGSCDSPSLL 360 

SEKCEEPQAN PSTFYDPEVI EKPENPETTH TWDPQCISMB GKIPYFHAGG SKCSTWPLPQ 420 

840 



WO 03/042661 



PCTYUS02/36810 



PSQHNPRSSY HNITDVCELA VGPAGAPATL LNEAGKDALK SSQTIKSREE GKATQQREVE 4 60 

SFHSETDQDT PWLLPQEKTP FGSAKPLDYV EIHKVNKDGA LSLLPKQREN SGKPKKPGTP 540 

ENNKEYAKVS GVMDNNILVL VPDPHAKNVA CFEBSAKEAP PSLEQNQAEK ALANFTATSS 600 
KCRLQLGGLD YLDPACFTHS FH 



A27 DNA SEQUENCE 

Gene name: Human neuropeptide 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



receptor Yl (NPYYl) 
Hs. 169266 
L07615 
NM_000909.1 

209-1363 {underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CATTCCCACC CTTCCTTCTT TAATAAGCAG GAGCGAAAAA GACAAATTCC AAAGAGGATT 60 

GTTCAGTTCA AGGGAATGAA GAATTCAGAA TAATTTTGGT AAATGGATTC CAATATCGGG 120 

AATAAGAATA AGCTGAACAG TTGACCTGCT TTGAAGAAAC ATACTGTCCA TTTGTCTAAA 180 

ATAATCTATA ACAACCAAAC CAATCAA AAT G AATTCAACA TTATTTTCCC AGGTTGAAAA 240 

TCATTCAGTC CACTCTAATT TCTCAGAGAA GAATGCCCAG CTTCTGGCTT TTGAAAATGA 300 

TGATTGTCAT CTGCCCTTGG CCATGATATT TACCTTAGCT CTTGCTTATG GAGCTGTGAT 360 

CATTCTTGGT GTCTCTGGAA ACCTGGCCTT GATCATAATC ATCTTGAAAC AAAAGGAGAT 420 

GAGAAATGTT ACCAACATCC TGATTGTGAA CCTTTCCTTC TCAGACTTGC TTGTTGCCAT 480 

CATGTGTCTC CCCTTTACAT TTGTCTACAC ATTAATGGAC CACTGGGTCT TTGGTGAGGC 540 

GATGTGTAAG TTGAATCCTT TTGTGCAATG TGTTTCAATC ACTGTGTCCA TTTTCTCTCT 600 

GGTTCTCATT GCTGTGGAAC GACATCAGCT GATAATCAAC CCTCGAGGGT GGAGACCAAA 660 

TAATAGACAT GCTTATGTAG GTATTGCTGT GATTTGGGTC CTTGCTGTGG CrT C TTCTT T 720 

GCCTTTCCTG ATCTACCAAG TAATGACTGA TGAGCCGTTC CAAAATGTAA CACTTGATGC 780 

GTACAAAGAC AAATACGTGT GCTTTGATCA ATTTCCATCG GACTCTCATA GGTTGTCTTA 840 

TACCACTCTC CTCTTGGTGC TGCAGTATTT TGGTCCACTT TGTTTTATAT TTATTTGCTA 900 

CTTCAAGATA TATATACGCC TAAAAAGGAG AAACAACATG ATGGACAAGA TGAGAGACAA 960 

TAAGTACAGG TCCAGTGAAA CCAAAAGAAT CAATATCATG CTGCTCTCCA TTGTGGTAGC 1020 

ATTTGCAGTC TGCTGGCTCC CTCTTACCAT CTTTAACACT GTGTTTGATT GGAATCATCA 1080 

GATCATTGCT ACCTGCAACC ACAATCTGTT ATTCCTGCTC TGCCACCTCA CAGCAATGAT 1140 

ATCCACTTGT GTCAACCCCA TATTTTATGG GTTCCTGAAC AAAAACTTCC AGAGAGACTT 1200 

GCAGTTCTTC TTCAACTTTT GTGATTTCCG GTCTCGGGAT GATGATTATG AAACAATAGC 1260 

CATGTCCAOG ATGCACACAG ATGTTTCCAA AACTTCTTTG AAGCAAGCAA GCCCAGTCGC 1320 

ATTTAAAAAA ATCAACAACA ATGATGATAA TGAAAAAATC TGAAACTACT TATAGCCTAT 1380 

GGTCCCGGAT GACATCTGTT TAAAAACAAG CACAACCTGC AACATACTTT GATTACCTGT 1440 

TCTCCCAAGG AATGGGGTTG AAATCATTTG AAAATGACTA AGATTTTCTT GTCTTGCTTT 1500 

TTACTGCTTT TGTTGTAGTT GTCATAATTA CATTTGGAAC AAAAGGTGTG GGCTTTGGGG 1560 

TCTTCTGGAA ATAGTTTTGA CCAGACATCT TTGAAGTGCT TTTTGTGAAT TTATGCATAT 1620 

AATATAAAGA CTTTTATACT GTACTTATTG GAATGAAATT TCTTTAAAGT ATTACGATGC 1680 

GCTGACTTCA GAAGTACCTG CCATCCAATA CGGTCATTAG ATTGGGTCAT CTTGATTAGA 1740 

TTAGATTAGA TTAGATTGTC AACAGATTGG GCCATCCTTA CTTTATGATA GGCATCATTT 1800 

TAGTGTGTTA CAATAGTAAC AGTATGCAAA AGCAGCATTC AGGAGCCGAA AGATAGTCTT 1860 

GAAGTCATTC AGAAGTGGTT TGAGGTTTCT GTTTTTTGGT GGTTTTTGTT TGTTTTTTTT 1920 

TTTTTTCACC TTAAGGGAGG CTTTCATTTC CTCCCGACTG ATTGTCACTT AAATCAAAAT 1980 

TTAAAAATGA ATAAAAAGAC ATACTTCTCA GCTGCAAATA TTATGGAGAA TTGGGCACCC 2040 

ACAGGAATGA AGAGAGAAAG CAGCTCCCCA ACTTCAAAAC CATTTTGGTA CCTGACAACA 2100 

AGAGCATTTT AGAGTAATTA ATTTAATAAA GTAAATTAGT ATTGCTGCAA ATAGCTAAAT 2160 

TATATTTATT TGAATTGATG GTCAAGAGAT TTTCCATTTT TTTTACAGAC TGTTCAGTGT 2220 

TTGTCAAGCT TCTGGTCTAA TATGTACTCG AAAGACTTTC CGCTTACAAT TTGTAGAAAC 2280 

ACA AATA TOG TTTTCCATAC AGCAGTGCCT ATATAGTGAC TGATTTTAAC TTTCAATGTC 2340 

CATCTTTCAA AGGAAGTAAC ACCAAGGTAC AATGTTAAAG GAATATTCAC TTTACCTAGC 2400 

AGGGAAAAAT ACACAAAAAC TGCAGATACT TCATATAGCC CATTTTAACT TGTATAAACT 2460 

GTGTGACTTG TGGCGTCTTA TAAATAATGC ACTGTAAAGA TTACTGAATA GTTGTGTCAT 2520 

GTTAATGTGC CTAATTTCAT GTATCTTGTA ATCATGATTG AGCCTCAGAA TCATTTGGAG 2580 

A AACTA TATT TTAAAGAACA AGACATACTT CAATGTATTA TACAGATAAA GTATTACATG 2640 

TGTTTGATTT TAAAAGGGCG GACATTTTAT TAAAATCAAT ATTGTTTTTG CTTTTTCTGA 2700 
GGAGTCTCTT TCAGTTTCAT TTTTTCTCAT CCCATGACTT CCCTCCGATG GT 



A28 Protein sequence: 
Gene name: 
unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Pfam domains: 
Transmembrane domains: 

Cellular Localization: 



Human neuropeptide Y receptor Yl (NPYYl) mRNA, exon 2-3 and complete cds 

Hs. 169266 

L07615 

NP_000900.1 

none found 

7tm_l [57-91] 

39-61, 77-99, 118-139, 157-179, 212-234, 264-286, 
300-322 

plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MNSTLFSQVE NHSVHSNPSE KNAQLLAFEN DDCHLPJjAMI FTIALAYGAV IILGVSGNLA 60 

LIIIILKQKE MRNVTNILIV NLS FSDLLVA IMCLPFTFVY TLMDHWVFGE AMCKLNPFVQ 120 

CVSITVSIFS LVLIAVERHQ LIINPRGWRP NNRHAYVGIA VIWVLAVASS LPFLIYQVMT 180 

DEPFQNVTLD AYKDKYVCFD QFPSDSHRLS YTTLLIiVLQY FGPLCFIFIC YFKIYIRLKR 240 

RNNMMDKMRD NKYRSSETKR INIMLLSIW AFAVCWLPLT IFNTVFDWNH QIIATCNHNL 300 

LFLLCHLTAM ISTCVNPIFY GFLNKNFQRD LQFFFNFCDF RSRDDDYETI AMSTMHTDVS 360 

841 



WO 03/042661 



PCT/US02/36810 



KTSLKQASPV AFKKINNNDD NEKI 



A29 DNA SEQUENCE 

Gene name: Homo sapiens G protein -coup led receptor (HOT7T175) 
Unigene number; Hs. 20822 9 

Probeset Accession ft: AI619198 
Nucleic Acid Accession #: NM_032551.l 

Coding sequence: 1-1197 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

ATGCACACCG TGGCTACGTC CGGACCCAAC GCGTCCTGGG GGGCACCGGC CAACGCCTCC 60 

GGCTGCCCGG GCTGTGGCGC CAACGCCTCG GACGGCCCAG TCCCTTCGCC GCGGGCCGTG 120 

GACGCCTGGC TCGTGCCGCT CTTCTTCGCG GCGCTGATGC TGCTGGGCCT GGTGGGGAAC 180 

TCGCTGGTCA TCTACGTCAT CTGCCGCCAC AAGCCGATGC GGACCGTGAC CAACTTCTAC 240 

ATCGCCAACC TGGCGGCCAC GGACGTGACC TTCCTCCTGT GCTGCGTCCC CTTCACGGCC 300 

CTGCTGTACC CGCTGCCCGG CTGGGTGCTG GGCGACTTCA TGTGCAAGTT CGTCAACTAC 360 

ATCCAGCAGG TCTCGGTGCA GGCCACGTGT GCCACTCTGA CCGCCATGAG TGTGGACCGC 420 

TGGTACGTGA CGGTGTTCCC GTTGCGCGCC CTGCACCGCC GCACGCCCCG CCTGGCGCTG 480 

GCTGTCAGCC TCAGCATCTG GGTAGGCTCT GCGGCGGTGT CTGCGCCGGT GCTCGCCCTG 540 

CACCGCCTGT CACCCGGGCC GCGCGCCTAC TGCAGTGAGG CCTTCCCCAG CCGCGCCCTG 600 

GAGCGCGCCT TCGCACTGTA CAACCTGCTG GCGCTGTACC TGCTGCCGCT GCTCGCCACC 660 

TGCGCCTGCT ATGCGGCCAT GCTGCGCCAC CTGGGCCGGG TOGCCGTGCG CCCCGCGCCC 720 

GCCGATAGCG CCCTGCAGGG GCAGGTGCTG GCAGAGCGCG CAGGCGCCGT GCGGGCCAAG 780 

GTCTCGCGGC TGGTGGCGGC CGTGGTCCTG CTCTTCGCCG CCTGCTGGGG CCCCATCCAG 840 

CTGTTCCTGG TGCTGCAGGC GCTGGGCCCC GCGGGCTCCT GGCACCCACG CAGCTACGCC 900 

GCCTACGCGC TTAAGACCTG GGCTCACTGC ATGTCCTACA GCAACTCCGC GCTGAACCCG 960 

CTGCTCTACG CCTTCCTGGG CTCGCACTTC CGACAGGCCT TCCGCCGCGT CTGCCCCTGC 1020 

GCGCCGCGCC GCCCCCGCCG CCCCCGCCGG CCCGGACCCT OGGACCCCGC AGCCCCACAC 1080 

GCGGAGCTGC ACCGCCTGGG GTCCCACCCG GCCCCCGCCA GGGCGCAGAA GCCAGGGAGC 1140 
AGTGGGCTGG CCGCGCGCGG GCTGTGCGTC CTGGGGGAGG ACAACGCCCC TCTCTGA 

A30 Protein sequence 

Gene names Homo sapiens G protein-coupled receptor (HOT7T175) , mRNA 

Unigene number: Hs. 20822 9 

Protein Accession #: AI819198 

Signal sequence: none found 

Pram domains: 7tm_l [59-323] 

Transmembrane domains : 43-65, 86-108, 122-144, 159-181, 203-225, 260-282 

Cellular Localization i plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MHTVATSGPN ASWGAPANAS GCPGCGANAS DGPVPSPRAV DAWLVPLFFA ALMLLGLVGN 60 

SLVIYVICRH KPMRTVTNFY IANLAATDVT FLLCCVPFTA LLYPLPGWVL GDFMCKFVNY 120 

IQQVSVQATC ATLTAMSVDR WYVTVFPLRA LHRRTPRLAL AVSLSIWVGS AAVSAPVLAI* 180 

HRLSPGPRAY CSEAFPSRAL ERAFALYNLL ALYLLPLLAT CACYAAMLRH LGRVAVRPAP 240 

ADSALCGQVL AERAGAVRAK VSRLVAAWL LFAACWGPIQ LFLVLQALGP AGSWHPRSYA 300 

AYALKTWAHC MSYSNSALNP LLYAFLGSHF RQAFRRVCPC APRRPRRPRR PGPSDPAAPH 360 
AELHRLGSHP APARAQKPGS SGLAARGLCV LGEDNAPL 

A31 DNA SEQUENCE 

Gene name: CH22_ FGENES .706; cadherin, EGP LAG seven- pass G-type receptor 1, flamingo (Drosophila) homo log 
(CBLSR1) 

Unigene number: Hs. 2 52 3 87 

Probeset Accession #: NM_014246 

Nucleic Acid Accession *h NM_014246 

Coding sequencer 1-9045 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I ! I I I I 

ATGGCGCCGC CGCCGCCGCC CGTGCTGCCC GTGCTGCTGC TCCTGGCCGC CGCCGCCGCC 60 

CTGCCGGCGA TGGGGCTGCG AGCGGCCGCC TGGGAGCCGC GCGTACCCGG CGGGACCCGC 120 

GCCTTCGCCC TCCGGCCCGG CTGTACCTAC GCGGTGGGCG CCGCTTGCAC GCCCCGGGCG 180 

CCGCGGGAGC TGCTGGACGT GGGCCGCGAT GGGCGGCTGG CAGGACGTCG GCGCGTCTCG 240 

GGCGCGGGGC GCCCGCTGCC GCTGCAAGTC CGCTTGGTGG CCCGCAGTGC CCCGACGGCG 300 

CTGAGCCGCC GCCTGCGGGC GCGCACGCAC CTTCCCGGCT GCGGAGCCCG TGCCCGGCTC 360 

TGCGGAACCG GTGCCCGGCT CTGCGGGGCG CTCTGCTTCC CCGTCCCCGG CGGCTGCGCG 420 

GCCGCGCAGC ATTCGGCGCT CGCAGCTCCG ACCACCTTAC CCGCCTGCCG CTGCCCGCCG 480 

CGCCCCAGGC CCCGCTGTCC OGGCCGTCCC ATCTGCCTGC CGCCGGGCGG CTCGGTCCGC 540 

CTGCGTCTGC TGTGCGCCCT GCGGCGCGCG GCTGGCGCCG TCCGGGTGGG ACTGGCGCTG 600 

GAGGCCGCCA CCGCGGGGAC GCCCTCCGCG TCGCCATCCC CATCGCCGCC CCTGCCGCCG 660 

AACTTGCCCG AAGCCCGGGC GGGGCCGGCG CGACGGGCCC GGCGGGGCAC GAGCGGCAGA 720 

GGGAGCCTGA AGTTTCCGAT GCCCAACTAC CAGGTGGCGT TGTTTGAGAA CGAACCGGCG 7 80 

GGCACCCTCA TCCTCCAGCT GCACGCGCAC TACACCATCG AGGGCGAGGA GGAGCGCGTG 840 

AGCTATTACA TGGAGGGGCT GTTCGACGAG CGCTCCCGGG GCTACTTCCG AATCGACTCT 900 

GCCACGGGCG CCGTGAGCAC GGACAGCGTA CTGGACCGCG AGACCAAGGA GACGCACGTC 960 

CTCAGGGTGA AAGCCGTGGA CTACAGTACG CCGCCGCGCT CGGCCACCAC CTACATCACT 1020 

GTCTTGGTCA AAGACACCAA CGACCACAGC CCGGTCTTCG AGCAGTCGGA GTACCGCGAG 1080 

CGCGTGCGGG AGAACCTGGA GGTGGGCTAC GAGGTGCTGA CCATCCGCGC CAGCGACCGC 1140 

842 



WO 03/042661 



PCT/US02/36810 



GACTCGCCCA TCAACGCCAA CTTGCGTTAC CGCGTGTTGG GGGGCGCGTG GGACGTCTTC 1200 

CAGCTCAACG AGAGCTCTGG OGTGGTGAGC ACACGGGCGG TGCTGGACCG GGAGGAGGCG 1260 

GCCGAGTACC AGCTCCTGGT GGAGGCCAAC GACCAGGGGC GCAATCCGGG CCCGCTCAGT 1320 

GCCACGGCCA CCGTGTACAT OGAGGTGGAG GACGAGAACG ACAACTACCC CCAGTTCAGC 1380 

J GAGCAGAACT ACGTGGTCCA GGTGCCCGAG GACGTGGGGC TCAACACGGC TGTGCTGCGA 1440 

GTGCAGGCCA CGGACCGGGA CCAGGGCCAG AACGCGGCCA TTCACTACAG CATCCTCAGC 1500. 

GGGAACGTGG CCGGCCAGTT CTACCTGCAC TCGCTGAGCG GGATCCTGGA TGTGATCAAC 1560 

CCCTTGGATT TCGAGGATGT CCAGAAATAC TCGCTGAGCA TTAAGGCCCA GGATGGGGGC 1620 

1 H CGGCCCCCGC TCATCAATTC TTCAGGGGTG GTGTCTGTGC AGGTGCTGGA TGTCAACGAC 1680 

1U AACGAGCCTA TCTTTGTGAG CAGCCCCTTC CAGGCCACGG TGCTGGAGAA TGTGCCCCTG 1740 

GGCTACCCCG TGGTGCACAT TCAGGCGGTG GACGCGGACT CTGGAGAGAA CGCCCGGCTG 1800 

CACTATCGCC TGGTGGACAC GGCCTCCACC TTTCTGGGGG GCGGCAGCGC TGGGCCTAAG 1860 

AATCCTGCCC CCACCCCTGA CTTCCCCTTC CAGATCCACA ACAGCTCCGG TTGGATCACA 1920 

GTGTGTGCCG AGCTGGACCG CGAGGAGGTG GAGCACTACA GCTTCGGGGT GGAGGCGGTG 1980 

I J GACCACGGCT CGCCCCCCAT GAGCTCCTCC ACCAGCGTGT CCATCACGGT GCTGGACGTG 2040 

AATGACAACG ACCCGGTGTT CACGCAGCCC ACCTACGAGC TTCGTCTGAA TGAGGATGCG 2100 

GCCGTGGGGA GCAGCGTGCT GACCCTGCAG GCCCGCGACC GTGACGCCAA CAGTGTGATT 2160 

ACCTACCAGC TCACAGGCGG CAACACCCGG AACCGCTTTG CACTCAGCAG CCAGAGAGGG 2220 

on GGCGGCCTCA TCACCCTGGC GCTACCTCTG GACTACAAGC AGGAGCAGCA GTACGTGCTG 2280 

ZU GCGGTGACAG CATCCGACGG CACACGGTCG CACACTGCGC ATGTCCTAAT CAACGTCACT 2340 

GATGCCAACA CCCACAGGCC TGTCTTTCAG AGCTCCCATT ACACAGTGAG TGTCAGTGAG 2400 

GACAGGCCTG TGGGCACCTC CATTGCTACC CTCAGTGCCA ACGATGAGGA CACAGGAGAG 2460 

AATGCCCGCA TCACCTACGT GATTCAGGAC CCCGTGCCGC AGTTCCGCAT TGACCCCGAC 2520 

^ AGTGGCACCA TGTACACCAT GATGGAGCTG GACTATGAGA ACCAGGTOGC CTACACGCTG 2580 

ZD ACCATCATGG CCCAGGACAA CGGCATCCCG CAGAAATCAG ACACCACCAC CCTAGAGATC 2640 

CT CATC CTCG ATGCCAATGA CAATGCACCC CAGTTCCTGT GGGATTTCTA CCAGGGTTCC 2700 

ATCTTTGAGG ATGCTCCACC CTCGACCAGC ATCCTCCAGG TCTCTGCCAC GGACCGGGAC 2760 

TCAGGTCCCA ATGGGCGTCT GCTGTACACC TTCCAGGGTG GGGACGACGG CGATGGGGAC 2820 

TTCTACATCG AGCCCACGTC CGGTGTGATT CGCACCCAGC GCCGGCTGGA CCGGGAGAAT 2880 

D\) GTGGCCGTGT ACAACCTTTG GGCTCTGGCT GTGGATCGGG GCAGTCCCAC TCCCCTTAGC 2940 

GCCTCGGTAG AAATCCAGGT GACCATCTTG GACATTAATG ACAATGCCCC CATGTTTGAG 3000 

AAGGACGAAC TGGAGCTGTT TGTTGAGGAG AACAACCCAG TGGGGTCGGT GGTGGCAAAG 3060 

ATTCGTGCTA ACGACCCTGA TGAAGGCCCT AATGCCCAGA TCATGTATCA GATTGTGGAA 3120 

GGGGACATGC GGCATTTCTT CCAGCTGGAC CTGCTCAACG GGGACCTGCG TGCCATGGTG 3180 

GAGCTGGACT TTGAGGTCCG GCGGGAGTAT GTGCTGGTGG TGCAGGCCAC GTCGGCTCOG 3240 

CTGGTGAGCC GAGCCACGGT GCACATCCTT CTCGTGGACC AGAATGACAA CCCGCCTGTG 3300 

CTGCCCGACT TCCAGATCCT CTTCAACAAC TATGTCACCA ACAAGTCCAA CAGTTTCCCC 3360 

ACCGGCGTGA TCGGCTGCAT CCCGGCCCAT GACCCCGACG TGTCAGACAG CCTCAACTAC 3420 

/|n ACCTTCGTGC AGGGCAACGA GCTGCGCCTG TTGCTGCTGG ACCCCGCCAC GGGCGAACTG 3480 

4U CAGCTCAGCC GCGACCTGGA CAACAACCGG CCGCTGGAGG CGCTCATGGA GGTGTCTGTG 3S40 

TCTGATGGCA TCCACAGCGT CACGGCCTTC TGCACCCTGC GTGTCACCAT CATCACGGAC 3600 

GACATGCTGA CCAACAGCAT CACTQTCCGC CTGGAGAACA TGTCCCAGGA GAAGTTCCTG 3660 

TCCCCGCTGC TGGCCCTCTT CGTGGAGGGG GTGGCCGCCG TGCTGTCCAC CACCAAGGAC 3720 

. GACGTCTTCX3 TCTTCAAOGT CCAGAACGAC ACCGACGTCA GCTCCAACAT CCTGAACGTG 3780 

ACCTTCTCGG CGCTGCTGCC TGGCGGCGTC CGCGGCCAGT TCTTCCCGTC GGAGGACCTG 3840 

CAGGAGCAGA TCTACCTGAA TCGGACGCTG CTGACCACCA TCTCCACGCA GCGCGTGCTG 3900 

CCCTTCGACG ACAACATCTG CCTGCGCGAG CCCTGCGAGA ACTACATGAA GTGCGTGTCC 3960 

GTTCTGCGAT TCGACAGCTC CGCGCCCTTC CTCAGCTCCA CCACCGTGCT CTTCCGGCCC 4020 

C(\ ATCCACCCCA TCAACGGCCT GCGCTGCCGC TGCCCGCCCG GCTTCACCGG CGACTACTGC 4080 

D\) GAGACGGAGA TCGACCTCTG CTACTCCGAC CCGTGCGGCG CCAACGGCCG CTGCCGCAGC 4140 

CGCGAGGGCG GCTACACCTG CGAGTGCTTC GAGGACTTCA CTGGAGAGCA CTGTGAGGTG 4200 

GATGCCCGCT CAGGCCGCTG TGCCAACGGG GTGTGCAAGA ACGGGGGCAC CTGCGTGAAC 4260 

CTGCTCATCG GCGGCTTCCA CTGCGTGTGT CCTCCTGGCG AGTATGAGAG GCCCTACTGT 4320 

cr GAGGTGACCA CCAGGAGCTT CCCGCCCCAG TCCTTCGTCA CCTTCCGGGG CCTGAGACAG 4380 

CGCTTCCACT TCACCATCTC CCTCACGTTT GCCACTCAGG AAAGGAACGG CTTGCTTCTC 4440 

TACAACGGCC GCTTCAATGA GAAGCACGAC TTC7VTCGCCC TGGAGATCGT GGACGAGCAG 4500 

GTGCAGCTCA CCTTCTCTGC AGGCGAGACA ACAACGACCG TGGCACCGAA GGTTCCCAGT 4560 

GGTGTGAGTG ACGGGCGGTG GCACTCTGTG CAGGTGCAGT ACTACAACAA GCCCAATATT 4620 

tp. GGCCACCTGG GCCTGCCCCA TGGGCCGTCC GGGGAAAAGA TGGCCGTGGT GACAGTGGAT 4680 

OU GATTGTGACA CAACCATGGC TGTGCGCTTT GGAAAGGACA TCGGGAACTA CAGCTGCGCT 4740 

GCCCAGGGCA CTCAGACCGG CTCCAAGAAG TCCCTGGATC TGACCGGCCC TCTACTCCTG 4800 

GGGGGTGTCC CCAACCTGCC AGAAGACTTC CCAGTGCACA ACCGGCAGTT CGTGGGCTGC 4860 

ATGCGGAACC TGTCAGTCGA CGGCAAAAAT GTGGACATGG CCGGATTCAT CGCCAACAAT 4920 

- GGCACCCGGG AAGGCTGCGC TGCTCGGAGG AACTTCTGCG ATGGGAGGCG GTGTCAGAAT 4980 

OD GGAGGCACCT GTGTCAACAG GTGGAATATG TATCTGTGTG AGTGTCCACT CCGATTCGGC 5040 

GGGAAGAACT GTGAGCAAGC CATGCCTCAC CCCCAGCTCT TCAGCGGTGA GAGCGTOGTG 5100 

TCCTGGAGTG ACCTGAACAT CATCATCTCT GTGCCCTGGT ACCTGGGGCT CATGTTCCGG 5160 

ACCCGGAAGG AGGACAGCGT TCTGATGGAG GCCACCAGTG GTGGGCCCAC CAGCTTTCGC 5220 

CTCCAGATCC TGAACAACTA CCTCCAGTTT GAGGTGTCCC ACGGCCCCTC CGATGTGGAG 5280 

/U TCCGTGATGC TGTCCGGGTT GCGGGTGACC GACGGGGAGT GGCACCACCT GCTGATCGAG 5340 

CTGAAGAATG TTAAGGAGGA CAGTGAGATG AAGCACCTGG TCACCATGAC CTTGGACTAT S400 

GGGATGGACC AGAACAAGGC AGATATCGGG GGCATGCTTC CCGGGCTGAC GGTAAGGAGC 5460 

GTGGTGGTCG GAGGCGCCTC TGAAGACAAG GTCTCCGTGC GCCGTGGATT CCGAGGCTGC 5520 

ATGCAGGGAG TGAGGATGGG GGGGACGCCC ACCAACGTCG CCACCCTGAA CATGAACAAC 5580 

(J GCACTCAAGG TCAGGGTGAA GGACGGCTGT GATGTGGACG ACCCCTGTAC CTCGAGCCCC 5640 

TGTCCCCCCA ATAGCCGCTG CCACGACGCC TGGGAGGACT ACAGCTGCGT CTGTGACAAA 5700 

GGGTACCTTG GAATAAACTG TGTGGATGCC TGTCACCTGA ACCCCTGCGA GAACATGGGG 5760 

GCCTGCGTGC GCTCCCCCGG CTCCCCGCAG GGCTACGTGT GCGAGTGTGG GCCCAGTCAC 5820 

QCi TACGGGCCGT ACTGTGAGAA CAAACTCGAC CTTCCGTGCC CCAGAGGCTG GTGGGGGAAC 5880 

OU CCCGTCTGTG GACCCTGCCA CTGTGCCGTC AGCAAAGGCT TTGATCCCGA CTGTAATAAG 5940 

ACCAACGGCC AGTGCCAATG CAAGGAGAAT TACTACAAGC TCCTAGCCCA GGACACCTGT 6000 

CTGCCCTGCG ACTGCTTCCC CCATGGCTCC CACAGCCGCA CTTGCGACAT GGCCACCGGG 6060 

CAGTGTGCCT GCAAGCCCGG CGTCATCGGC CGGCAGTGCA ACCGCTGCGA CAACCCGTTT 6120 

GCCGAGGTCA CCACGCTCGG CTGTGAAGTG ATCTACAATG GCTGTCCCAA AGCATTTGAG 6180 
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GCCGGCATCT GGTGGCCACA GACCAAGTTC GGGCAGCCGG CTGCGGTGCC ATGCCCTAAG 6240. 
GGATCCGTTG GAAATGCGGT CCGACACTGC AGCGGGGAGA AGGGCTGGCT GCCCCCAGAG 6300 
CTCTTTAACT GTACCACCAT CTCCTTCGTG GACCTCAGGG CCATGAATGA GAAGCTGAGC 6360 
CGCAATGAGA CGCAGGTGGA CGGCGCCAGG GCCCTGCAGC TGGTGAGGGC GCTGCGCAGT 6420 
J GCTACACAGC ACACGGGCAC GCTCTTTGGC AATGACGTGC GCACGGCCTA CCAGCTGCTG 6480 
GGCCACGTCC TTCAGCACGA GAGCTGGCAG CAGGGCTTCG ACCTGGCAGC CACGCAGGAC 6540 
GCCGACTTTC ACGAGGACGT CATCCACTCG GGCAGCGCCC TCCTGGCCCC AGCCACCAGG 6600 
GCGGCGTGGG AGCAGATCCA GCGGAGCGAG GGCGGCACGG CACAGCTGCT CCGGCGCCTC 6660 
GAGGGCTACT TCAGCAACGT GGCACGCAAC GTGCGGCGGA CGTACCTGCG GCCCTTCGTC 6720 
1U ATCGTCACCG CCAACATGAT TCTTGCTGTC GACATCTTTG ACAAGTTCAA CTTTACGGGA 6780 
GCCAGGGTCC CGCGATTCGA CACCATCCAT GAAGAGTTCC CCAGGGAGCT GGAGTCCTCC 6840 
GTCTCCTTCC CAGCCGACTT CTTCAGACCA CCTGAAGAAA AAGAAGGCCC CCTGCTGAGG 690O 
CCGGCTGGCC GGAGGACCAC CCCGCAGACC ACGCGCCCGG GGCCTGGCAC CGAGAGGGAG 6960 
GCCCCGATCA GCAGGCGGAG GCGACACCCT GATGACGCTG GCCAGTTCGC CGTCGCTCTG 7020 
GTCATCATTT ACCGCACCCT GGGGCAGCTC CTGCCCGAGC GCTACGACCC CGACCGTCGC 7080 
AGCCTCCGGT TGCCTCACCG GCCCATCATT AATACCCCGA TGGTGAGCAC GCTGGTGTAC 7140 
AGCGAGGGGG CTCCGCTCCC GAGACCCCTG GAGAGGCCCG TCCTGGTGGA GTTCGCCCTG 7200 
CTGGAGGTGG AGGAGCGAAC CAAGCCTGTC TGCGTGTTCT GGAACCACTC CCTGGCCGTT 7260 
GGTGGGACGG GAGGGTGGTC TGCCCGGGGC TGCGAGCTCC TGTCCAGGAA CCGGACACAT 7320 
GTCGCCTGCC AGTGCAGCCA CACAGCCAGC TTTGCGGTGC TCATGGATAT CTCCAGGCGT 7380 
GAGAACGGGG AGGTCCTGCC TCTGAAGATT GTCACCTATG CCGCTGTGTC CTTGTCACTG 744 0 
GCAGCCCTGC TGGTGGCCTT CGTCCTCCTG AGCCTGGTCC GCATGCTGCG CTCCAACCTG 7500 
CACAGCATTC ACAAGCACCT CGCCGTGGCG CTCTTCCTCT CTCAGCTGGT GTTCGTGATT 7560 
GGGATCAACC AGACGGAAAA CCCGTTTCTG TGCACAGTGG TTGCCATCCT CCTCCACTAC 7620 
ATCTACATGA GCACCTTTGC CTGGACCCTC GTGGAGAGCC TGCATGTCTA CCGCATGCTG 7680 
ACCGAGGTGC GCAACATCGA CACGGGGCCC ATGCGGTTCT ACTACGTCGT GGGCTGGGGC 7740 
ATCCCGGCCA TTGTCACAGG ACTGGCGGTC GGCCTGGACC CCCAGGGCTA CGGGAACCCC 7800 
GACTTCTGCT GGCTGTCGCT TCAAGACACC CTGATTTGGA GCTTTGCGGG GCCCATCGGA 7860 
GCTGTTATAA TCATCAACAC AGTCACTTCT GTCCTATCTG CAAAGGTTTC CTGCCAAAGA 7920 
AAGCACCATT ATTATGGGAA AAAAGGGATC GTCTCCCTGC TGAGGACCGC ATTCCTCCTG 7980 
CTGCTGCTCA TCAGCGCCAC CTGGCTGCTG GGGCTGCTGG CTGTGAACCG CGATGCACTG 8040 
AGCTTTCACT ACCTCTTCGC CATCTTCAGC GGCTTACAGG GCCCCTTCGT CCTCCTTTTC 8100 
CACTGCGTGC TCAACCAGGA GGTCCGGAAG CACCTGAAGG GCGTGCTCGG CGGGAGGAAG 8160 
CTGCACCTGG AGGACTCCGC CACCACCAGG GCCACCCTGC TGACGCGCTC CCTCAACTGC 6220 
AACACCACCT TCGGTGACGG GCCTGACATG CTGCGCACAG ACTTGGGCGA GTCCACCGCC 8280 
TCGCTGGACA GCATCGTCAG GGATGAAGGG ATCCAGAAGC TCGGCGTGTC CTCTGGGCTG 8340 
GTGAGGGGCA GCCACGGAGA GCCAGACGCG TCCCTCATGC CCAGGAGCTG CAAGGATCCC 8400 
CCTGGCCACG ATTCCGACTC AGATAGCGAG CTGTCCCTGG ATGAGCAGAG CAGCTCTTAC 8460 
GCCTCCTCAC ACTCGTCAGA CAGOGAGGAC GATGGGGTGG GAGCTGAGGA AAAATGGGAC 8520 
CCGGCCAGGG GCGCCGTCCA CAGCACCCCC AAAGGGGACG CTGTGGCCAA CCACGTTCCG 8580 
GCCGGCTGGC CCGACCAGAG CCTGGCTGAG AGTGACAGTG AGGACCCCAG CGGCAAGCCC 8640 
CGCCTGAAGG TGGAGACCAA GGTCAGCGTG GAGCTGCACC GCGAGGAGCA GGGCAGTCAC 8700 
CGTGGAGAGT ACCCCCCGGA CCAGGAGAGC GGGGGCGCAG CCAGGCTTGC TAGCAGCCAG 8760 
CCCCCAGAGC AGAGGAAAGG CATCTTGAAA AATAAAGTCA CCTACCCGCC GCCGCTGACG 8820 
CTGACGGAGC AGACGCTGAA GGGCCGGCTC CGGGAGAAGC TGGCCGACTG TGAGCAGAGC 8680 
CCCACATCCT CGCGCACGTC TTCCCTGGGC TCTGGCGGCC CCGACTGCGC CATCACAGTC 8940 
AAGAGCCCTG GGAGGGAGCC GGGGCGTGAC CACCTCAACG GGGTGGCCAT GAATGTGCGC 9000 
ACTGGGAGCG CCCAGGCCGA TGGCTCCGAC TCTGAGAAAC CGTGAGGCAA GCCCGTCACC 9060 
CCACACAGGC TGCGGCATCA CCCTCAGACC TTGGAGCCCA AGGGGCCACT GCCCTTGAAG 9120 
TGGAGTGGGC CCAGAGTGTG GCGGTCCCCA TGGTGGCAGC CCCCCGACTG ATCATCCAGA 9180 
CACAAAGGTC TTGGTTCTCC CAGGAGCTCA GGGCCTGTCA GACCTGGTGA CAAGTGCCAA 9240 
AGGCCACAGG CATGAGGGAG GCGTGGACCA CTGGGCCAGC ACCGCTGAGT CCTAAGACTG 9300 
CAGTCAAAGC CAGAACTGAG AGGGGACCCC AGACTGGGCC CAGAGGCTGG CCAGAGTTCA 9360 
GGAACGCCGG GCACAGACCA AAGACCGCGG TCCAGCCCCG CCCAGGCGGG CATCTCATGG 9420 
CAGTGCGGAC CCGTGGCTGG CAGCCCGGGC AGTCCTTTGC AAAGGCACCC CTTGTCTTAA 9480 
AATCACTTCG CTATGTGGGA AAGGTGGAGA TACTTTTATA TATTTGTATG GGACTCTGAG 9540 
GAGGTGCAAC CTGTATATAT ATTGCATTCG TGCTGACTTT GTTATCCCGA GAGATCCATG 9600 
CAATGATCTC TTGCTGTCTT CTCTGTCAAG ATTGCACAGT TGTACTTGAA TCTGGCATGT 9660 
GTTGACGAAA CTGGTGCCCC AGCAGATCAA AGGTGGGAAA TACGTCAGCA GTGGGGCTAA 9720 
AACCAAGCGG CTAGAAGCCC TACAGCTGCC TTCGGCCAGG AAGTGAGGAT GGTGTGGGCC 9780 
CTCCCCGCCG GCCCCCTGGG TCCCCAGTGT TCGCTGTGTG TGCGTTTGTC CTCTGCTGCC 9840 
ATCTGCCCCG GCTGTGTGAA TTCAAGACAG GGCAGTGCAO CACTAGGCAG GTGTGAGGAG 9900 
CCCTGCTGAG GTCACTGTGG GGCACGGTTG CCACACGGCT GTCATTTTTC ACCTGGTCAT 9960 
TCTGTGACCA CCACCCCCTC CCCTCACCGC CTCCCAGGTG GCCCGGGAGC TGCAGGTGGG 10 020 
GATGGCTTTG TCCTTTGCTC CTGCTCCCCG TGGGACCTGG GACCTTAAAG CGTTGCAGGT 10080 
TCCTGATTTG GACAGAGGTG TGGGGCCTTC CAGGCCGTTA CATACCTCCT GCCAATTCTC 10140 
TAACTCTCTG AGACTGCGAG GATCTCCAGG CAGGGTTCTC CCCTCTGGAG TCTGACCAAT 10200 
TACTTCATTT TGCTTCAAAT GGCCAATTGT GCAGAGGGAC AAAGCCACAG CCACACTCTT 10260 
CAACGGTTAC CAAACTGTTT TTGGAAATTC ACACCAAGGT CGGGCCCACT GCAGGCAGCT 10320 
/U GGCAC AGCG T GGCCCGAGGG GCTGTGGAAC GGGTCCCGGA ACTGTCAGAC ATGTTTGATT 10380 
TTAGCGTTTC CTTTGTTCTT CAAATCAGGT GCCCAAATAA GTGATCAGCA CAGCTGCTTC 10440 
CAAATAGGAG AAACCATAAA ATAGGATGAA AATCAAGTAA AATGCAAAGA TGTCCACACT 10500 
GTTTTAAACT TGACCCTGAT GAAAATGTGA GCACTGTTAG CAGATGCCTA TGGGAGAGGA 10560 
AAAGCGTATC TGAAAATGGT CCAGGACAGG AGGATGAAAT GAGATCCCAG AGTCCTCACA 10620 
CCTGAATGAA TTATACATGT GCCTTACCAG GTGAGTGGTC TTTCGAAGAT AAAAAACTCT 10680 
AGTCCCTTTA AACGTTTGCC CCTGGCGTTT CCTAAGTACG AAAAGGTTTT TAAGTCTTCG 10740 
AACAGTCTCC TTTCATGACT TTAACAGGAT TCTGCCCCCT GAGGTGTAAT TTTTTTGTTC 10800 
TATTTTTTTC CACGTACTCC ACAGCCAACA TCACGAGGTG TAATTTTTAA TTTGATCAGA 10860 
ACTGTTACCA AAAAACAACT GTCAGTTTTA TTGAGATGGG AAAAATGTAA ACCTATTTTT 10920 
ATTACTTAAG ACTTTATGGG AGAGATTAGA CACTGGAGGT TTTTAACAGA ACGTGTATTT 10980 
ATTAATGTTC AAAACACTGG AATTACAAAT GAGAAGAGTC TACAATAAAT TAAGATTTTT 11040 
GAATTTGTAC TTCTGCGGTG CTGGTT3TTC TCCACAAACA CCCCCGCCCC TCCCCATGCC 11100 
CAGGGTGGCC GTGGAAGGGA CGGTTTACGG ACGTGCAGCT GAGCTGTCCG TGTCCCATGC 11160 
TCCCTCAGCC AGTGGAACGT GCCGGAACTT TTTGTCCATT CCCTAGTAGG CCTGCCACAG 11220 
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CCTAGATGGG CAGTTTTTGT CTTTCACCAA ATTTGAGGAC TTTTTTTTTT TGCCATTATT 11280 
TCTTCAGTTT TCTTTTCTTG CACTGATCTT TCTCCTCTCC TTCTGTGACT CCAGTGACTC 11340 
AGACGTTAGA CCTCTTGATQ TTTTCCCACT GGTCCCTGAG GCTCTGTTC 



CH22_FGENES.706; cadherin, EGP LAG seven-pass G-type receptor 1, flamingo 
(Drosophila) horaolog (CELSR1) , 
Hs.252387 
NP_0 55061 

1-20 

250-344, 358-449, 464-556, 570-678, 692-780, 794-883, 897-990, 1004-1092 
1110-1199 

Laminin_EGF [2003-2048], 7 Cm 2 [2465-2708) 
2407-2460 

1219-1238, 2473-2492. 2507-2522, 2529-2547, 2616-2634, 2659-2675, 2687-2704 
plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MAPPPPPVLP VLLLLAAAAA LPAMGLRAAA WEPRVPGGTR AFALRPGCTY AVGAACTPRA 60 

PRELLDVGRD GRLAGRRRVS GAGRPLPLQV RLVARSAPTA LSRRLRARTH LPGCGARARL 120 

CGTGARLCGA LCFPVPGGCA AAQHSALAAP TTLPACRCPP RPRPRCPGRP ICLPPGGSVR 180 

LRLLCALRRA AGAVRVGLAL EAATAGTPSA SPSPSPPLPP NLPEARAGPA RRARRGTSGR 240 

GSLKPPMPNY QVALFENEPA GTLILQLHAH YTIEGEEERV SYYMEGLFDE RSRGYFRIDS 300 

ATGAVSTDSV LDRETKETHV LRVKAVDYST PPRSATTYIT VLVKDTNDHS PVFEQSEYRE 360 

RVRENLEVGY EVLTIRASDR DSPINANLRY RVLGGAWDVF QLNESSGWS TRAVLDREEA 420 

AEYQLLVEAN DQGRNPGPLS ATATVYIEVE DENDNYPQFS EQNYWQVPE DVGLNTAVLR 480 

VQATDRDQGQ NAAIHYSILS GNVAGQFYLH SLSGILDVIN PLDFEDVQKY SLSIKAQDGG 540 

RPPLINSSGV VSVQVLDVND NEPIFVSSPF QATVLENVPL GYPWHIQAV DADSGENARL 600 

HYRLVDTAST FLGGGSAGPK NPAPTPDFPF QIHNSSGWIT VCAELDREEV EHYSFGVEAV 660 

DHGSPPMSSS TSVSITVLDV NDNDPVFTQP TYELRLNEDA AVGSSVLTLQ ARDRDANSVI 720 

TYQLTGGNTR NRFALSSQRG GGL ITLALPL DYKQEQQYVL AVTASDGTRS HTAHVLINVT 780 

DANTHRPVFQ SSHYTVSVSE DRPVGTSIAT LSANDEDTGE NARITYVIQD PVPQFRIDPD 840 

SGTMYTMMEL DYENQVAYTL TIMAQDNGIP QKSDTTTLEI LILDANDNAP QFLWDFYQGS 900 

IFEDAPPSTS ILQVSATDRD SGPNGRLLYT FQGGDDGDGD FYIEPTSGVI RTQRRLDREN 960 

VAVYNLWA1A VDRGSPTPLS ASVEIQVTIL DINDNAPMFE KDELELFVEE NNPVGSWAK 1020 

1RANDPDEGP NAQIMYQIVE GDMRHFFQLD LLNGDLRAMV ELDFEVRREY VLWQATSAP 1080 

LVSRATVHIL LVDQNDtfPPV LPDFQILFNN YVTNKSNSFP TGVIGCIPAH DPDVSDSLKY 1140 

TFVQGNELRL LLLDPATGEL QLSRDLDNNR PLBALMEVSV SDGIHSVTAF CTLRVTHTD 1200 

DMLTNSITVR LENMSQEKFL SPLLALFVBG VAAVLSTTKD DVFVFNVQND TDVSSNILNV 1260 

TFSALLPGGV RGQFFPSEDL QEQIYLNRTL LTTISTQRVL PFDDNICLRE PCENYMKCVS 1320 

VLRFDSSAPF LSSTTVLFRP IHPXNGLRCR CPPGFTGDYC ETEIDLCYSD PCGANGRCRS 1380 

REGGYTCECF EDFTGEHCEV DARSGRCANG VCKNGGTCVN LLIGGFHCVC PPGEYERPYC 1440 

EVTTRSFPPQ SFVTFRGLRQ RFHFTISLTF ATQERNGLLL YNGRFNEKHD FIALEIVDEQ 1500 

VQLTFSAGET TTTVAPKVPS GVSDGRWHSV QVQYYNKPNI GHLGLPHGPS GEKMAWTVD 1560 

DCDTTMAVRF GKDIGNYSCA AQGTQTGSKK SLDLTGPLLL GGVPNLPBDF PVHNRQFVGC 1620 

MRNLSVDGKN VDMAGFIANN GTREGCAARR NFCDGRROQN GGTCVNRWNM YLCBCPLRFG 1680 

GKNCEQAMPH PQLFSGESW SWSDLNIIIS VPWYLGLMFR TRKEDSVLME ATSGGPTSFR 1740 

LQILNNYLQF EVSHGPSDVE SVMLSGLRVT DGEWHHLLIE LKNVKEDSEM KHLVTMTLDY 1800 

GMDQNKADIG GMLPGLTVRS VWGGASEDK VSVRRGFRGC MQGVRMGGTP TNVATLNMNN 1860 

ALKVRVKDGC DVDDPCTSSP CPPNSRCHDA WEDYSCVCDK GYLGINCVDA CHLNPCENMG 1920 

ACVRSPGSPQ GYVCECGPSH YGPYCENKLD LPCPRGWWGN PVCGPCHCAV SKGFDPDCNK 1980 

TNGOCQCKEN YYKLLAQDTC LPCDCFPHGS HSRTCDMATG QCACKPGVIG RQCNRCDNPF 2040 

AEVTTLGCEV IYNGCPKAFE AGIWWPQTKF GQPAAVPCPK GSVGNAVRHC SGEKGWLPPE 2100 

LFNCTTISFV DLRAMNEKLS RNETQVDGAR ALQLVRALRS ATQHTGTLFG NDVRTAYQLL 2160 

GHVLQHESWQ QGFDLAATQD ADFHEDVIHS GSALLAPATR AAWEQIQRSE GGTAQLLRRL 2220 

EGYFSNVARN VRRTYLRPFV IVTANMILAV DIFDKFNFTG ARVPRFDTIH EEFPRELESS 2280 

VSFPADFFRP PBEKEGPLLR PAGRRTTPQT TRPGPGTERE APISRRRRHP DDAGQFAVAL 2340 

VIIYRTLGQL LPBRYDPDRR SLRLPHRPII NTPMVSTLVY SEGAPLPRPL ERPVLVEFAL 2400 

LBVEERTKPV CVFWNHSLAV GGTGGWSARG CBLLSRNRTH VAOQCSHTAS FAVLMDISRR 2460 

ENGEVLPLKI VTYAAVSLSL AALLVAFVLL SLVRMLRSNL HSIHKHLAVA LFLSQLVTVI 2520 

GINQTENPFL CTWAILLHY IYMSTFAWTI* VESLHVYRML TEVRNIDTGP MRFYYWGWG 2580 

IPAIVTGLAV GLDPQGYGNP DFCWLSLQDT LIWSFAGPIG AVIIINTVTS VLSAKVSCQR 2640 

KHHYYGKKGI VSLLRTAFLL LLLISATWLL GLLAVNRDAL SFHYLFAIFS GLQGPFVLLF 2700 

HCVLNQEVRK HLKGVLGGRK LHLEDSATTR ATLLTRSLNC NTTFGDGPDM LRTDLGESTA 2760 

SLDSIVRDEG IQKLGVSSGL VRGSHGEPDA SLMPRSCKDP PGHDSDSDSB LSLDEQSSSY 2820 

ASSHSSDSED DGVGAEEKWD PARGAVHSTP KGDAVANHVP AGWPDQSLAE SDSEDPSGKP 2880 

RLKVETKVSV ELHREEOGSH RGEYPPDQES GGAARLASSQ PPEQRKGILK NKVTYPPPLT 2940 

LTEQTLKGRL REKLADCEQS PTSSRTSSLG SGGPDCAITV KSPGREPGRD HLNGVAMNVR 3000 
TGSAQADGSD SEKP 



A3 3 DMA SEQUENCE 

Gene name: CXCR3 (G protein- coupled receptor 9); cheraokine [C-X-C) receptor 3 
Unigene number; Hs. 198252 

Probeset Accession #: X9S876 
Nucleic Acid Accession #: X95876 

Coding sequence: 69-1175 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

CCAACCACAA GCACCAAAGC AGAGGGGCAG GCAGCACACC ACCCAGCAGC CAGAGCACCA 60 
GCCCAGC CAT G GTCCTTGAG GTGAGTGACC ACCAAGTGCT AAATGAOGCC GAGGTTGCCG 120 



A3 2 Protein Sequence 
Gene name: 

Unigene number: 
Protein Accession #: 
Signal sequence: 
Cadherin domains: 

Pfam domains: 
Latrophilin/GPS domains: 
Transmembrane domains: 
Cellular Localization: 



845- 



WO 03/042661 



PCT/US02/36810 



CCCTCCTGGA GAACTTCAGC TCTTCCTATG ACTATGQAGA AAACGAGAGT GACTCGTGCT 180 

GTACCTCCCC GCCCTGCCCA CAGGACTTCA GCCTGAACTT CGACCGGGCC TTCCTGCCAG 240 

CCCTCTACAG CCTCCTCTTT CTGCTGGGGC TGCTGGGCAA CGGCGCGGTG GCAGCCGTGC 300 

TGCTGAGCCG GCGGACAGCC CTGAGCAGCA CCGACACCTT CCTGCTCCAC CTAGCTGTAG 360 

CAGACACGCT GCTGGTGCTG ACACTGCCGC TCTGGGCAGT GGACGCTGCC GTCCAGTGGG 420 

TCTTTGGCTC TGGCCTCTGC AAAGTGGCAG GTGCCCTCTT CAACATCAAC TTCTACGCAG 480 

GAGCCCTCCT GCTGGCCTGC ATCAGCTTTG ACCGCTACCT GAACATAGTT CATGCCACCC 540 

AGCTCTACOG CCGGGGGCCC CCGGCCCGCG TGACCCTCAC CTGCCTGGCT GTCTGGGGGC 600 

TCTGCCTGCT TTTCGCCCTC CCAGACTTCA TCTTCCTGTC GGCCCACCAC GACGAGCGCC 660 

TCAACGCCAC CCACTGCCAA TACAACTTCC CACAGGTGGG CCGCACGGCT CTGCGGGTGC 720 

TGCAGCTGGT GGCTGGCTTT CTGCTGCCCC TGCTGGTCAT GGCCTACTGC TATGCCCACA 780 

TCCTGGCCGT GCTGCTGGTT TCCAGGGGCC AGCGGCGCCT GCGGGCCATG CGGCTGGTGG 840 

TGGTGGTCGT GGTGGCCTTT GCCCTCTGCT GGACCCCCTA TCACCTGGTG GTGCTGGTGG 900 

ACATCCTCAT GGACCTGGGC GCTTTGGCCC GCAACTGTGG CCGAGAAAGC AGGGTAGACG 960 

TGGCCAAGTC GGTCACCTCA GGCCTGGGCT ACATGCACTG CTGCCTCAAC CCGCTGCTCT 1020 

ATGCCTTTGT AGGGGTCAAG TTCCGGGAGC GGATGTGGAT GCTGCTCTTG CGCCTGGGCT 1080 

GCCCCAACCA GAGAGGGCTC CAGAGGCAGC CATCGTCTTC CCGCCGGGAT TCATCCTGGT 1140 

CTGAGACCTC AGAGGCCTCC TACTCGGGCT TGTGAGGCCG GAATCCGGGC TCCCCTTTCG 1200 

CCCACAGTCT GACTTCCCCG CATTCCAGGC TCCTCCCTCC CTCTGCCGGC TCTGGCTCTC 1260 

CCCAATATCC TCGCTCCCGG GACTCACTGG CAGCCCCAGC ACCACCAGGT CTCCCGGGAA 1320 

GCCACCCTCC CAGCTCTGAG GACTGCACCA TTGCTGCTCC TTAGCTGCCA AGCCCCATCC 13 80 

TGCCGCCCGA GGTGGCTGCC TGGAGCCCCA CTGCCCTTCT CATTTGGAAA CTAAAACTTC 1440 

ATCTTCCCCA AGTGCGGGGA GTACAAGGCA TGGCGTAGAG GGTGCTGCCC CATGAAGCCA 1500 

CA GCCC AGGC CTCCAGCTCA GCAGTGACTG TGGCCATGGT CCCCAAGACC TCTATATTTG 1560 

CTCTTTTATT TTTATGTCTA AAATCCTGCT TAAAACTTTT CAATAAACAA GATCGTCAGG 1620 

ACCAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA BHCLITERAT 1680 

UREBHCBLAS TPBHCORTHO LOGUESMOUS ECXCRMYLEV SERQVLDASD FAFLLENSTS 1740 

PYDYGENESD FSDSPPCPQD FSLNFDRTFL PALYSLLFLI* GLLGNGAVAA VLLSQRTALS 1800 

STDTFLLHLA VADVLLVLTL PLWAVDAAVQ WVFGPGLCKV AGALFNINFY AGAFLLACIS 1860 

FDRYLSIVHA TQIYRRDPRV RVALTCIWW GLCLLFALPD FIYLSANYDQ RLNATHCQYN 1920 

FPQVGRTALR VLQLVAGFLL PLLVMAYCYA HILAVLLVSR GQRRFRAMRL WVWAAFAV 1980 

CWTPYKLWL VDILMDVGVL ARNCGRESHV DVAKSVTSGM GYMHCCLNPL LYAFVGVKFR 2040 
EQMWMLFTRL GRSDQRGPQR QPSSSRRESS HSETTEASYL GL 



A3 4 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession 8: 
Signal sequence: 
Pfam domains: 
Transmembrane domains: 
DRY box: 

Cellular Localization: 



CXCR3(G protein-coupled receptor 9) ;chemokine(C-X-C) receptor 3 
Hs. 198252 

P49682 
none found 
7tm_l [70-318] 

57-78, 92-113, 129-147, 169-190, 222-243, 257-275, 307-323 
148-149 

plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MVLEVSDHQV LNDAEVAALL ENFSSSYDYG ENBSDSCCTS PPCPQDFSLN FDRAFLPALY 60 

SLLPLLGLLG NGAVAAVLLS RRTALSSTDT FLLHLAVADT LLVLTLPLWA VDAAVQWVFG 120 

SGLCKVAGAL FNINFYAGAL LLACISFDRY LNIVHATQLY RRGPPARVTL TCIAVWGLCL 180 

LFALPDFIFL SAHHDERLNA TRCQYNFPQV GRTALRVLQL VAGFLLPLLV MAYCYAHILA 240 

VLLVSRGQRR LRAMRIiWW WAFALCWTP YHLWLVDIL MDLGALARNC GRBSRVDVAK 300 

SVTSGLGYMH CCLNPLLYAF VGVKFRBRMW MLLLRLGCPM QRGLQRQPSS SRRDSSWSET 360 
SEASYSGL 



A35 DMA SEQUENCE 

Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



Differentially expressed C016 gene (clone MGOS257) 
Hb. 69517 

AA447522 
BC001291 

44-541 (start and stop codons are underlined) 



1 11 21 

I I I 

GGGGGCGCCG CGCGCTGACC CTCCCTGGGC 
GCTGCTGGTC GTGGCCCTAC CGCGGGTGTG 
AGATCCAGAG GACTCCCAGC GAACGGACGA 
TGAGAGAGAA AACACTTTCG AGTGCCAGAA 
CTGCGTTATA GCGGCCGTGA AAATATTTCC 
CGCTGGTTGT GCAGCGATGG AGAGACCCAA 
GCCCATGCCC TTCTTTTACC TCAAGTGTTG 
ACCTATCAAC TCATCAGTGT TCAAAGAATA 
GCTGTGGCTG GCCATCCTCC TGCTGCTGGC 
AGCCACGGGA CTGCCACAGA CTGAGCCTTC 
ACCTGTTGCA TTAAACTTGT TTTCTGTTGA 
GGGATGGGAG AGTGGGGATC AGGTGCAGTT 
ACATTCAGAG GAAGTCCAGA TCTCCTGAGT 
AAATCAAACC TTGTAACTCA TTTATTGCTG 
CCTCTGAGGG CTTCAGTATT GATGGGGAGG 
TGCTGAGATG CTTCCGACCT TTCAGGTGAC 
GGGTGAAGAC ATCCCTGGAG TGAAGGACTC 
AGGGCTGCCC CCATTCCAGT GGTGGAGGCG 



31 41 51 

I i I 

ACCGCTGGGG ACGATGGCGC TGCTCGCCTT 60 

GACAGACGCC AACCTGACTG CGAGACAACG 120 

GGGTGACAAT AGAGTGTGGT GTCATGTTTG 180 

CCCAAGGAGG TGCAAATGGA CAGAGCCATA 240 

ACGTTTTTTC ATGGTTGCGA AGCAGTGCTC 300 

GCCAGAGGAG AAGCGGTTTC TCCTGGAAGA 360 

TAAAATTCGC TACTGCAATT TAGAGGGGCC 420 

TGCTGGGAGC ATGGGTGAGA GCTGTGGTGG 480 

CTCCATTGCA GCCGGCCTCA GCCTGTCTTG 540 

CGGAGCATGG ACTCGCTCCA GACCGTTGTC 600 

TTACCTCTTG GTTTGACTTC CCAGGGTCTT 660 

GGCTCTTAAC CCTCAAGGGT TCTTTAACTC 720 

AGTGATTTTG GTGACAAGTT TTTCTCTTTG 780 

ATGGCCACTC TTTTCCTTGA CTCCCCTCTG 840 

GAGGCCTAAG TACCACTCAT GGAGAGTATG 900 

GCAGGAACAC TGGGGGAGTC TGAATGATTG 960 

CTCAGCATGG GGGGCAGTGG GGCACACGTT 1020 

CTGTGGATGG CTGCTTTTCC TCAACCTTTC 1080 



846 



WO 03/042661 



PCT/US02/36810 



5 
10 
15 
20 
25 

30 



CTACCAGATT CCAGGAGGCA GAAGATAACT AATTGTGTTG AAGAAACTTA GACTTCACCC 1140 

ACCAGCTGGC ACAGGTGCAC AGATTCATAA ATTCCCACAC GTGTGTGTTC AACATCTGAA 1200 

ACTTAGGCCA AGTAGAGAGC ATCAGGGTAA ATGGCGTTCA TTTCTCTGTT AAGATGCAGC 1260 

CATCCATGGG GAGCTGAGAA ATCAGACTCA AAGTTCCACC AAAAACAAAT ACAAGGGGAC 1320 
TTCAAAAGTT CACGAAAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAAAA AAA 



A3 6 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domain: 
Cellular localization: 



Differentially expressed C016 gene (clone MGC:S257) 

Hs. 69517 

AA447522 

AAH01291 

1-17 {first underlined sequence) 
146 - 162 

plasma membrane 



51 



1 11 21 31 41 

I I I I I 

MALLALLLW ALPRVWTDAN LTARQRDPED SQRTDEGDNR VWCHVCEREN TFECQNPRRC 
KWTEPYCVIA AVKIFPRPPM VAKQCSAGCA AMERPKPEEK RFLLEEPMPF FYLKCCKIRY 
CNLEGPPINS SVFKEYAGSM GESCGGLWLA ILLLLASIAA GLSLS 



60 
120 



A3 7 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession 8: 
Nucleic Acid Accession #: 



ESTs 

Hs. 293616 
AW043782 
none found 



Coding sequence: 38-1075 (underlined sequence corresponds to start and stop codon) 



35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



AGCAACGACG 
CCTGCTGCTG 
GTGCAACATA 
GTGTGACGGG 
GTCGAAATGT 
CTTCCGGTGC 
AAACCCTCTG 
GAGCTTCATC 
AAGTTCTCAA 
TTACCCCAGC 
CCTGCTGGCA 
GCACCGGCTG 
CTGCAACGTC 
GAATGCGTCG 
TGCGTGGTAT 
CGACCTGCCC 
CAGCAGCCTC 
GGGCACTGCT 
AGTTATTCCA 
TGCTCATGGG 
AACTATCTCT 
TGACATGATC 
CACCCTCATT 
AAATAGGCTG 
CGCTGGACCC 
ATGATCTAAC 
ATCAAAACCT 
AAGAAAACTT 
AAGGACTCTG 
CTCATTCTGA 
GAGCCCCTCC 
TACACCTGCC 
ACCTGCCCGT 
GTATGTCCCT 
CTCCAAAGTT 
ACTGGTTTCT 
CTGCACTGTG 
GGTCAGGGTC 
AGACAATTTG 
TGAAACAGTG 
AGCTGTCTCT 
ACACCCTTGC 
ACATTTGTGC 
AGAGGGACTC 
TTCTCTGTGT 
AGGTGTTGTT 
CCACTCCGGG 
AACCTGTTTG 
TGATCCTGTT 
AAGCTAGCCA 



11 
I 

CCGGGCAGCG 
AGCAGCGCCG 
CCAGGCAACT 
CTGCCTGACT 
GGCCCAACCT 
AATGGGTTTG 
CTTTGCTCCA 
TGCGATGGAC 
GAACCCGGCA 
ATCACCTATG 
CTGGTCTTGC 
CAGCACCCTG 
ACCTACAACG 
GAAGTAGGCT 
GACCTTCCTC 
CCCTACCGCT 
CTGAGCGTGG 
GAGCCCAGGG 
AAGTCCATAT 
AAGCTCTTTA 
GCATTCCCCT 

TTTCACATTA 
GGAGAGAGCA 
AATTCTCTCT 
CAGGAGGCCA 
GCTTTGCACA 
TGGACGTGAG 
AAACCATCTA 
GAGCTTTCCT 
CATGAGTTTA 
CTGGCTCTAC 
AGCCAAGGAA 
GTGGCCCACA 
CCCTTAACAC 
ATCACAGGTG 
CACGCTCCTC 
AGGCCTCTCC 
GAGTCAAGAT 
TGTTTGTTTT 
TTTTTTGTTT 
CCCGCTGAGC 
ATTGTTGCAC 
CTCTCTCCCT 
CCAGTCAGCC 
TGGCAAGAAA 
CAGCTGTCAC 
ACGCTAATTA 
CTGTAGACTT 
CTGGTATTTT 



21 
I 

GGAGCGGCGG 
CGGAGAGCCA 
TCATGTGCAG 
GCTTCGACAA 
TCTTCCCCTG 
AGGACTGTCC 
CCGCCCGCTA 
AGAATAACTG 
GTGGGCAGGT 
CCATCATCGG 
ACCACCAGCG 
TGCTGCTGTC 
TCAATAATGG 
CCCCACCCTC 
CACCGCCCTA 
CCCGGTCCGG 
AAGACACCAG 
ACTCTGAGCC 
GGGTTAATCT 
AGCACCTGTA 
CCTCCCCCAG 
CTTTTCTGTC 
TTCTGTTTCT 
ATGTTTCTGT 
GCTGGGTAGT 
TCACTGGATG 
ATCCTATTTG 
TAACACCCTT 
CCCTGTATAA 
CAGCAGCATA 
TCCAAGTTCT 
AGCCACTTAC 
TGAGGACCTA 
CCCAGCCTGT 
TTGCAAAGTC 
AGAGCCATGT 
TTCCCAAGGT 
CAACATCCCA 
TTTCCATTTG 
TTCCCTTCTA 
TTCCTTTAAC 
CCCGTGATAA 
TTTGAGGTTA 
CCGTGTATAG 
ACAGGGCCCG 
CCACACTGAC 
CCATTCAGAA 
AAACAGAGCC 
TTCTTTCTTT 
GTTTTGTTTA 



31 
I 

CCGCGCCATG 
GCTGCTCCCC 
CAATGGACGG 
GAGTGATGAG 
TGCCAGCGGC 
CGATGGCAGC 
CCACTGCAAG 
TCAAGACAAC 
GTTTGTGACT 
CAGCTCCGTC 
GAAGCGGAAC 
CCGCCTGGTG 
CATCCAGTAT 
CTACTCCGAG 
CTCTTCTGAC 
GAGTGCCAAC 
CCACAGCCCG 
CAGCCAGGGC 
GCTCTGACTT 
AGGATGTCTC 
ACTTCAGAGA 
AGGTCACTCT 
GTTGGAGAGA 
GCTATATTGG 
TACCTTATAG 
GTCACCCCCC 
ATGCCCCCAG 
CAGCAGTCGC 
ATTCTGGCTT 
TATCATCAGC 
CAGCTCCTAA 
CTGGTTTCTG 
ACTTGAGTTG 
CTTGCTCATT 
CTTTTTACCT 
TCAATACCTC 
CCCAATACCA 
GTAGTTTCTC 
GATCTATTTT 
GTTAAGGGAC 
AAGGTCCAAA 
CAAGTCACTC 
TTATTTATCA 
TCTCTATGTT 
CCTCCCTGCA 
TGATGAGGGG 
CTTCTTTCCG 
TGCAGGAAGT 
TTTTAACCAA 
AAAAAAAAAA 



41 
I 

TGGCTGCTGG 
GGGAACAACT 
TGCATCCCGG 
AAGGAGTGCC 
ATCCATTGCA 
GATGAAGAGA 
AACGGCCTCT 
AGTGATGAGG 
TCAGAGAACC 
ATTTTTGTGC 
AACCTCATGA 
GTCCTGGACC 
GTGGCCAGCC 
GCCTTGCTGG 
ACGGAATCTC 
AGTGCCAGCT 
GGGCAGCCTG 
ACTGAAGAAG 
GTTGCCATTC 
AAGTTACAGT 
TGTTTTTCTG 
TCCCTTGGGA 
CAGCATATAA 
ATGCTCAGAA 
CATTTGGGGA 
CAAAAAAATT 
TTCAGCAGAG 
AACGTTATTT 
TAGAAATTTG 
CTCATCCTAA 
AATGCAGGCT 
GACTGTCACC 
GCCCAAAGTC 
CATGCAGCCT 
GTGCATTTGG 
CAGCAAGCTC 
GCACCTCTAG 
CTCTGAGACA 
AAATCTTTTA 
TATTTATATG 
GAAAGATGCA 
CAGACTAACC 
AGTTCTTGAA 
TGTGCTAGTT 
GGAATAAGGG 
TAAAATGGAA 
CAGCTGAAGA 
GGGGCTAAAG 
ATCCAAAGGA 
GAAAGAAAGA 



51 
I 

GGCCGCTGTG 
TCACCAATGA 
GCGCCTGGCA 
CCAAGGCTAA 
TCATTGGTCG 
ACTGCACAGC 
GTATTGACAA 
AAAGCTGTGA 
AACTTGTGTA 
TGGTGGTGGC 
CGCTGCCCGT 
ACCCCCACCA 
AGGCGGAGCA 
ACCAGAGGCC 
TGAACCAAGC 
CCCAGGCAGC 
GCCCCCAGGA 
TATAAGTCCC 
TAACAATTTG 
TTGGGATATT 
GCGTCTCAGT 
CCCGAGATCA 
AACAGTATTG 
GTGCAGGAGA 
TTTGGGTTAG 
CCATTTGAGC 
TCAGTGGCCA 
TGGTTTTGTG 
CCCAAGAATG 
AATAGGCAGG 
GCCAAGACCC 
CTCCCAGCTG 
TGACCTGGCT 
CAACACTGGC 
ACTTGAGGAC 
TCCTGGCTCC 
TTAGAGTTAG 
CATGGGCAAG 
GAAATGCATT 
TGTATAGGAA 
AAAGGAGATC 
TGTGTGCCAG 
GGAAGCAGAA 
TTTCTTTTTT 
GTAAAACGTT 
CCAGGTAGAG 
AATGTTCAGT 
TGGCATTCAG 
TGTTACAGAA 
AAGAAAGAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



847 



WO 03/042661 



PCT/US02/36810 



AACGGAAAGG AACCTAGCTG CCTGTATCTT TCATTTTTAA AATAGCACTT GAGTTATTTT 3060 

CTGAGTAATC CAATAAAGAA CTTTTGATGA CAGCCAGAAT GTGTTAGAAC TCTGGCTGAA 3120 

CATTTCATCT CCTGTGAGTC AGAAGGGCTT TATTTCTCCC TTTGATGGGG CCCCTTCTTC 3180 

TTTCTGGTGC TCTGGA AGTT GTTTAGAGGA AAGAATTCTA ATTTTAATTA ATTGCGCAGT 3240 

GAGTTAATCT CACTCGCTTT TCTGCTTCCA GGCATCTTAG GAAAAACAAA TGGTTTTAGT 3300 

AGATAAGGGA TGCCTACTAA TGCTTTTTTA AAACAAACAG GGACATTTTT ATTATAGATT 3360 

TQATTTTTTT AATGAATGTT TTTAAAAATA TATAAATAGG ACACCAAAGC GGCAGGGTTT 3420 

TTTTTGGGGG GAGGGGGTTT GTTTTCCAAC TCAAGATGGC ACATTAGTGG CCAGCAATAT 3480 

TTTTTAACTC ATTCCAACCA GGAAGCTTTT TTATACATTG CCTAAATCTA CGCCAACCAG 3540 

AAAATAGTCT CATCTCTTTT TTTCTCAAAT GAGATCCGTG TTTTATTTTA GCATTAAATT 3600 

AGTTACACTG TGATGACTGG CCTATTACCT GACTCAGCTC CCTCTACCTT GAAATTGACA 3660 

TTTTTAAAAA ATGCAACTAA GTGGTTAATA GTGTGTGACG CTCAAAGTTA ATGTAAACTG 3720 

GAAAGGTTGT GTGTCGTTGC TTTTTGTGTT TTGGTTAGGC TTGGTTTTGT TTTTTAATTT 3780 

TTATACTTTC TAATAAATTT GCAGTTTCAT TCTTTCTGTT TGTGCAAAWG GWMCTAMARM 3840 

AAMMAAAAAC AWYWTTGGGG GGGCTTGGGC CTCGGAAAAA GTTTTTAACA CCACTTCGGG 3900 

TGGGGCGGCG GGGCCCACGT AGGTACGGCG ACCACGCGGG CCCAAACGGG ACCCCAGAAG 3960 

GAAACCCTGG CCAAGAAAAA GGTGGCGAGA ATTCTCCACA CCAGAAAAAA ACGCGCCGGG 4020 

GGAAACOGCA GAGTGTTGCG TAAACCACAC CCGAAGAGAG AACTCAGAAG CACACAAGCG 4080 
GGACTCAACC AGGAGGACCC AAGGGAACCC GATAGAGTAC G 



A3 8 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession # s 
Protein Accession fl: 
Signal sequence: 
Transmembrane domains: 
LOLa domains: 
Cellular Localization: 



ESTo 

Ms. 293616 
AW043782 
none found 
1-17 
169-191 

28-66, 70-108, 112-149 
plasma membrane 



1 11 21 31 41 51 

I I I I | | 

MWLLGPLCLL LSSAAESQLL PGNNFTNECN IPGNFMCSNG RCIPGAWQCD GLPDCFDKSD 60 
EKECPKAKSK CGPTFFPCAS GIHCIIGRFR CNGPEDCPDG SDEENCTAMP LLCSTARYHC 120 
KNGLCIDKSF ICDGQNNCQD NSDEESCESS QEPGSGQVFV TSENQLVYYP SITYAIIGSS 180 
VIPVLWALL ALVLHHQRKR NNLMTLPVHR LQHPVLLSRL WLDHPHHCN VTYNVNNGIQ 240 
WASQAEQNA SEVGSPPSYS EALLDQRPAW YDLPPPPYSS DTESLNQADL PPYRSRSGSA 300 
NSASSQAASS LLSVEDTSHS PGQPGPQEGT AEPRDSEPSQ GTEEV 



A3 9 DNA sequence 

Gene name: ESTs 
Unigene number: Hs. 128899 

Probeset Accession #: AA983251 
Nucleic Acid Accession #: AA9B3251 

Coding sequence: 1-1749 (underlined sequences correspond to start and stop codons) 
1 11 21 31 41 51 
1 I I I I | 

ATGCTGTCTG GCTTCTTGAT GAGTCCCAGT ACCCAGCACA GAGCACAGTA CACTCCCGGA 60 

GGAAAGAAAC TTCCGTGGGA GGCTTCCATC GGTGCGCACA CCTCCCGAGG GCGAGGCAGC 120 

GACCGGGAGA GGGAGAGCCG GCCGGAGGCT GCCGGGCTCC TGTGGGACCG CGCTGCAGCC 180 

GGGGAGGCGG AGAAGGGGAA CCGGGGCGAG CCGCCCGCCT GGATCCGCGC CCAGCAGCAG 240 

CCGCGGCCGC CGCCAGCTGG GCAGGCTCCC GGGACTGCGG CTGGGGGCGC GCAGGACCCT 300 

CGCCTGCGTC CTGGACGTTC CCGGGGGAGG GTCCGGTTGC CAGTGAAACC TCCAGAGGCT 360 

TCCGGACGAC AGCCCCGGGG GCCTTCTGAC TGCATCCCGA GATTTCCATC AGCGAGTGCA 420 

ACTCATAAGG CAGTCCCTAA GGGGACCGGG CCACCGGCTG AGGAOGGGGA TGGCTTAGGA 480 

GCTCCTGGAC CTAGGGCCCG GCGTCGTCGC CTCCTGGGCG TCGCGGCAGA GGGGAGTGGC S40 

CCGCGCGGAA AGCGCCGCGG GACAGTCAGT GACGAGGCCC GGGGGTCGCC GGGGCCACGA 600 

CTTCTCGGAG ACCGTCCTGC GCTCTCTGGA GACGCGCTGT CCGCGCCCAG GGTGGTGCCA 660 

TGTGGGGCGC TCGCCGCTCG TCOGTCTCCT CATCCTGGAA CGCCGCTTCG CTCCTGCAGC 720 

TGCTGCTGGC TGCGCTGCTG GCGGCGGGGG CGAGGGCCCA GCGGCGAGTA CTGCCACGGC 780 

TGGCTGGACG OGCAGGGCGT CTGGCGCATC GGCTTCCAGT GTCCCGAGCG CTTCGACGGC 840 

GGCGACGCCA CCATCTGCTG CGGCAGCTGC GCGTTGCGCT ACTGCTGCTC CAGCGCCGAG 900 

GCGCGCCTGG ACCAGGGCGG CTGCGACAAT GACCGCCAGC AGGGCGCTGG CGAGCCTGGC 960 

CGGGCGGACA AAGACGGGCC CCGACGGCTC GGCAGGGCTT CATGTCTTAG GGGTACCCAA 1020 

GGAGACGGCG AGGGTGCGCC CCCACCCGTG AGGGCCTGGC AGCGGTGCTC CCCTGAAGGC 1080 

TCCCCGAAAG GAAGGCAGCT CCTCAGGGCT TTCCCGGGGC TGCTGCCCCG TGCCAGACGC 1140 

CGCGGATTCC CATCTTCTCC ACGCGGCGGC CCCTCTCCCC TGCAGCGGCC CGCCTTGCCC 1200 

ATCTACGTGC CGTTCCTCAT TGTTGGCTCC GTGTTTGTCG CCTTTATCAT CTTGGGGTCC 1260 

CTGGTGGCAG CCTGTTGCTG CAGATGTCTC CGGCCTAAGC AGGATCCCCA GCAGAGCCGA 1320 

GCCCCAGGGG GTAACCGCTT GATGGAGACC ATCCCCATGA TCCCCAGTGC CAGCACCTCC 1380 

CGGGGGTCGT CCTCACGCCA GTCCAGCACA GCTGCCAGTT CCAGCTCCAG CGCCAACTCC 1440 

GGGGCCCGGG CGCCCCCAAC AAGGTCACAG ACCAACTGTT GCTTGCCGGA AGGGACCATG 1500 

AACAACGTGT ATGTCAACAT GCCCACGAAT TTCTCTGTGC TGAACTGTCA GCAGGCCACC 1560 

CAGATTGTGC CACATCAAGG GCAGTATCTG CATCCCCCAT ACGTGGGGTA CACGGTGCAG 1620 

CACGACTCTG TGCCCATGAC AGCTGTGCCA CCTTTCATGG ACGGCCTGCA GCCTGGCTAC 1680 

AGGCAGATTC AGTCCCCCTT CCCTCACACC AACAGTGAAC AGAAGATGTA CCCAGCGGTG 1740 

ACTGTATAAC CGAGAGTCAC TGGTGGGTTC CTTTACTGAA GGGAGACGAA GGCAGGGGTG 1800 

GATTCTCGAG GTGGAAGTCC GCACATGTCG GTGGTATTTA TGGCACGATT CCTTTGGATG 1860 

GCTTCATTTG CCCCCAGACT GTATGAAAAC ATCTCCGAAT TAGCATTTCT GGATATGTTT 1920 

CATCCAGGGT ATCATTGATT TATGATGGAA AACCGGCCTC AGCTGGAGAT GACTGTGATG 1980 

TTGC TGATG G GTGTATAACA AATGCTTGAG TCCGAAGTGC CCTTGAGATA TGGTTGACGA 2040 

AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTTATTAT TATTTCTTTT 2100 



848 



WO 03/042661 



PCT/US02/36810 



10 



15 



20 



25 



TTGTTGTTGA 
TTTTTTT T TT 
TGGTGCGATC 
AGCCTCCCAC 
TGTAGAGATG 
TCTGCCT6TC 
TGAGCCTTTT 
ATTCTAAAAG 
GGCACACCTT 
GGGCCTATTT 
TTAAAAAGAG 
TGGGATGATT 
TTGATTGTAT 
TATATTGAAA 
TGGTTATGGT 
GAGTGCAAGT 
AAAAATTTTC 
TAGCTCCTCA 
GCAGATCATA 
GATTGTTAAG 
ATTTCCTCTC 
CAAATTCAAG 
ATGTGCAAGT 
GTATGGTATG 
TGTTTCATGA 
TTTTTTAATA 
TGAAAAAAAA 



CTGCACAGGA 
TTTTTTTTAA 
TCGGCTCACT 
GTGGCTGGGA 
GGGTTTCACC 
TCAGCCTCCC 
TTTTTTTCTA 
GAAACCTGTT 
AATTTCATTG 
TGTGCTTTTT 
ACTGAAATAA 
TTAATCTTGA 
CTTAATTTTC 
TCATAAACTA 
TTGGCGTTTC 
AATTACTATA 
TTGTCTTAGT 
GCCATAACCT 
AGGCTTTTTA 
AGAAAAGCTT 
TCTTTCAGGC 
TGAATTTATT 
ACATTTCCAA 
GTCTTCTACA 
CTGAATAATG 
ACCAAAGGCA 
AAAAAAAAAA 



TCAAAATGCC 
TCAGACAGGG 
GCAACTTCAG 
TTACAGGTGC 
ATGTTGGCTG 
AAAGTGCTGG 
ATGCATCCAA 
TGAACTCTGT 
TAAAAAGATA 
TACCTTATGT 
ATTGTATAGT 
AGTAGTAGGT 
TGGCTTTAAG 
TCACCCGCTG 
CTTCTGTTTG 
CTTGTAAATG 
TATAAAAATT 
GAGACTTGGG 
TACTCTTGTT 
TTCAACGAAG 
CTCAACAGGC 
TGTGTGTTCT 
CTGCTAGCAC 
CATTTATGTC 
TAAAACCAGT 
GGGGAAAATC 
AAAAAAAAAA 



TGTTATCTCC 
TCTTGCTCTG 
CCTCCTGGAT 
CTGCCCCCAT 
GGCTGGTCTC 
GATTACAGGC 
GGTTAAGGGG 
GAGATCAGTC 
TATATATTTT 
AGAGATCTTA 
TACTTAACTA 
GGTATAGTCA 
GTGACATCTG 
CTTCTCTGAG 
GTTTTCAGAG 
AAGATCAGTA 
CAAAGAAATG 
ATGAAATTTA 
ATCAAAATGG 
GATTGCCTTT 
ACTGTATTCA 
TTACTTATAT 
AACCAGTATT 
TATAGATATC 
GTTGGCAATT 
ATTTTACTTA 



CTTTTACTGG 
TTGCCCAGGC 
TCAGGCAACA 
GGCTAATTTT 
ACTCTCCTGA 
GTGAGCCACC 
AAGACGCAAA 
ATCAGTCTCA 
GTCTATTTTT 
TTACAAAGTG 
ATGAAGACAT 
TAAAACCATT 
AGAGGTAATG 
TTACTTTTAA 
CCCCATGTCT 
TTTCTGCCTA 
TGTTACAAAG 
AACCAGATAC 
CTTATTTTTC 
CTTCTCCCAC 
TTGCCAATGT 
AAAAAAAGAT 
TTGTAATTAA 
TATCGATCAT 
GGTATCATCA 
TTAATAAATA 



GACTTTTTTT 
TGGAGTGCAG 
CTCCTGCCTC 
TTGTATTTTT 
CCTCAAGCAA 
GCCCCCAGCC 
TAACAGGACT 
GTATTCCACA 
GTGCTTTTGG 
ATTTTCTACA 
TTCAGAACTC 
CATCCCCTTC 
CATTCTTTTT 
TTTTGCCTTG 
ATATAGTCCT 
GATCTGATAA 
ATACTTAGTA 
GATTTACTTT 
AGGCACTAAG 
ACTGTTCTTG 
TCCAAATTAT 
AACTTTAAGG 
ACAAATCGCT 
CTTTCTATTC 
ATGATACTCA 
TTTTATGATG 



2160 
2220 
2280 
2340 
2400 
2460 
2520 
2560 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 



30 
35 



A40 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular localization: 



ESTS 

Hs. 128899 

none found 

1-11 

402-424 

not determined 



40 
45 
50 



i 

I 

MLSGFLMSPS 
GEAEKGNRGE 
SGRQPRGPSD 
PRGKRRGTVS 
CCWLRCWRRG 
ARLDQGGCDN 
SPKGRQLLRA 
LVAACCCRCL 
GARAPPTRSQ 
HDSVPMTAVP 

A41 DNA 



11 
I 

TQHRAQYTPG 
PPAWIRAQQQ 
CIPRFPSASA 
DBARGSPGPR 
RGPSGEYCHG 
DRQQGAGEPG 
FPGLLPRARR 
RPKQDPQQSR 
TNCCLPEGTM 
PFMDGLQPGY 



21 
I 

GKKLPWEASI 
PRPPPAGQAP 
THKAVPKGTG 
LLGDRPALSG 
WU3AQGVWRI 
RADKDGPRRL 
RGFPSSPRGG 
APGGNRLMET 
NNVYVNMPTN 
RQIQSPPPHT 



31 
I 

GAHTSRGRGS 
GTAAGGAQDP 
PPAEDGDGLG 
DAIiSAPRWP 
GPQCPERPDG 
GRASCLRGTQ 
PSPLQRPALP 
IPMIPSASTS 
PSVLNCQQAT 
NSEQKMYPAV 



41 
I 

DRERESRPEA 
RLRPGRSRGR 
APGPRARRRR 
CGALAARPSP 
GDATICCGSC 
GDGEGAPPPV 
IYVPFLIVGS 



QIVPHQGQYL 
TV 



51 
I 

AGLLWDRAAA 
VRLPVKPPEA 
LLGVAAEGSG 
HPGTPLRSCS 
ALRYCCSSAE 
RAHQRCSPEG 
VFVAFIILGS 
AASSSSSANS 
HPPYVGYTVQ 



60 
120 
180 
240 
300 
360 
420 
480 
540 



Gene name: 
Unigene number: 
J J Probeset Accession ti: 

Nucleic Acid Accession #: 
Coding sequence: 



ESTs, Weakly similar to JE0350 Anterior gradient-2 [H. sapiens] 

Hs. 100686 

AA487468 

AA487468 

55-555 (underlined sequences correspond to start and stop codons) 



60 
65 
70 
75 



CGGCACCAAG 
CTACACTCAG 
GCAATAAAAA 
ACTTGGGTAC 
ATGGTTATTC 
CAAAATGAAG 
GAAACCACTG 
GACCCTTCTT 
TATGAGCCTC 
CAGTCAGAGC 
GAAGAAAACC 
TTACTATTTA 
TCTGAAAAAA 



11 
I 

AGCACTGGCC 
CTTTGGGTCT 
AGGAAAAGAG 
AAACTTATGA 
ATCACCTGGA 
AAATACAAGA 
ATAAGAATTT 
TAACAGTTAG 
GGGATTTACC 
TATAAGAGAT 
TCTGGCACAT 
GTTTTTTTAA 



21 
I 

AAGTCAGCTT 
CTGCCTCTTA 
GCCTCCTCAG 
AGAAGGTCTC 
GGATTGTCAA 
AATGGCTCAG 
ATCACCTGAT 
AGCTGACATA 
CCTATTGATA 
GATAGAAAAA 
TGACAAATAC 
TGTGTTTGCA 
AAAAAAAAA 



31 
I 

CTTCTGAGAG 
CTCGTCACAG 
ACACTCTCAA 
TTTTATGCTC 
TACTCTCAAG 
AATAAGTTCA 
GGGCAATATG 
GCTGGAAGAT 
GAAAACATGA 
AGCCTTCACT 
TAAATGTGCA 
ATAGTCTTAT 



41 
I 

AGTCTCTAGA 
TTTCTTCCAA 
GAGGATGGGG 
AAAAAAGTAA 
CACTAAAGAA 
TCATGCTAAA 
TGCCTAGAAT 
ACTCTAACAG 
AGAAAGCATT 
TCAAAGAAGT 
AGTATATAGA 
TAAAATAAAT 



51 
I 

AGACATGATG 
CCTTGCCATT 
AGATGACATC 
GAAGCCATTA 
AGTATTTGCC 
CCTTATGCAT 
CATGTTTGTA 
ATTGTACACA 
AAGACTTATT 
CAAATTTCAT 
TTTTGTAATA 
GTTTTTTAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



80 



A42 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession fl: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs, Weakly similar to JE0350 Anterior gradient-2 [H. sapiens] 

Hs. 100686 

AA4B7468 

none found 
1-23 

none found 
secreted 

849 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 



1 11 21 31 41 51 

I I I I I I 

MMLHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSR6WGD DITWVQTYEE 6LFYAQKSKK 
PLMVIHHLED CQYSQALKKV FAQNEEIQEM AQNKFIMLNL MHETTDKNLS PDGQYVPRIM 
FVDPSLTVRA DIAGRYSNRL YTYEPRDLPL LIENMKKALR LIQSEL 



60 
120 



A43 DNA SEQUENCE 

Gene name: ATPase, Ca++ transporting, type 2C, member 1 

Unigene number: Hs. 106778 

Probeset Accession fh N51919 
Nucleic Acid Accession fl: AP189723 

Coding sequence j 1-2712 (underlined sequences correspond to start and stop codons) 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



ATGATTCCTG 
ATTCTCCAAG 
TTTCATGGCT 
TCTCAGTTTA 
ATGCATCAGT 
GCCTTTGTTC 
CCAGAATGCC 
CCAGGTGATA 
GAGGCTGTGG 
AAGGTGACAG 
GCCTTTATGG 
GAAAATTCTG 
CCTCTGCAGA 
ATAGGAATCA 
ATTAGTGTAA 
ACGCTAGCTC 
ATTGTTGAAA 
AAGAATGAAA 
GGAGTTGGCT 
TATAACCCAG 
AGAAACAATA 
ATGGGTCTTG 
GAGCAAAAGT 
TGTTTTATGA 
GGGCAGACCT 
ATGGGCTCAG 
ACATTTCTTG 
ACAACACTCA 
GCAGTTGCAA 
GAAGAAATAG 
TTTTACAGAG 
TCAGTTGTAG 
ATTGGAGTTG 
CTAGTGGATG 
AATAACATTA 
ATCTCATTGG 
ATCAATATTA 
GATGTCATTC 
CTTAAAATAC 
GAGCTACQAG 
TTTTTTGACA 
GGACTCTGCA 
CTAGTTATTT 
GATCTGTTGT 
AAGGTTGAAA 
CTTGAAGTAT 



11 
I 

TATTGACATC 
CTGATCTTCA 
GGAATGAGTT 
AAAATCCCCT 
TTGATGATGC 
AGGAATATCG 
ATTGTGTGCG 
CAGTTTGCCT 
ATCTTTCCAT 
CTCCTCAGCC 
GAACACTGGT 
AATTTGGGGA 
AGAGCATGGA 
TCATGTTGGT 
GTTTGGCTGT 
TTGGTGTTAT 
CTCTGGGCTG 
TGACTGTTAC 
ATAATCAATT 
CTGTTAGCAG 
CTCTAATGGG 
ATGGACTTCA 
GGATGGCTGT 
AAGGTGCTTA 
TGACACTTAC 
OGGGACTCAG 
GCTTGGTGGG 
TTGCCTCAGG 
TOGCCAGTCG 
ATGCAATGGA 
CTAGCCCAAG 
CCATGACAGG 
CGATGGGCCA 
ATGATTTTCA 
AAAATTTCGT 
CTACATTAAT 
TTATGGATGG 
GTAAACCTCC 
TTGTTTCATC 
ACAATGTGAT 
TGTTCAATGC 
GTAATAGAAT 
ACTTTCCTCC 
TTCTTTTGGG 
GGAGCAGGGA 
GA 




TGATGAGTCC 
AGCTGCAACT 
CAGATGTGGC 
GGTTTTTAAA 
CCTCTTAGGA 
TGGCTGGTTA 
AGCAGCAATT 
GAGAATGGTG 
CTGTAATGTG 
TCACATATTT 
TGGGGAAGTG 
AATTGTTGAG 
GAAGCCAACA 
ACAAGACTAC 
TAAGTGTGTA 
CGAACAAGTA 
TCAGCAGCAG 
AGTTCTTGCT 
AATCATTGAT 
AGTATCAATA 
TCTGGGATTG 
TGTTCAGCAG 
GCACAAGATG 
AGATGGAGTA 
GACTGGTACA 
AACCATAATG 
TAGATTCCAG 
GAACTTTCCT 
ACCCCCAGCT 
TCGCAACTGG 
AATAATCATT 
TACACCTCGA 
ACTAAGTTCC 
GTTTTGCTAT 
GCTTCAGAAG 
TCTCACCTCA 
AAAGATCCAG 



CCACCTAGAA 
AAAATGATTA 
TATTCCAAAA 
CTTTCACAAA 
AAAATTATTA 
AATGATGCAG 
GATGTTTGCA 
TCTGCAATCG 
CTGAGCACGA 
AATCCTCTCA 
CAGAGCCTTG 
AAAGACAGCA 
GTTTGTGGGA 
GACACAACAA 
AGATCCCAGA 
GCAGTTCTTG 
GTTTTTCAGA 
TCAGTGTGCA 
AAGCATGTTA 



41 
I 

CAGTCAGTGA 
AAGTTAGTCA 
CACTGTGGAA 
CTGCAGTCAT 
TACTTATCGT 
AATTGAGTAA 
CACTTGCCCG 
CTGCTGACTT 
GTGAGACAAC 
TTGCATCGAG 
GTGTTGTCAT 
CAGAAGAGGC 
CCTTTTACTC 
ATATCCTGGA 
TCCCCATTGT 
CCATTGTGAA 
ATAAAACTGG 
GTCTGCATGC 
GTGATGTTGT 
TGTGCAATGA 
TAATTGCTCT 
CTGAATACCC 
AGCAGGACAG 
GTACTACATA 
ACCAACAAGA 
GTCCTGAACT 
CTGGTGTGAA 
CTGGAGATTC 
CTTCCCAGTC 
TAGTACCAAA 
AGTCGCTACA 
TTGCTCTGAA 
AAGAGGCAGC 
AAGAGGGTAA 
GTATAGCAGC 
ATGCCATGCA 
GAGTAGAACC 
TTTTGACTAA 
CTTTGTTTGT 
TGACCTTCAC 
CCAAGTCTGT 
GATCCATCAT 
CTGAGAGCCT 
TAGTGGCAGA 
GTTCGACATC 



SI 
I 

AGTTGCAAGC 
TAGGCGAGCC 
GAAGTATATT 
CAGTGTTTTA 
TGTTACAGTT 
ACTTGTGCCA 
AGACTTGGTT 
ACGCTTGTTT 
GCCTTGTTCT 
AAGTAACATT 
TGGAACAGGA 
ACCAAAAACC 
CTTTGGTATA 
AATGTTTACT 
GGTCACAGTG 
AAAGCTGOCT 
AACACTGACG 
TGAGGTTACT 
TCATGGATTC 
TGCTGTAATT 
TGCAATGAAG 
TTTTAGCTCT 
ACCAGAGATT 
CCAGAGCAAA 
GAAGGCACGC 
GGGACAGCTG 
AGAAGCTGTT 
ACAGGAGACT 
AGTCTCAGGA 
GGTTGCAGTA 
GAAGAACGGT 
GGCTGCAGAC 
AGACATGATC 
AGGGATTTAT 
ATTAACTTTA 
GATTTTGTGG 
AGTGGATAAA 
AAACTTGATA 
CTTCTGGCGT 
ATGCTTTGTG 
GTTTGAGATT 
GGGACAATTA 
AAGCATACTG 
AATTATAAAG 
ATCATCTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A44 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Pfam domains: 
[744-B89J 

Cellular Localization: 

1 11 

I I 
MIPVLTSKKA SELPVSEVAS 
SQFKNPLIML LLASAVISVL 
PECHCVREGK LEHTLARDLV 
KVTAPQPAAT NGDLASRSNI 
PLQKSMDLLG KQLSFYSFGI 



ATPase, Ca++ transporting, type 2C, 
Hs. 106778 
N51919 
AAF27813 
none found 

60-B2, 86-108, 252-274, 282-304, 757-779, 827-849, 856-878 

Cation ATPase M (6-831 , E1-E2 ATPase 189-324] , Hydrolase [328-649] , Cation ATPase C 



not determined 

21 31 

I I 
ILQADLQNGL NKCEVSHRRA 
MHQPDDAVSI TVAILIWTV 
PGDTVCLSVG DRVPADLRLF 
AFMGTLVRCG KAKGWIGTG 
IGIIMLVGWL LGKDILEHFT 



41 51 
I I 

FHGWNEFDIS EDEPLWKKYI 60 

AFVQEYRSEK SLEBLSKLVP 120 

EAVDLSIDES SLTGETTPCS 180 

ENSEFGEVFK MMQAEEAPKT 240 

ISVSLAVAAI PEGLPIWTV 300 

850 



WO 03/042661 



PCT/US02/36810 



TLALGVMRMV KKRAIVKKLP IVETLGCCNV ICSDKTGTLT KNEMTVTHIF TSDGLHAEVT 360 

GVGYNQFGEV IVDGDWHGP YNPAVSRIVE AGCVCNDAVI RNNTLMGKPT EGALIALAMK 420 

"Sf GLQQDY IRKAEYPFSS EQKWMAVKCV HRTQQDRPEI CFMKGAYEQV IKYCTTYQSK 480 

GQTLTLTQQQ RDVYQQEKAR MGSAGLRVLA LASGPELGQL TFLGLVGIID PPRTGVKEAV S 40 

TTLIASGVSI KMITGDSQET AVAIASRLGL YSKTSQSVSG EEIDAMDVQQ LSQIVPKVAV 600 

FYRASPRHKM KIIKSLQKNG SWAMTGDGV NDAVALKAAD IGVAMGQTGT DVCKEAAOMI 660 

LVDDDFQTIM SAIEEGKGIY NNIKNFVRFQ LSTSIAALTL ISLATLMNFP NPLNAMQILW 720 

INIIMDGPPA QSLGVEPVDK DVIRXPPRNW KDSILTKNLI LKILVSSIII VCGTLFVFWR 780 

f L ^ ITPR DT ™ TFTCFV PFDMFNALSS RSQTKSVFEI GLCSNRMFCY AVLGSIMGQL 840 

LEV VFQTESLSIL DLLFLLGLTS SVCIVAEIIK KVERSREKIQ KHVSSTSSSF 900 



A45 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession # : 
Nucleic Acid Accession ft: 
Coding Sequence: 



ESTs 

Ha. 157601 

W07459 

AC005383 

328-2751 (underlined sequences correspond to start and stop codons) 



31 



41 



51 



1 11 21 

i I I I I I 

GACAGTCTTC GCGGCTGCAC CGCTCGGAGG CTGGGTGACC CGCGTAGAAG TGAAGTACTT 60 • 

TTTTATTTGC AGACCTGGGC CGATGCCGCT TTAAAAAACG CGAGGGGCTC TATGCACCTC 120 

CCTCGCGGTA GTTCCTCCGA CCTCAGCCGG GTCGGGTCGT GCCGCCCTCT CCCAGGAGAG 180 

nS^SS ^ CCCACGTG GCAGCCGCGC CCCGGGCGCC CCTCCTGTGA TCCCGTAGCG 240 

CCCCCTGGCC CGAGCCGCGC CCGGGTCTGT GAGTAGAGCC GCCCGGGCAC CGAGCGCTCG 300 

TCGCCGCTCT CCTTCCGTTA TATCAACATG CCCCCTTTCC TGTTGCTGGA GGCCGTCTGT 360 

GTTTTCCTGT TTTCCAGAGT GCCCCCATCT CTCCCTCTCC AGGAAGTCCA TGTAAGCAAA 420 

g^ESSSS GGAAGATTTC AGCTGCCAGC AAAATGATGT GGTGCTCGGC TGCAGTGGAC 480 

^^ TTC TGTTAGATGG GTCTAAC3VGC GTOGGGAAAG GGAGCTTTGA AAGGTCCAAG 540 

CACTTTGCCA TCACAGTCTG TGACGGTCTG GACATCAGCC CCGAGAGGGT CAGAGTGGGA 600 

2S^!SS T TCAGTTCCAC TCCTCATCTG GAATTCCCCT TGGATTCATT TTCAACCCAA 660 

CAGGAAGTGA AGGCAAGAAT CAAGAGGATG GTTTTCAAAG GAGGGOGCAC GGAGACGGAA 720 

^I?SI^ A AATACCTTCT GCACAGAGGG TTGCCTGGAG GCAGAAATGC TTCTGTGCCC 780 

CAGATCCTCA TCATCGTCAC TGATGGGAAG TCCCAGGGGG ATGTGGCACT GCCATCCAAG 840 

CMCTGAAGG AAAGGGGTGT CACTGTGTTT GCTGTGGGGG TCAGGTTTCC CAGGTGGGAG 900 

GAGCTGCATG CACTGGCCAG CGAGCCTAGA GGGCAGCACG TGCTGTTGGC TGAGCAGGTG 960 

GAGGATGCCA CCAACGGCCT CTTCAGCACC CTCAGCAGCT CGGOCATCTG CTCCAGCGCC 1020 

n^^fl GCAGGGTCGA GGCTCACCCC TGTGAGCACA GGACGCTGGA GATGGTCCGG 1080 

GCAATGC CCC ATGCTGGAGA GGATCGCGGC GGACCCTTGC GGTGCTGGCT 1140 

^^S^ CCTTCTACAG CTGGAAGAGA GTGTTCCTAA CCCACCCTGC CACCTCCTAC 1200 

^ CC ^ GCCCAGGCCC CTGTGACTCG CAGCCCTGCC AGAATGGAGG CACATGTGTT 1260 

CCAGAAGGAC TGGACGGCTA CCAGTGCCTC TGCCCGCTGG CCTTTGGAGG GGAGGCTAAC 1320 

I^^T^ ^CTGAGCCT GGAATGCAGG GTCGACCTCC TCTTCCTGCT GGACAGCTCT 1380 

CTCTGGACGG CTTCCTGCGG GCCAAAGTCT TCGTGAAGOG GTTTGTGCGG 1440 

GOCGTCCTGA GCGAGGACTC TCGGGCCCGA GTGGGTGTGG CCACATACAG CAGGGAGCTG 1500 

CTGGTGGCGG TGCCTGTGGG GGAGTACCAG GATGTGCCTG ACCTGGTCTG GAGCCTCGAT 1560 

GGCATTCCCT TCCGTGGTGG CCCCACCCTG ACGGGCAGTG CCTTGCGGCA GGCGGCAGAG 1620 

CGTGGcrrCQ GGAGCGCCAC CAGGACAGGC CAGGACCGGC CACGTAGAGT GGTGGTTTTG 1680 

CraCTGAGT CACACTCCGA GGATGAGGTT GCGGGCCCAG CGCGTCACGC AAGGGOGCGA 1740 

GAGCTGCTCC TGCTGGGTGT AGGCAGTGAG GCCGTGCGGG CAGAGCTGGA GGAGATCACA 1800 
^CAGCCCAA AGCATGTGAT GGTCTACTCG GATCCTCAGG ATcS£ 

S^SSS? GGAAGCTGTG CAGCCGGCAG CGGCCAGGGT GCCGGACACA AGCCCTGGAC 1920 

TGTTGGACAC CTCTGCCTCA GTAGGGCCCG AGAATTTTGC TCAGATGCAG 1980 

AGCTTTGTGA GAAGCTGTGC CCTCCAGTTT GAGGTGAACC CTGACGTGAC ACAGGTCGGC 2040 

CTGGTGGTGT ATGGCAGCCA GGTGCAGACT GCCITOGGGC TGGACACCAA ACCCACCCGG 2100 

SS^SSS TAGCCAGGCC CCCTACCTAG GTGGGGTGGG CTCAGCCGGC 2160 

£2££SS 1°*™*™™ ATGACCGTCC AGAGGGGTGC CCGGCCTGGT 2220 

^^^52 CTGTGGTGGT GCTCACAGGC GGGAGAGGCG CAGAGGATGC AGCCGTTCCT 2280 

^SSSSS TGAGGAACAA TGGCATCTCT GTCTTGGTCG TGGGCGTGGG GCCTGTCCTA 2340 

TGCGGAGGCT TGCAGGTCCC CGGGATTCCC TGATCCACGT GGCAGCTTAC 2400 

GGTACCACCA GGACGTGCTC ATTGAGTGGC TGTGTGGAGA AGCCAAGCAG 2460 

2^2^ TCTGCAAACC CAGCCCGTGC ATGAATGAGG GCAGCTGCGT CCTGCAGAAT 2520 

J^S™ GCTGCAAGTG TCGGGATGGC TGGGAGGGCC CCCACTGCGA GAACCGTGAG 2580 

TGGAGCTCTT GCTCTGTATG TGTGAGCCAG GGATGGATTC TTGAGACGCC CCTGAGGCAC 2640 

TGCAGGAGGG CAGCAGCCGT ACCCCTCCCA GCAACTACAG AGAAGGCCTG 2700 

GGCACTGAAA TGGTGCCTAC CTTCTGGAAT GTCTGTGCCC CAGGTCCTTA GAATGTCTGC 2760 

TTCCCGCCGT GGCCAGGACC ACTATTCTCA CTGAGGGAGG AGGATGTCCC~~AACTGCAGCC 2820 

ATGCTGCTTA GAGACAAGAA AGCAGCTGAT GTCACCCACA AACGATGTTG TTGAAAAGTT 2880 

^QATCTGTA AGTAAATACC CACTTTCTGT ACCTGCTGTG CCTTGTTGAG GCTATGTCAT 2940 

CTGCCACCTT TTCCTTGAGG ATAAACAAGG GGTCCTGAAG ACTTAAATTT AGCGGCCTGA 3000 

COTTCCTTTG CACACAATCA ATGCTCGCCA GAATGTTGTT GACACAGTAA TGCCCAGCAG 3060 

riSS^S TAGAGCATCC TTTGGACGGC GAAGGCCACG GCCTTTCAAG ATGGAAAGCA 3120 

^S^T C CACTTCCCCA GAGACATTCT GGATGCATTT GCATTGAGTC TGAAAGGGGG 3180 

CTTGi^GGAC GTTTGTGACT TCTTGGCGAC TGCCTTTTGT GTGTGGAAGA GACTTGGAAA 3240 

TGAATGTGAC CAATTAACCA GCTTGGTTGA TGATGGGGGA GGGGCTGAGT 3300 

ACCTTGAAGG ^^ GTCTG ®AGGGCCACG TAAAATCGTT CTGAGTCGTG AGCAGTGTCC 3360 

A46 Protein sequence 
Gene 



851 



WO 03/042661 



PCT/US02/36810 



Unigene number: Hs. 157601 

Protein Accession 8: none found 

Signal sequence: 1-17 

Transmembrane domains: none found 

VGW domains: 49-223; 341-S18; 529-706 

EGP domains: 298-333; 715-748 

Cellular Localization: secreted 

1 11 21 31 41 51 

I I I I I I 

MPPFLLLEAV CVFLFSRVPP SLPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLLDGSN 60 

SVGKGSFERS KHFAITVCEG LDISPERVRV GAFQFSSTPH LEFPLDSFST QQEVKARIKR 120 

MVFKGGRTET ELALKYLLHR GLPGGRNASV PQIL1IVTDG KSQGDVALPS KQLKERGVTV 180 

PAVGVRFPRW EELHALASEP RGQHVLLAEQ VEDATNGLFS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTLEMV REFAGNAPCW RGSRRTLAVL AAHCPFYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPCQKGGTC VPEGLDGYQC LCPLAFGGBA KCALKLSLEC RVDLLFLLDS SAGTTLDGFL 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRE LLVAVPVGBY QDVPDLVWSL DGIPFRGGPT 420 

LTGSALRQAA ERGFGSATRT GQDRPRRVW LLTESHSEDE VAGPARHARA RELLLLGVGS 480 

EAVRAELEEI TGSPKHVMVY SDPQDLFNQI PELQGKLCSR QRPGCRTQAL DLVFMLDTSA 540 

SVGPENFAQM QSFVRSCALQ FEVNPDVTQV GLWYGSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAVWLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSEGLRRLAG PRDSLIHVAA YADLRYHQDV LIEWLCGEAK QPVMLCKPSP 720 

CMNEGSCVLQ NGSYRCKCRD GWEGPHCENR EWSSCSVCVS QGWILETPLR HMAPVQEGSS 780 
RTPPSNYREG LGTEMVPTFW NVCAPGP 

COLON 

A47 DNA SEQUENCE? 

Gene name: ESTs, Weakly similar to JE03S0 Anterior gradient -2 [H. sapiens] 

Unigene number: Hs. 100686 

Probeset Accession ft: AA487468 
Nucleic Acid Accession #: AA487468 

Coding sequence; 55-555 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

CGGCACCAAG AGCACTGGCC AAGTCAGCTT CTTCTGAGAG AGTCTCTAGA AGACATGATG 60 

CTACACTCAG CTTTGGGTCT CTGCCTCTTA CTCGTCACAG TTTCTTCCAA CCTTGCCATT 120 

GCAATAAAAA AGGAAAAGAG GCCTCCTCAG ACACTCTCAA GAGGATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAGGTCTC TTTTATGCTC AAAAAAGTAA GAAGCCATTA 240 

ATGGTTATTC ATCACCTGGA GGATTGTCAA TACTCTCAAG CACTAAAGAA AGTATTTGCC 300 

CAAAATGAAG AAATACAAGA AATGGCTCAG AATAAGTTCA TCATGCTAAA CCTTATGCAT 360 

GAAACCACTG ATAAGAATTT ATCACCTGAT GGGCAATATG TGCCTAGAAT CATGTTTGTA 420 

GACCCTTCTT TAACAGTTAG AGCTGACATA GCTGGAAGAT ACTCTAACAG ATTGTACACA 480 

TATGAGCCTC GGGATTTACC CCTATTGATA GAAAACATGA AGAAAGCATT AAGACTTATT 540 

CAGTCAGAGC TATAAGAGAT GATAGAAAAA AGCCTTCACT TCAAAGAAGT CAAATTTCAT 600 

GAAGAAAACC TCTGGCACAT TGACAAATAC TAAATGTGCA AGTATATAGA TTTTGTAATA 660 

TTACTATTTA GTTTTTTTAA TGTGTTTGCA ATAGTCTTAT TAAAATAAAT GTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 

A48 Protein sequence: 

Gene name: ESTs, Weakly similar to JE0350 Anterior gradient -2 [H. sapiens] 

Unigene number: Hs. 1006 86 

Probeset Accession #: AA487468 

Protein Accession #1 none found 

Signal sequence: 1-23 

Transmembrane domains: none found 

Cellular Localization: secreted 

1 11 21 31 41 51 

i I I I I I 

MMLHSALGLC LLLVTVSSNL AIAIKKEKRP POTLSRGWGD DITWVQTYEE GLFYAQKSKK 60 
PLMVIHHLED CQYSQALKKV FAQNEEIQEM AQNKFIMLNL MHETTDKNLS PDGQYVPRIM 120 
FVDPSLTVRA DIAGRYSNRL YTYEPRDLPL LIENMKKALR LIQSEL 

A49 DNA SEQUENCE 

Gene name: G protein- coupled receptor 56 
Unigene number: Hs.6527 
Probeset Accession #: AA478599 
Nucleic Acid Accession 8: NM_005682 

Coding sequence: 163-2244 (underlined sequences correspond to start and stop codons) 

1 H 21 31 41 51 

I I I I I I 

CGGCAGCAGG GTCTCGCTCT GTCACACAGG CTGGAGTGCA GTGGTGTGAT CTTGGCTCAT 60 
CGTAACCTCC ACCTCCCGGG TTCAAGTGAT TCTCATGCCT CAGCCTCCCG AGTAGCTGGG 120 
ATTACAGGTG GTGACTTCCA AGAGTGACTC CGTCGGAGGA AAATGACTCC CCAGTCGCTG 180 

852 



WO 03/042661 



PCT/US02/36810 



CTGCAGACGA CACTGTTCCT GCTGAGTCTG CTCTTCCTGG TCCAAGGTGC CCACGGCAGG 240 

GGCCACAGGG AAGACTTTCG CTTCTGCAGC CAGCGGAACC AGACACACAG GAGCAGCCTC 300 

CACTACAAAC CCACACCAGA CCTGCGCATC TCCATCGAGA ACTCCGAAGA GGCCCTCACA 360 

GTCCATGCCC CTTTCCCTGC AGCCCACCCT GCTTCCCGAT CCTTCCCTGA CCCCAGGGGC 420 

CTCTACCACT TCTGCCTCTA CTGGAACCGA CATGCTGGGA GATTACATCT TCTCTATGGC 480 

AAGCGTGACT TCTTGCTGAG TGACAAAGCC TCTAGCCTCC TCTGCTTCCA GCACCAGGAG S40 

GAGAGCCTGG CTCAGGGCCC CCCGCTGTTA GCCACTTCTG TCACCTCCTG GTGGAGCCCT 600 

CAGAACATCA GCCTGCCCAG TGCCGCCAGC TTCACCTTCT CCTTCCACAG TCCTCCCCAC 660 

ACGGCCGCTC ACAATGCCTC GGTGGACATG TGCGAGCTCA AAAGGGACCT CCAGCTGCTC 720 

AGCCAGTTCC TGAAGCATCC CCAGAAGGCC TCAAGGAGGC CCTCGGCTGC CCCCGCCAGC 780 

CAGCAGTTGC AGAGCCTGGA GTCGAAACTG ACCTCTGTGA GATTCATGGG GGACATGGTG 840 

TCCTTCGAGG AGGACCGGAT CAACGCCACG GTATGGAAGC TCCAGCCCAC AGCCGGCCTC 900 

CAGGACCTGC ACATCCACTC CCGGCAGGAG GAGGAGCAGA GCGAGATCAT GGAGTACTCG 960 

GTGCTGCTGC CTCGAACACT CTTCCAGAGG ACGAAAGGCC GGAGCGGGGA GGCTGAGAAG 1020 

AGACTCCTCC TGGTGGACTT CAGCAGCCAA GCCCTGTTCC AGGACAAGAA TTCCAGCCAA 1080 

GTCCTGGGTG AGAAGGTCTT GGGGATTGTG GTACAGAACA CCAAAGTAGC CAACCTCACG 1140 

GAGCCCGTGG TGCTCACTTT CCAGCACCAG CTACAGCCGA AGAATGTGAC TCTGCAATGT 1200 

GTGTTCTGGG TTGAAGACCC CACATTGAGC AGCCCGGGGC ATTGGAGCAG TGCTGGGTGT 1260 

GAGACCGTCA GGAGAGAAAC CCAAACATCC TGCTTCTGCA ACCACTTGAC CTACTTTGCA 1320 

GTGCTGATGG TCTCCTCGGT GGAGGTGGAC GCCGTGCACA AGCACTACCT GAGCCTCCTC 1380 

TCCTACGTGG GCTGTGTCGT CTCTGCCCTG GCCTGCCTTG TCACCATTGC CGCCTACCTC 1440 

TGCTCCAGGG TGCCCCTGCC GTGCAGGAGG AAACCTCGGG ACTACACCAT CAAGGTGCAC 1500 

ATGAACCTGC TGCTGGCCGT CTTCCTGCTG GACACGAGCT TCCTGCTCAG CGAGCCGGTG 1560 

GCCCTGACAG GCTCTGAGGC TGGCTGCCGA GCCAGTGCCA TCTTCCTGCA CTTCTCCCTG 1620 

CTCACCTGCC TTTCCTGGAT GGGCCTCGAG GGGTACAACC TCTACCGACT CGTGGTGGAG 1680 

GTCTTTGGCA CCTATGTCCC TGGCTACCTA CTCAAGCTGA GCGCCATGGG CTGGGGCTTC 1740 

CCCATCTTTC TGGTGACGCT GGTGGCCCTG GTGGATGTGG ACAACTATGG CCCCATCATC 1800 

TTGGCTGTGC ATAGGACTCC AGAGGGCGTC ATCTACCCTT CCATGTGCTG GATCCGGGAC 1860 

TCCCTGGTCA GCTACATCAC CAACCTGGGC CTCTTCAGCC TGGTGTTTCT GTTCAACATG 1920 

GCCATGCTAG CCACCATGGT GGTGCAGATC CTGCGGCTGC GCCCCCACAC CCAAAAGTGG 19 BO 

TCACATGTGC TGACACTGCT GGGCCTCAGC CTGGTCCTTG GCCTGCCCTG GGCCTTGATC 204 0 

TTCTTCTCCT TTGCTTCTGG CACCTTCCAG CTTGTCGTCC TCTACCTTTT CAGCATCATC 2100 

ACCTCCTTCC AAGGCTTCCT CATCTTCATC TGGTACTGGT CCATGCGGCT GCAGGCCCGG 2160 

GGTGGCCCCT CCCCTCTGAA GAGCAACTCA GACTGCGCCA GGCTCCCCAT CAGCTCGGGC 2220 

AGCACCTCGT CCAGCCGCAT CTAGGCCTCC AGCCCACCTG CCCATGTGAT GAAGCAGAGA 2280 

TGCGGCCTCG TCGCACACTG CCTGTGGCCC CCGAGCCAGG CCCAGCCCCA GGCCAGTCAG 2340 

CCGCAGACTT TGGAAAGCCC AACGACCATG GAGAGATGGG CCGTTGCCAT GGTGGACGGA 2400 

CTCCCGGGGC TGGGGCTTTT GAATTGGCCT TGGGGACTAC TCGGCTCTCA CTCAGCTCCC 2460 

ACGGGACTCA GAAGTGCGCC GCCATGCTGC CTAGGGTACT GTCCCCACAT CTGTCCCAAC 2520 

CCAGCTGGAG GCCTGGTCTC TCCTTACAAC CCCTGGGCCC AGCCTCATTG CTGGGGGCCA 2580 

GGCCTTGGAT CTTGAGGGTC TGGCACATCC TTAATCCTGT GCCCCTGCCT GGGACAGAAA 2640 

TGTGGCTCCA GTTGCTCTGT CTCTCGTGGT CACCCTGAGG GCACTCTGCA TCCTCTGTCA 2700 

TTTTAACCTC AGGTGGCACC CAGGGCGAAT GGGGCCCAGG GCAGACCTTC AGGGCCAGAG 2760 

CCCTGGCGGA GGAGAGGCCC TTTGCCAGGA GCAGAGCAGC AGCTCGCCTA CCTCTGAGCC 2820 
G 



A50 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
GPS domain: 
Pfam domain: 
Transmembrane domains: 
Cellular Localization: 



G protein- coupled receptor 56 

HS.6527 

NMJJ 056 82.1 

1-26 

342-394 

7tm_2 1400-665] 

410-432, 446-468, 482-504, 517-539, 
plasma membrane 



575-597, 608-630, 638-659 



1 11 21 31 41 51 

I I I I I I 

MTPQSLLQTT LPLLSLLFLV QGAHGRGHRE DFRFCSQRNQ THRSSLHYKP TPDLRISIEN 60 

SBEALTVKAP FPAAHPASRS FPDPRGLYHF CLYWNRHAGR LHLLYGKRDF LLSDKASSLL 120 

CFQHQEESLA QGPPLLATSV TSWWSPQNIS LPSAASFTFS FHSPPHTAAH NASVDMCELK 180 

RDLQLLSQFL KHPQKASRRP SAAPASQQLQ SLESKLTSVR FMGDMVSFEE DRINATVWKL 240 

QPTAGLQDLH IHSRQEEEQS BIMEYSVLLP RTLFQRTKGR SGEAEKRLLL VDFSSQALFQ 300 

DKNSSQVLGE KVLGIWQNT KVANLTEPW LTFQHQLQPK NVTLQCVFWV EDPTLSSPGH 360 

WSSAGCETVR RETQTSCFCN HLTYFAVLMV SSVEVDAVHK HYLSLLSYVG CWSALACLV 420 

TIAAYLCSRV PLPCRRKPRD YTIKVHMNLL LAVFLLDTSF LLSEPVALTG SEAGCRASAI 480 

FLHFSLLTCL SWMGLEGYNL YRLWBVFGT YVPGYLLKLS AMGWGFPIFL VTLVALVDVD 540 

NYGPI ILAVH RTPEGVIYPS MCWIRDSLVS YITNLGLFSL VFLFNMAMLA TMWQILRLR 600 

PHTQKWSHVL TLLGLSLVLG LPWALIFFSF ASGTFQLWL YLFSIITSFQ GFLIFIWYWS 660 
MRLQARGGPS PLKSNSDCAR LPISSGSTSS SRI 

A51 DNA SEQUENCE 

Gene name: Hypothetical protein PLJ20063 

Unigene number: Hs.5940 

Probeset Accession #: AA0S3660 

Nucleic Acid Accession ft: AA053660 

Coding sequence: 218-1360 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I 1 

CCCCCATGAC TTTGTACAGC TACTTCACTG CTTCCCCCCA ATTAGTACAC ATAGTTCCTC 60 

853 
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10 
15 
20 
25 
30 
35 
40 
45 



CACAATTCCT 
ACCTACTGCT 
AATCACCGCT 
TAACAATGAA 
CGCTTTATTG 
TCCCTGTGCA 
AGAAGGGTAT 
TTCAGTGACA 
CTTGCATAGT 
GACTGTAATT 
CAAGTTTGTT 
GACTGTGACT 
TGATTTGACC 
TGGTTTAGCA 
CGTTGCTTCC 
AAAGAAGAGT 
TGGGAACTGC 
GCTGATCCTC 
ATTGATTGTC 
TGACGAAGAC 
AGGGAGCGTC 
CTATTCAAGA 
CGCCATGGCC 
GAAGTGAGCA 
CCTCTCTGAA 
TCTATGACAT 
TCAGTACAAA 
CAACAAGAAC 
CATTGCTCTT 
TCCGAGGGGA 
AAGTCAGAAT 
CAGCCCAGAG 
CTTTTTCAGG 
ACTAAAAATG 
GGCAGAGAGT 
AGGATCAATT 
CAGCAAAGGA 
AACAAAAAAT 
CAAAGGGTGC 
TTTCTGAGGT 
ACCAACACAC 
CAAGCTTTTA 
GTTATTTTAT 
AAGTGCCTTT 



ACACCTGCTC 
GCAGACAGTG 
TCATCTCCAA 
ATGTCCCCCA 
GAGACCAGCA 
GATAATTCGT 
TACTACAACT 
GTATCAGAAA 
GAAATTACTA 
CTTACTGTAA 
GATGTAACAA 
GAGAAAATTA 
CTTCGGTGTG 
TGCGATTGCA 
AGTCTCAAGT 
GGTGGGGCCC 
CAAAAGTGTG 
ACTATTGTGG 
ACAG CAAGAT 
TTTCAAAATC 
TTTCCTAAGG 
CACAGCAGCA 
CCCAACCAAT 
CCAGTAAAGA 
TGGAAGTTGT 
TAAATGTAGT 
GTACTOAGAC 
CATTTCCAAT 
GAGTTAAGTG 
TGAGAAGGGA 
AGGGACACTG 
CTTGCAACCT 
AGGCGTGCCT 
TCCACTATGG 
AAAAAACATG 
AGAGAGGAGG 
GCACTTCTCT 
CCAGGAGTAA 
GAGAGGGAGG 
GTGCCATTGG 
AACCACACAC 
CAAATGTTAT 
TTGTTATTAT 
GTTAGATGGT 



CCCCCATAAT 
AGTCAACCAC 
ATGATGGATT 
CCACAGAAGA 
CCCTAAACAG 
TATGTGTTAA 
CTTCTACATG 
CATTTGACCC 
GCTTGTTTAA 
GCACATCTCT 
TAGTAACAAT 
ATAAAGCAAT 
ATTATTATGG 
AATCTGACCT 
GTCCTGATGC 
CTGAGTGTGC 
CATTTGGCTA 
GCACCATCGC 
CAAATAACAA 
TAAAACTGCG 
TCAGGATAAC 
TGCCCCGCCC 
GTACAAGCTA 
TCTGGCCTCC 
GAATGTTTGC 
AGATGCTATT 
AATGGTTAGG 
CTAGAGGAAA 
ACCTAATTCC 
TACCCACCAT 
CTTCTATCCC 
AGCCTCACCC 
GGGAATCCAG 
GGTGCACTCT 
ACCTGGTAGA 
CACCTGGGAT 
AATCATGCCC 
GAGCCTTAGG 
TTGTGCTCAG 
GGCCTCAGCC 
ACACAACCAC 
TAGTGTCCTT 
TATTTGTTCT 
GAAAAAAAAA 



CAGTACACAT 
AAATGTAAAT 
AATCACAATG 
CAATCAATCA 
CACAGGTCCC 
GCTGCATAAT 
TAAGAAAGGA 
AGAAGAGAAA 
AGATGTATTT 
GTCACCAAGA 
TTTGGCAGAA 
TAGAAGTAGC 
CTGTAACCAG 
GCAAAGGCCT 
CTGCAACGCA 
GTGCGTGCCC 
CAGTGGACTC 
TGGCATTGTC 
AACGAAGCAT 
GTCGACAGGC 
GGCCTCCAGA 
TGACTATTAG 
TTATTTAGAG 
GGGGTTTTTC 
AACGAATCCA 
AGCGCTTGTC 
GTTGTTTTCT 
GCTCCCCAGC 
CCTGGGAGAC 
CTTTCAAGGG 
TCCAATGGAG 
AAGAAGACTG 
GAACTTTTTG 
ACAGTTTTTG 
AGGAAGAGAG 
CCACCTTCTT 
TCCCGAAGAC 
TCAGTTTGAA 
GAGTCCAGCC 
TTCTCTGGTG 
ACACACAAAT 
TTTTATTTCT 
TGACTGTTAA 
AAAAAAAAAA 



AGTTCCTCCA 
TCATTAGCTA 
GTTCCTTCTG 
TCAGGGCCTC 
AGCAATCCTT 
ACAAGTTTTT 
AAGGTATTCC 
CATTCCATGG 
GGCACATCTG 
TCTGAAATGC 
ACCACAAGTG 
TCAAGCAACT 
ACTGCGGATG 
AACCCACAGA 
CAGCACAAGC 
GGCTACCAGG 
GACTGTAAGG 
ATTCTCAGCA 
ATTGAAGAAG 
TTCACCAATC 
GACAGCCAGA 
AATCATAAGA 
TGTTTAGAAA 
TTCCATCTGA 
GCTCACTTGC 
AGAGAGGTGG 
TAATTCTTTT 
ATTGCTTGCT 
ATACGCATCA 
TCACAAGCTC 
AGATTCTGGC 
GAAAGAGACA 
ATGCTAATTA 
AAATGCTAGG 
GCAAAGGAAA 
CCTTAGGTCC 
TGGCTGGGAG 
ATTGGAGACA 
GTCCAGCCTC 
ACAGAGGCTC 
GGGGGCAACC 
AATGCCTTGT 
TTGTGAATGG 
AAAAAAAAAA 



CAATTCCTAT 
CCTCTGACAT 
AAACACAAAG 
CCACTGGCAC 
GCCAAGATGA 
GCCTGTGTTT 
CTGGGAAGAT 
CCTATCAAGA 
TTTATGGACA 
GTGCTGATGA 
ACAATGAGAA 
TTCTAAACTA 
ACTGCCTCAA 
GCCCTTTCTG 
AATGCTTAAT 
AAGATGCTAA 
ACAAATTTCA 
TGATAATTGC 
AGAACTTGAT 
TTGGAGCAGA 
TGCAAAATCC 
ATGTGGAACC 
GACTGATGGA 
CATCTGCCAG 
TAAATAAGAA 
TTTTCTTCAA 
CCTGGTAGGG 
CCTGGGCAAA 
ACTGTGGAGG 
ACTCTCTGAC 
AACCTTTGAA 
TATCTCTCAG 
GAAGGCCTGG 
AGGCAGAAGG 
CTGGGTGGGG 
CCTCCTCCAT 
AAGGTTTAAA 
AACTGTCTGG 
GGGGTGTAGG 
AGCTGTGGCC 
ACATCCAGTA 
CCTCTTAAAA 
TAATGCAATA 
A 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1060 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1660 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 



50 



55 



A52 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession 8: 
Protein Accession §: 
Signal sequence: 
Transmembrane domains: 
EGF domain: 
SEA domain: 

Cellular Localization: 



Hypothetical protein FLJ20063 

Hs.5940 

AA053660 

none found 

none found 

289-311 

45-74 

80-196 

plasma membrane 



60 
65 
70 
75 



} 11 21 31 41 51 

I I I I I I 

MVPSETQSNN EMSPTTEDNQ SSGPPTGTAL LETSTLNSTG PSNPCQDDPC ADNSLCVKLH 60 

NTSPCLCLEG YYYNSSTCKK GKVFPGK1SV TVSETFDPEE KHSMAYQDLH SEITSLFKDV 120 

FGTSVYGQTV ILTVSTSLSP RSEMRADDKF VDVTIVTILA ETTSDNEKTV TEKINKAIRS 180 

SSSNFLNYDL TLRCDYYGCN QTADDCLNGL ACDCKSDLQR PNPQSPFCVA SSLKCPDACN 240 

AQHKQCLIKX SGGAPECACV PGYQEDANGN CQKCAFGYSG LDCKDKFQLI LTIVGTIAGI 300 

VILSMIIALI VTARSNNKTK HIEEENLIDE DFQNLKLRST GFTNIiGAEGS VFPKVRITAS 360 
RDSQMQNPYS RHSSMPRPDY 



A53 DMA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



TMPRSS3a 
Hs. 298241 
AI538613 
AB038157 

202-1566 (underlined sequences correspond to start and stop codons) 



80 



} " 21 31 41 51 

I I I | | | 

ACCGGGCACC GGACGGCTCG GGTACTTTCG TTCTTAATTA GGTCATGCCC GTGTGAGCCA 
GGAAAGGGCT GTGTTTATGG GAAGCCAGTA ACACTGTGGC CTACTATCTC TTCCGTGGTG 
CCATCTACAT TTTTGGGACT CGGGAATTAT GAGGTAGAGG TGGAGGCGGA GCCGGATGTC 
AGAGGTCCTG AAATAGTCAC CATGGGGGAA AATGATCCGC CTGCTGTTGA AGCCCCCTTC 

854 



60 
120 
180 
240 
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TCATTCCGAT CQCTTTTTGG CCTTGATGAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTGCACAQAT CCTGTCACTG CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

™?? GATCA TTGCATTGAT ATTAGCACTC GCCATTGGTC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAAGT ACAGATGTCG CTCATCCTTT AAGTGTATCG AGCTGATAGC TCGATGTGAC 480 

GGAGTCTCGG ATTGCAAAGA CGGGGAGGAC GAGTACCGCT GTGTCCGGGT GGGTGGTCAG 540 

AATGCCGTGC TCCAGGTGTT CACAGCTGCT TCGTGGAAGA CCATGTGCTC CGATGACTGG 600 

AAGGGTCACT ACGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTGAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 780 

TGTGCCTCTG GCCACGTGGT TACCTTGCAG TGCACAGCCT GTGGTCATAG AAGGGGCTAC 840 

AGCTCACGCA TCGTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTG GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTGTGCGGG GGCTCTGTCA TCACGCCCCT GTGGATCATC 960 

ACTGCTGCAC ACTGTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTAGTTTCCC TGTTGGACAA TCCAGCCCCA TCCCACTTGG TGGAGAAGAT TGTCTACCAC 1080 

AGCAAGTACA AGCCAAAGAG GCTGGGCAAT GACATCGCCC TTATGAAGCT GGCCGGGCCA 1140 

CTCACGTTCA ATGAAATGAT CCAGCCTGTG TGCCTGCCCA ACTCTGAAGA GAACTTCCCC 1200 

GATGGAAAAG TGTGCTGGAC GTCAGGATGG GGGGCCACAG AGGATGGAGC AGGTGACGCC 1260 

TCCCCTGTCC TGAACCACGC GGCCGTCCCT TTGATTTCCA ACAAGATCTG CAACCACAGG 1320 

GACGTGTACG GTGGCATCAT CTCCCCCTCC ATGCTCTGCG CGGGCTACCT GACGGGTGGC 1380 

GTGGACAGCT GCCAGGGGGA CAGCGGGGGG CCCCTGGTGT GTCAAGAGAG GAGGCTGTGG 1440 

AAGTTAGTGG GAGCGACCAG CTTTGGCATC GGCTGCGCAG AGGTGAACAA GCCTGGGGTG 1S0O 

TACACCCGTG TCACCTCCTT CCTGGACTGG ATCCACGAGC AGATGGAGAG AGACCTAAAA 1560 

ACCTGAAGAG GAAGGGGACA AGTAGCCACC TGAGTTCCTG AGGTGATGAA GACAGCCCGA 1620 

TCCTCCCCTG GACTCCOGTG TAGGAACCTG CACACGAGCA GACACCCTTG GAGCTCTGAG 1680 

TTCCGGCACC AGTAGCAGGC CCGAAAGAGG CACCCTTCCA TCTGATTCCA GCACAACCTT 1740 

CAAGCTGCTT TTTGTTTTTT GTTTTTTTGA GGTGGAGTCT CGCTCTGTTG CCCAGGCTGG 1800 

AGTGCAGTGG CGAAATCCCT GCTCACTGCA GCCTCCGCTT CCCTGGTTCA AGCGATTCTC 1860 

TTGCCTCAGC TTCCCCAGTA GCTGGGACCA CAGGTGCCCG CCACCACACC CAACTAATTT 1920" 

TTGTATTTTT AGTAGAGACA GGGTTTCACC ATGTTGGCCA GGCTGCTCTC AAACCCCTGA 1980 

CCTCAAATGA TGTGCCTGCT TCAGCCTCCC ACAGTGCTGG GATTACAGGC ATGGGCCACC 2040 

ACGCCTAGCC TCACGCTCCT TTCTGATCTT CACTAAGAAC AAAAGAAGCA GCAACTTGCA 2100 

AGGGCGGCCT TTCCCACTGG TCCATCTGGT TTTCTCTCCA GGGGTCTTGC AAAATTCCTG 2160 

ACGAGATAAG CAGTTATGTG ACCTCACGTG CAAAGCCACC AACAGCCACT CAGAAAAGAC 2220 

GCACCAGCCC AGAAGTGCAG AACTGCAGTC ACTGCACGTT TTCATCTCTA GGGACCAGAA 22B0 

CCAAACCCAC CCTTTCTACT TCCAAGACTT ATTTTCACAT GTGGGGAGGT TAATCTAGGA 2340 

ATGACTCGTT TAAGG CCT AT TTTCATGATT TCTTTGTAGC ATTTGGTGCT TGACGTATTA 2400 

TTGTCCTTTG ATTCCAAATA ATATGTTTCC TTCCCTCAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAAAAA 

A54 Protein sequence: 

Gene name: TMPRSS3a 
Unigene number: Hs. 2 98241 

Probeset Accession #: AI538613 
Protein Accession ft: BAB20077 
Signal sequence: non e found 

Transmembrane domains: 43-65, 239-261 

Tryp_SPc domain: 216-444 
Cellular Localization: plasma membrane 



] " ?! 31 41 51 

I I | | | I 

MGENDPPAVE APPSPRSLFG LDDLKISPVA PDADAVAAQI LSLLPLKFFP IIVIGIIALI 60 

LALAIGLGIH FDCSGKYRCR SSFKCIELIA RCDGVSDCKD GEDEYRCVRV GGONAVLOVF 120 

TAASWKTMCS DDWKGHYANV ACAQLGPPSY V3SDNLRVSS LEGQFREEPV SIDHLLPDDK 180 

VTALHHSVYV REGCASGHW TLQCTACGHR RGYSSRIVGG NMSLLSQWPW QASLQFQGYH 240 

LCGGSVITPL WIITAAHCVY DLYLPKSWTI QVGLVSLLDN PAPSHLVEK1 VYHSKYKPKR 300 

LGNDIALMKL AGPLTFNEMI QPVCLPNSEE NFPDGKVCHT SGWGATEDGA GDASPVLNHA 360 

AVPLISNKIC MHRDVYGGII SPSMLCAGYL TGGVDSCQGD SGGPLVCQER RLWKLVGATS 420 
PGIGCAEVNK PGVYTRVTSF LDWIHBQMER DLKT 

ASS DNA SEQUENCE 

Gene name: Putative G protein- coupled receptor GPCR150 
Unigene number: Ha. 97101 

Probeset Accession #: AA215333 
Nucleic Acid Accession #: NM_014373 

Coding sequence: 322-1338 {underlined sequences correspond to start and stop codons) 

i i 1 r r 41 51 

OTGGCCTCGA GGTGGTGGCA GGGCCGCCCC CTGCAGTCCG GAGACGAACG CACGGACCGG 60 

GCCTCCGGAG GCAGGTTCGG CTGGAAGGAA CCGCTCTCGC TTCGTCCTAC ACTTGCGCAA 120 

ATGTCTCCGA GCTTACTCAC ATAGCATATT GGTATATCAA AATGAAATGC AAGGAACCAA 180 

AAATAACATA ATTGAAGGCA GTAAAAGTGA AATTAAATAG GAAGATCATC AGTCAAGGAA 240 

GACCCACTGG AGAGGACAGA AAATGAAGCA GTGTTTTATC ATGTGTATTT CAGCAGGTCT 300 

TCTTGAAATT TAACTAAAAA TATGACTGCT CTCTCTTCAG AGAACTGCTC TTTTCAGTAC 360 

CAGTTACGTC AAACAAACCA GCCCCTAGAC GTTAACTATC TGCTATTCTT GATCATACTT 420 

GGGAAAATAT T ATTAAA TAT CCTTACACTA GGAATGAGAA GAAAAAACAC CTGTCAAAAT 480 

TTTATGGAAT ATTTTTGCAT TTCACTAGCA TTCGTTGATC TTTTACTTTT GGTAAACATT 540 

TCCATTATAT TGTATTTCAG GGATTTTGTA CTTTTAAGCA TTAGGTTCAC TAAATACCAC 600 

ATCTGCCTAT TTACTCAAAT TATTTCCTTT ACTTATGGCT TTTTGCATTA TCCAGTTTTC 660 

CTGACAGCTT GT ATAGA TTA TTGCCTGAAT TTCTCTAAAA CAACCAAGCT TTCATTTAAG 720 

TGTCAAAAAT TATTTTATTT CTTTACAGTA ATTTTAATTT GGATTTCAGT CCTTGCTTAT 780 

855 
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GTTTTGGGAG ACCCAGCCAT CTACCAAAGC CTGAAGGCAC AGAATGCTTA TTCTCGTCAC 840 

TGTCCTTTCT ATGTCAGCAT TCAGAGTTAC TGGCTGTCAT TTTTCATGGT GATGATTTTA 900 

TTTGTAGCTT TCATAACCTG TTGGGAAGAA GTTACTACTT TGGTACAGGC TATCAGGATA 960 

ACTTCCTATA TGAATGAAAC TATCTTATAT TTTCCTTTTT CATCCCACTC CAGTTATACT 1020 

GTGAGATCTA AAAAAATATT CTTATCCAAG CTCATTGTCT GTTTTCTCAG TACCTGGTTA 1080 

CCATTTGTAC TACTTCAGGT AATCATTGTT TTACTTAAAG TTCAGATTCC AGCATATATT 1140 

GAGATGAATA TTCCCTGGTT ATACTTTGTC AATAGTTTTC TCATTGCTAC AGTGTATTGG 1200 

TTTAATTGTC ACAAGCTTAA TTTAAAAGAC ATTGGATTAC CTTTGGATCC ATTTGTCAAC 1260 

TGGAAGTGCT GCTTCATTCC ACTTACAATT CCTAATCTTG AGCAAATTGA AAAGCCTATA 1320 

TCAATAATGA TTTGTTAATA TTATTAATTA AAAGTTACAG CTGTCATAAG ATCATAATTT 1380 

TATGAACAGA AAGAACTCAG GACATATTAA AAAATAAACT GAACTAAAAC AACTTTTGCC 1440 

CCCTGACTGA TAGCATTTCA GAATGTGTCT TTTGAAGGGC TATACCAGTT ATTAAATAGT 1500 

GTTTTATTTT AAAAACAAAA TAATTCCAAG AAGTTTTTAT AGTTATTCAG GGACACTATA 1560 

TTACAAATAT TACTTTGTTA TTAACACAAA AAGTGATAAG AGTTAACATT TGGCTATACT 1620 

GATGTTTGTG TTACTCAAAA AAACTACTGG ATGCAAACTG TTATGTAAAT CTGAGATTTC 1680 

ACTGACAACT TTAAGATATC AACCTAAACA TTTTTATTAA ATGTTCAAAT GTAAGCAAGA 1740 
AAAAAAAAA 



A56 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



Putative G protein-coupled receptor GPCR150 
Hs. 97101 
NP_0S5188 
none found 

23-45, 59-81, 97-119, 138-160, 184-206, 241-263, 
plasma membrane 



276-297 



1 11 21 31 41 51 

I I I I I I 

MTALSSENCS FQYQLRQTNQ PLDVNYLLFL IILGKILLNI LTLGMRRKNT CQNFMEYPCI 60 

SLAFVDLLLL VNISIILYFR DFVLLSIRFT KYHICLFTQI ISFTYGFLHY PVFLTACIDY 120 

CLNFSKTTKL SFKCQKLFYF FTVILIWISV LAYVLGDPAI YQSLKAQNAY SRHCPFYVSI 180 

QSYWLSFFMV MILFVAFITC WEEVTTLVQA IRITSYMNET ILYFPFSSHS SYTVRSKKIF 240 

LSKLIVCFLS TWLPFVLLQV IIVLLKVQIP AYIEMNIPWL YFVNSFLIAT VYWFNCHKLN 300 
LKDIGLPLDP FVNWKCCFIP LTIPNLEQIE KPISIHIC 



A57 DNA SEQUENCE 

Gene name: ESTs, Weakly similar to CGHU7L collagen alpha l(III) chain precursor IH. sapiens] 

Unigene number: Hs -19322 

Probeset Accession #: AA086456 

Nucleic Acid Accession #: AA088458 

Coding sequence: 862-1995 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

GCCCTTGGAC ACTGACATGG ACTGAAGGAG TAGAATGGAG CACGAGGACA CTGACATGGA 60 

CTGAAGAAAA AGGAGCTGGA GCAGGAGAAG GAGGTGCTGC TGCAGGGTTT GGAGATGATG 120 

GCGCGGGGCC GCGACTGGTA CCAGCAGCAG CTGCAACGAG TGCAGGAGCG CCAGCGCCGC 180 

CTGGGCCAGA GCAGAGCCAG CGCCGACTTT GGGGCTGCAG GGAGCCCCCG CCCACTGGGG 240 

CGGCTACTGC CCAAGGTACA AGAGGTGGCC CGGTGCCTGG GGGAGCTGCT GGCTGCAGCC 300 

TGTGCCAGCC GGGCCCTGCC CCCGTCCTCC TCCGGGCCCC CCTGCCCTGC CCTGACGTCC 360 

ACCTCACCCC CGGTCTGGCA GCAGCAGACC ATCCTCATGC TGAAGGAGCA GAACCGACTC 420 

CTCACCCAGG AGGTGACCGA GAAGAGTGAG CGCATCACGC AGCTGGAGCA GGAGAAGTCG 480 

GCGCTCATTA AGCAGCTGTT TGAGGCCCGC GCCCTGAGCC AGCAGGACGG GGGACCTCTG 540 

GATTCCACCT TCATCTAGTC CTTGTGGGCC GCGTGGGCCC CCAGGGCCAG CCTGGCACTC 600 

AGCCCTTCGA GGGTGGGCGC CCCATCGCAC CCACCCTCTC TGGCTGGAGA CCCCCGGCAG 660 

GCCCAGGCAC AGTCCCGGAG TGGGCGCCTT CCTGCCGCCC TTGCCAGATG GGCTCCCCAG 720 

GCCTGCCCCC GGCTGGTCCC CGCACCGAGC GCTTGACTCC GTTTKGGCTC CTGGTTGYTG 780 

ACATGGGCTG GGGGCTCTCT TGAGTCCGCA TAGTCCGCAG CTACTACTGG CCGCTGTCAG 840 

TGGACAGTGG GGTACCCCTC CATGAGTTAG CGTCCCCCCG TTTCCAGCGG TGCCGCCCTG 900 

GGTCCCATCT TCAGGGAAAG GCACTGCCCA CGCCAGGCTG CACTTCCAAC AACGGGCAGC 960 

AGAGGGCGCG GGGCGGCTCC GACGCGGGTC CAAGGGCAGC TTCCCGCTCA ACCAGGGCAC 1020 

CAGGACGAGG TGGCTGTAGC TCGGACGGAC GGAAGTAGAT GGAGGGGGTG GGGACGGCCT 1080 

GTAAGCGGGG GGTGCCTGCC TGGCTGGGGA GCCCCAGGGA TAGCGGTCGG ACTTCAGGTT 1140 

CTGGCCAAGG CTGAGGGACC CTGGCTGCAG CGGATCGGCA CGCCGGGTGG GCGAGAGCTT 1200 

GGCCTGCATG TGCCTCCCAC AGACCCTGGG GTGATGGCCT TCCCCCTCTT GGCCGGGACG 1260 

TTGCCCCACG TTGAGTCCCA CACAACATCC TGTGAGCCTG GCTCCCCAGG AGGGCCCCCA 1320 

GACAGCTCCC AGGCACGTCA TAGGCAAAGC CTGTTTCCCC CGACTCAGGA TTTCCAAGGC 1380 

CTGGGGTCCT GCTCACCCCC CTTTGCTCTC ACGCCCAGCC TGTCCCCAGG TTTCAGCTGG 1440 

GAGAGGCCAC CTCCCTCAGC CAAGGAAAAC GAGAACCCCC AGGGTACAGG AGGAGGCTGG 1500 

GGCAGGTCCC CTTGGGTGTC ACTCCCTCAG CCCCTGCCCA GGCCCACTCC CGCTGGTGCT 1560 

GGAGTACGCA CTGGTGGGGG GGCCCTGCTC AGCCCAACCT GGAGGGTCCC AGTGTCACCA 1620 

GAACCAGGGG CACGGCAACA GCATCGATGG GTTCTGCAGC CCAGGGCCCC CGATGCGGGG 1680 

TCAGTGTGTG TGGGGCGCAG GGCCTCCGAT GCGGGGTCAG TGCGTGGGGG GCGCAGGGCC 1740 

CCCGATGCGG GGTCAGTGCG TGGGGGGCGC AGGGCCCCCT CGTGTCCAGG GCACTTTGGT 1800 

ACACTGTCCC ACAAGGCACC TGTCTCAGAG GAGGGGCCCT GGCAGGCAGC GTGGCAACTC 1860 

CCTTCCGGAG CCCAGCTCCA TGCTAACCTG CCCACAGCAA CCCCACAGAG CCACATTCCC 1920 

TGCTGCACCT GGTCTGCAGG GGTGTCCCAG GACAGGCCCA AGTCAGCCCA GCATGCAGCT 1980 

GCCCTCCTAC CCTGAAGATG GGAGTGGGCT TTCCAGGGGA CATAAGGATG TCAGGCCTGG 2040 

ACCTCCTGGG CAGGAAAGGG TGCAGGTCCT GAGGGCCTGT GCCCCACAGC CCCAGCACCC 2100 

AGGTGGACTG CAGCGCAGTG GGTGGGCCAG TGGCAGCCAG GGAGAAGCCC CCCGTCAGCA 2160 

GGCTGGGGTC TGCCCACCAG GGCCTCCCCA CGTCTGCCTT TGAGGGTGCC TGCCATGCCC 2220 



856 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 



TGGGGGATCC 
GGTGACTTCA 
GAGACAGGCT 
AAAGAAATAG 
CACGAGGGGA 
GCAGACCCTG 
GAGCAGCGTC 
GCGTGCACAC 
CAGAAGTGTC 
TTTTGTGTTG 
CTGGAATCCC 
CCCCATCTCT 
TCATAAACAC 
TAGACCCAGA 
AGAAATAAAA 



TGGCATCTTT 
TCAGGAGACC 
GGCACCTCCG 
GTCCTCCCAG 
GAATTTAAAG 
CCTGGAGCCT 
CCTGGGCTCT 
TGTGATGACA 
CCCAGTTGAG 
ATCAAGTTCC 
AGCACTTGAG 
ACAARAAAAA 
CACAAGGAAA 
TACTAGAATT 
GAGATTTCTG 



ACTGGACTGG 
GCCCACATAG 
GAAAAACTGC 
TTTACAGCTT 
GCCCCGGCTG 
GCCCTAGGAC 
ATCCGCGAGG 
CCCGGAAATG 
AATCTGCCCC 
AAGGAAAAGG 
GCCAGGAGTT 
AAAAAGAAAG 
CAATACACTA 
ATCAGAGAGA 
GAAACATGAA 



AAGCAGGAGA 
AGCTGGACCC 
CTTTCAGCCT 
GAAATCAGGC 
GCAGGGTCTA 
GCTGGGCGGG 
TGCCAGTAGC 
TCTCAGGATG 
AGAGGAACAC 
AACATCTCAG 
CCAGAGCAGC 
AAAGAAAATG 
TGAGACCCAG 
ATATAAAGTA 



CAGAACAGTG 
CGCAGCTGAA 
TGGTGTTCCG 
TAGTGAGTGG 
GGTGGCTGGC 
TCAGTCTCCG 
GTGTGCAGGT 
TTGAAATGTG 
ACCCACACCA 
CCGGGCGTGG 
CTGGGCAACG 
AGAGATCCAG 
CAGAAGCAAC 
ACAGTGTTTT 



TCTGTCCCGG 
GCGGAAATGT 
TGCAAGGTGA 
CCCTGGAGAC 
AGAGGCACAT 
TGCAGGATGT 
ACATACACGT 
TCCTTGGGGG 
GGCCTCAGGA 
TGGTTCAOGC 
CAGTGAGAGA 
GTTTAAAAAT 
AGATTGACTC 
ATATATCTAA 



2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 



20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A58 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding Sequence: 



ESTs 

Hs. 157601 

W07459 

AC005383 

328-2751 (underlined sequences correspond to start and stop codons) 



GACAGTGTTC 
TTTTATTTGC 
CCTGGCGGTA 
ACAAACAGGT 
CCCCCTGGCC 
TCGCCGCTCT 
GTTTTCCTGT 
GAAACCATCG 
ATCATGTTTC 
CACTTTGCCA 
GCATTCCAGT 
CAGGAAGTGA 
CTTGCTCTGA 
CAGATCCTCA 
CAGCXGAAGG 
GAGCTGCATG 
GAGGATGCCA 
ACGCCAGACT 
GAGTTCGCTG 
GCACACTGTC 
AGGACCACCT 
CCAGAAGGAC 
TGTGCCCTGA 
GCGGGCACCA 
GCCGTGCTGA 
CTGGTGGCGG 
GGCATTCCCT 
CGTGGCTTGG 
CTCACTGAGT 
GAGCTGCTCC 
GGCAGCCCAA 
GAGCTGCAGG 
CTCGTCTTCA 
AGCTTTGTGA 
CTGGTGGTGT 
GCTGCGATGC 
ACCGCCCTGC 
GTCCCCAAAG 
GCCCAGAAGC 
AGTGAGGGTC 
GCCGACCTGC 
CCAGTCAACC 
GGGAGCTACC 
TGGAGCTCTT 
ATGGCTCCCG 
GGCACTGAAA 
TTCCCGCCGT 
ATGCTGCTTA 
TTGATGTGTA 
CTGCCACCTT 
CGTTCCTTTG 
AGGCCTTTAC 
GCAGCTTTTC 
CTTGAGGGAC 
GGTCTCAGAC 
TGTGCATGGG 
ACCTTGAAGG 



11 
I 

GCGGCTGCAC 
AGACCTGGGC 
GTTCCTCCGA 
GTCCCACGTG 
CGAGCCGCGC 
CCTTCCGTTA 
TTTCCAGAGT 
GGAAGATTTC 
TGTTAGATGG 
TCACAGTCTG 
TCAGTTCCAC 
AGGCAAGAAT 
AATACCTTCT 
TCATCGTCAC 
AAAGGGGTGT 
CACTGGCCAG 
CCAACGGCCT 
GCAGGGTCGA 
GCAATGCCCC 
CCTTCTACAG 
GCCCAGGCCC 
TGGACGGCTA 
AGCTGAGCCT 
CTCTGGACX3G 
GCGAGGACTC 
TGCCTGTGGG 
TCCGTGGTGG 
GGAGCGCCAC 
CACACTCCGA 
TGCTGGGTGT 
AGCATGTGAT 
GGAAGCTGTG 
TGTTGGACAC 
GAAGCTGTGC 
ATGGCAGCCA 
TGCGGGCCAT 
TGCACATCTA 
CTGTGGTGGT 
TGAGGAACAA 
TGCGGAGGCT 
GGTACCACCA 
TCTGCAAACC 
GCTGCAAGTG 
GCTCTGTATG 
TGCAGGAGGG 
TGGTGCCTAC 
GGCCAGGACC 
GAGACAAGAA 
AGTAAATACC 
TCCCTTGAGG 
CACACAATCA 
TAGAGCATCC 
CACTTCCCCA 
GTTTGTGACT 
TGAATGTGAC 
CCCAGGTCTG 
TCTTC 



21 
I 

CGCTCGGAGG 
CGATGCCGCT 
CCTCAGCCGG 
GCAGCCGCGC 

TATCAACATG 
GCCCCCATCT 
AGCTGCCAGC 
GTCTAACAGC 
TGACGGTCTG 
TCCTCATCTG 
CAAGAGGATG 
GCACAGAGGG 
TGATGGGAAG 
CACTGTGTTT 
CGAGCCTAGA 
CTTCAGCACC 
GGCTCACCCC 
ATGCTGGAGA 
CTGGAAGAGA 
CTGTGACTCG 
CCAGTGCCTC 
GGAATGCAGG 
CTTCCTGCGG 
TCGGGCCCGA 
GGAGTACCAG 
CCCCACCCTG 
CAGGACAGGC 
GGATGAGGTT 
AGGCAGTGAG 
GGTCTACTCG 
CAGCCGGCAG 
CTCTGCCTCA 
CCTCCAGTTT 
GGTGCAGACT 
TAGCCAGGCC 
TGACAAAGTG 
GCTCACAGGC 
TGGCATCTCT 
TGCAGGTCCC 
GGACGTGCTC 
CAGCCCGTGC 
TCGGGATGGC 
TGTGAGCCAG 
CAGCAGCCGT 
CTTCTGGAAT 
ACTATTCTCA 
AGCAGCTGAT 
CACTTTCTGT 
ATAAACAAGG 
ATGCTCGCCA 
TTTGGACGGC 
GAGACATTCT 
TCTTGGOGAC 
CAATTAACCA 
GAGGGCCACG 



31 
I 

CTGGGTGACC 
TTAAAAAACG 
GTCGGGTCGT 
CCCGGGCGCC 
GAGTAGAGCC 
CCCCCTTTCC 
CTCCCTCTCC 
AAAATGATGT 
GTCGGGAAAG 
GACATCAGCC 
GAATTCCCCT 
GTTTTCAAAG 
TTOCCTGGAG 
TCCCAGGGGG 
GCTGTGGGGG 
GGGCAGCACG 
CTCAGCAGCT 
TGTGAGCACA 
GGATCGCGGC 
GTGTTCCTAA 
CAGCCCTGCC 
TGCCCGCTGG 
GTCGACCTCC 
GCCAAAGTCT 
GTGGGTGTGG 
GATGTGCCTG 
ACGGGCAGTG 
CAGGACOGGC 
GCGGGCCCAG 
GCCGTGCGGG 
GATCCTCAGG 
CGGCCAGGGT 
GTAGGGCCCG 
GAGGTGAACC 
GCCTTCGGGC 
CCCTACCTAG 
ATGACCGTCC 
GGGAGAGGCG 
GTCTTGGTCG 
CGGGATTCCC 
ATTGAGTGGC 
ATGAATGAGG 
TGGGAGGGCC 
GGATGGATTC 
ACCCCTCCCA 
GTCTGTGCCC 
CTGAGGGAGG 
GTCACCCACA 
ACCTGCTGTG 
GGTCCTGAAG 
GAATGTTGTT 
GAAGGCCACG 
GGATGCATTT 
TGCCTTTTGT 
GCTTGGTTGA 
TAAAATCGTT 



41 
I 

CGCGTAGAAG 
CGAGGGGCTC 
GCOGCCCTCT 
CCTCCTGTGA 
GCCCGGGCAC 
TGTTGCTGGA 
AGGAAGTCCA 
GGTGCTCGGC 
GGAGCTTTGA 
CCGAGAGGGT 
TGGATTCATT 
GAGGGCGCAC 
GCAGAAATGC 
ATGTGGCACT 
TCAGGTTTCC 
TGCTGTTGGC 
OGGCCATCTG 
GGACGCTGGA 
GGACCCTTGC 
CCCACCCTGC 
AGAATGGAGG 
CCTTTGGAGG 
TCTTCCTGCT 
TCGTGAAGCG 
CCACATACAG 
ACCTGGTCTG 
CCTTGCGGCA 
CACGTAGAGT 
CGCGTCACGC 
CAGAGCTGGA 
ATCTGTTCAA 



AGAATTTTGC 
CTGACGTGAC 
TGGACACCAA 
GTGGGGTGGG 
AGAGGGGTGC 
CAGAGGATGC 
TGGGCGTGGG 
TGATCCACGT 
TGTGTGGAGA 
GCAGCTGCGT 
CCCACTGCGA 
TTGAGACGCC 
GCAACTACAG 
CAGGTCCTTA 
AGGATGTCCC 
AACGATGTTG 
CCTTGTTGAG 
ACTTAAATTT 
GACACAGTAA 
GCCTTTCAAG 
GCATTGAGTC 
GTGTGGAAGA 
TGATGGGGGA 
CTGAGTCGTG 



51 
I 

TGAAGTACTT 
TATGCACCTC 
CCCAGGAGAG 
TCCCGTAGCG 
CGAGCGCTGG 
GGCCGTCTGT 
TGTAAGCAAA 
TGCAGTGGAC 
AAGGTCCAAG 
CAGAGTGGGA 
TTCAACCCAA 
GGAGACGGAA 
TTCTGTGCCC 
GCCATCCAAG 
CAGGTGGGAG 
TGAGCAGGTG 
CTCCAGCGCC 
GATGGTCCGG 
GGTGCTGGCT 
CACCTGCTAC 
CACATGTGTT 
GGAGGCTAAC 
GGACAGCTCT 
GTTTGTGCGG 
CAGGGAGCTG 
OAGCCTCGAT 
GGCGGCAGAG 
GGTGGTTTTG 
AAGGGCGCGA 
GGAGATCACA 
CCAAATCCCT 
AGCCCTGGAC 
TCAGATGCAG 
ACAGGTCGGC 
ACCCACCCGG 
CTCAGCCGGC 
CCGGCCTGGT 
AGCCGTTCCT 
GCCTGTCCTA 
GGCAGCTTAC 
AGCCAAGCAG 
CCTGCAGAAT 
GAACCGTGAG 
CCTGAGGCAC 
AGAAGGCCTG 
GAATGTCTGC 
AACTGCAGCC 
TTGAAAAGTT 
GCTATGTCAT 
AGCGGCCTGA 
TGOCGAGCAG 
ATGGAAAGCA 
TGAAAGGGGG 
GACTTGGAAA 
GGGGCTGAGT 
AGCAGTGTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
33S0 



857 



WO 03/042661 



PCT/US02/36810 



A59 Protein sequence 

Gene name: ESTs 
Unigene number: Hs. 157601 

Protein Accession ft: none found 

Signal sequence: 1-17 
Transmembrane domains : none found 
VGW domains: 49-223; 341-518; 529-706 
EGP domains: 298-333; 715-748 
Cellular Localization: secreted 



1 11 21 31 41 51 

I I I 1 I I 

MPPPLLLBAV CVFLPSRVPP SLPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLLDGSN 60 

SVGKGSFBRS KHFAITVCDG LDISPERVRV GAFQFSSTPH LEFPLDSFST QQEVKARIKR 120 

MVFKGGRTET ELALKYLLHR GLPGGRNASV PQILIIVTDG KSQGDVALPS KQLKERGVTV 180 

PAVGVRFPRW EELHALASEP RGQHVLLAEQ VEDATNGLFS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTLEMV REFAGNAPCW RGSRRTLAVL AAHCPFYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPCQNGGTC VPEGLDGYQC LCPLAFGGEA NCALKLSLEC RVDL.LFLLDS SAGTTLDGFL 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRB LLVAVPVGEY QDVPDLVWSL DGIPFRGGPT 420 

LTGSALRQAA ERGFGSATRT GQDRPRRVW LLTBSHSEDE VAGPARHARA RELLLLGVGS 480 

EAVRAELEEI TGSPKHVMVY SDPQOLFNQI PELQGKLCSR QRPGCRTQAL DLVFMLDTSA 540 

SVGPEKFAQM QSPVRSCALQ FEVNPDVTQV GLWYGSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAVWLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSEGLRRLAG PRDSLIHVAA YADLRYHQDV LIEWLCGEAK QPVNLCKPSP 720 

CMNEGSCVLQ NGSYRCKCRD GWEGFHCENR EWSSCSVCVS QGWILETPLR HMAPVQEGSS 780 
RTPPSNYREG LGTEMVPTFW NVCAPGP 

A60 DNA SEQUENCE 

Gene name: Homo sapiens type II membrane serine protease mRNA 

Unigene number: Hs. 63325 

Probeset Accession ft: AA411502 
Nucleic Acid Accession ft: NM_016425 

Coding sequence: 1-1314 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

1 I I I I I 

ATGTTACAGG ATCCTGACAG TGATCAACCT CTGAACAGCC TCGATGTCAA ACCCCTGCGC 60 

AAACCCCGTA TCCCCATGGA GACCTTCAGA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTGG CGAGTATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GCGGGCAGCC TCTOCACTTC ATCCCGAGGA AGCAGCTGTG TGACGGAGAG 240 

CTGGACTGTC CCTTGGGGQA GGAOGAGGAG CACTGTGTCA AGAGCTTCCC CGAAGGGCCT 300 

GCAGTGGCAG TCCGCCTCTC CAAGGACCGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTCGACAAC TTCACAGAAG CTCTCGCTGA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAGATTGG CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAGC TTCGCATGCG GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCICC CTGCACTGTC TTGCCTGTGG GAAGAGCCTG 600 

AAGACCCCCC GTGTGGTGGG TGGGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

AGCATCCAGT ACGACAAACA GCAOGTCTGT GGAGGGAGCA TCCTGGACCC CCACTGGGTC 720 

CTCACGGCAG CCCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGTGCGGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCCCATCC CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AGACAATGAC ATCGCCCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCTCAG GCACAGTCAG GCCCATCTGT CTGCCCTTCT TTGATGAGGA GCTCACTCCA 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTACGAAGC AGAATGGAGG GAAGATGTCT 1020 

GACATACTGC TGCAGGOGTC AGTCCAGGTC ATTGACAGCA CACGGTGCAA TGCAGACGAT 1080 

GCGTACCAGG GGGAAGTCAC CGAGAAGATG ATGTGTGCAG GCATCCCGGA AGGGGGTGTG 1140 

GACACCTGCC AGGGTGACAG TGGTGGGCCC CTGATGTACC AATCTGACCA GTGGCATGTG 1200 

GTGGGCATCG TTAGCTGGGG CTATGGCTGC GGGGGCCCGA GCACCCCAGG AGTATACACC 1260 
AAGGTCTCAG CCTATCTCAA CTGGATCTAC AATGTCTGGA AGGCTGAGCT GTAA 

A61 Protein sequence: 

Gene name: Homo sapiens type II membrane serine protease mRNA 

Unigene number: Hs. 63325 

Probeset Accession ft: AA411502 

Protein Accession ft: NP_057509 

Signal sequence: none found 

Transmembrane domains: 31-53 

LDLa domain: 54-94 

Tryp_SPc domain: 204-429 

Cellular Localization: plasma raembrane/ER 

1 11 21 31 41 51 

I I I I I I 

MLQDPDSDQP LNSLDVKPLR KPRIPMETFR KVGIPIIIAL LSLASIIIW VLIKVILDKY 60 
YFLCGQPLHF IPRKQLCDGE LDCPLGEDEE HCVKSFPEGP AVAVRLSKDR STLQVLDSAT 120 
GNWFSACFDN FTEALAETAC RQMGYSSKPT FRAVEIGPDQ DLDWEITEN SQELRMRNSS 180 
GPCLSGSLVS LHCLACGKSL KTPRWGGEE ASVDSWPWQV SIQYDKQHVC GGSILDPHWV 240 
LTAAHCFRKH TDVFNWKVRA GSDKLGSFPS LAVAKIIIIE FNPMYPKDND IALMKLQFPL 300 
TFSGTVRPIC LPFFDEELTP ATPLWIIGWG FTKQNGGKMS DILLQASVQV IDSTRCNADD 360 
AYQGEVTEKM MCAGIPEGGV DTCQGDSGGP LMYQSDQWHV VGIVSHGYGC GGPSTPGVYT 420 
KVSAYLNWIY NVWKAEL 

858 



WO 03/042661 



A62 DNA SEQUENCE 

Gene name: ESTs; Weakly similar to LITHOSTATHINE 1 BETA PRECURSOR [H. sapiens] 

Unigene number: Hs. 105484 

Probeset Accession ft: AA314779 

Nucleic Acid Accession ft: none found 

Coding sequence: 103-579 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CCAAACAGAT TTGCAGATCA AGGAGAACCC AGGAGTTTCA AAGAAGCGCT AGTAAGGTCT 60 

CTGAGATCCT TGCACTAGCT ACATCCTCAG GGTAGGAGGA AGATGGCTTC CAGAAGCATG 120 

CGGCTGCTCC TATTGCTGAG CTGCCTGGCC AAAACAGGAG TCCTGGGTGA TATCATCATG 180 

AGACCCAGCT GTGCTCCTGG ATGGTTTTAC CACAAGTCCA ATTGCTATGG TTACTTCAGG 240 

AAGCTGAGGA ACTGGTCTGA TGCCGAGCTC GAGTGTCAGT CTTACGGAAA CGGAGCCCAC 300 

CTGGCATCTA TCCTGAGTTT AAAGGAAGCC AGCACCATAG CAGAGTACAT AAGTGGCTAT 360 

CAGAGAAGCC AGCCGATATG GATTGGCCTG CACGACCCAC AGAAGAGGCA GCAGTGGCAG 420 

TGGATTGATG GGGCCATGTA TCTGTACAGA TCCTGGTCTG GCAAGTCCAT GGGTGGGAAC 480 

AAGCACTGTG CTGAGATGAG CTCCAATAAC AACTTTTTAA CTTGGAGCAG CAACGAATGC 540 

AACAAGCGCC AACACTTCCT GTGCAAGTAC CGACCATAGA GCAAGAATCA AGATTCTGCT 600 

AACTCCTGCA CCAGCCCCGT CCTCTTCCTT TCTGCTAGCC TGGCTAAATC TGCTCATTAT 660 

TTCAGAGGGG AAACCTAGCA AACTAAGAGT GATAAGGGCC CTACTACACT GGCTTTTTTA 720 

GGCTTAGAGA CAGAAACTTT AGCATTGGGC CCAGTAGTGG CTTCTAGCTC TAAATGTTTG 780 

CCCCGCCATC CCTTTCCACA GTATCCTTCT TCCCTCCTCC CCTGTCTCTG GCTGTCTCGA 840 

GCAGTCTAGA AGAGTGCATC TCCAGCCTAT GAAACAGCTG GGTCTTTGGC CATAAGAAGT 900 

AAAGATTTGA AGACAGAAGG AAGAAACTCA GGAGTAAGCT TCTAGACCCC TTCAGCTTCT 960 

ACACCCTTCT GCCCTCTCTC CATTGCCTGC ACCCCACCCC AGCCACTCAA CTCCTGCTTG 1020 

TTTTTCCTTT GGCCATAGGA AGGTTTACCA GTAGAATCCT TGCTAGGTTG ATGTGGGCCA 1080 
TACATTCCTT TAATAAACCA TTGTGTACAT AAGAGAAAAA AAAAAAAAAA AAAAAAAAAA 



A63 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
C-type lectin domain: 
Cellular Localization: 



ESTs; Weakly similar 

Hs. 105484 

AA314779 

none found 

1-22 

none found 

47-156 

secreted 



to LITHOSTATHINE 1 BETA 



PRECURSOR [H. sapiens) 



1 11 21 31 41 51 

I I I I I I 

MASRSMRLLL LLSCLAKTGV LGDIIMRPSC APGWFYHKSN CYGYFRKLRN WSDAELECQS 
YGNGAHLASI LSLKEASTIA EYISGYQRSQ PIWIGLHDPQ KRQQWQWIDG AMYLYRSWSG 
KSMGGNKHCA EMSSNNNFLT WSSNECNKRQ HFLCKYRP 



60 
120 



A64 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



Cadberin 3, P-cadherin (placental) 

Hs.2877 

X63629 

X63629 

54-2543 (start and stop codons are underlined) 



1 
I 

GCGGAACACC 



CCTCCGAGCC 
CGGAGCAGGA 
CAGCTCTGTT 
AAAGAAGGTC 
GAAGACACAA 
CCTTCCCCCA 
ACAGCATCAC 
AGACAGGCTG 
TCTTTGGCCA 
TCATCGTGAC 
GTGTCTTAGA 
ATGATGCCAT 
AGGACCCACA 
CCAGTGGCCT 
TGGATGGGGA 
ACAATGCTCC 
GCCATGAGGT 
GTGCCACCTA 
CTGAGAGCAA 
AGCACACCCT 
CCACAGCCAC 
CCTCCAAAGT 
CTGCAGAAGA 



11 
I 

GGCCCGCCGT 
ACCTCTCGCG 
GTGCCGGGCG 
GCCCGGCCAG 
TAGCACTGAT 
ACTGAAGGAA 
GAGAGATTGG 
GAGACTGAAT 
GGGGCCGGGG 
GTTGTTGTTG 
CGCTGTGTCA 
CGACCAGAAT 
GGGAGTCCTA 
CTACACCTAC 
CGACCTCATG 
GGACCGGGAA 
CGGCTCCACC 
CATGTTTGAC 
GCAGAGGCTG 
CCTTATCATG 
CCAGGGCATC 
GTACGTTGAA 
CATAGTGGTC 
CGTTGAGGTC 
CCCTGACAAG 




GTCTTCAGGG 
GCGCTGGGGA 
AATGATGACT 
AGGAATCCAT 
GTGGTTGCTC 
CAGCTCAAGT 
GCAGACAGCC 
AATAAGCCAC 
GAGAATGGTG 
GACCACAAGC 
CCAGGTACTT 
AATGGGGTGG 
TTCACAATTC 
AAAGTCCCTG 
ACCACGGCAG 
CCCCAGAAGT 
ACGGTCACTG 
GGCGGTGACG 
CTGACAACCA 
GTGACCAACG 
CACGTGGAGG 
CAGGAGGGCA 
GAGAATCAAA 



31 
I 

GCTTCACCCC 
TTCTCCAGGT 
AGGCTGAAGT 
AAGTATTCAT 
TCACTGTGCG 
TGAAGATCTT 
CAATATCTGT 
CTAATAAAGA 
CCCCTGAGGG 
TGGACCGGGA 
CCTCAGTGGA 
CCAAGTTTAC 
CTGTGATGCA 
TTGCTTACTC 
ACCGGAGCAC 
AGTACACACT 
TGGCAGTAGT 
ACGAGGCCCA 
ATCTGGACGC 
ACGGGGACCA 
GGAAGGGTTT 
AGGCCCCTTT 
ATGTGAATGA 
TCCCCACTGG 
AGATCAGCTA 



41 
I 

TCTCTCTGCA 
TTGCTGGCTG 
GACCTTGGAG 
GGGCTGCCCT 
GAATGGCGAG 
CCCATCCAAA 
CCCTGAAAAT 
TAGAGACACC 
TGTCTTCGCT 
GGAGATTGCC 
GGACCCCATG 
CCAGGACACC 
GGTGACAGCC 
CATCCATAGC 
AGGCACCATC 
GACCATCCAG 
GGAGATCCTT 
TGTGCCTGAG 
CCCCAACTCA 
TTTTACCATC 
GGATTTTGAG 
TGTGCTGAAG 
GGCACCTGTG 
GGAGCCTGTG 
CCGCATCCTG 



51 
I 

GCCATGGGGC 
CAGTGCGCGG 
GCGGGAGGCG 
GGGCAAGAGC 
ACAGTCCAGG 
CGTATCTTAC 
GGCAAGGGTC 
AAGATTTTCr 
GTAGAGAAGG 
AAGTATGAGC 
AACATCTCCA 
TTCCGAGGGA 
ACAGATGAGG 
CAAGAACCAA 
AGCGTCATCT 
GCCACAGACA 
GATGCCAATG 
AATGCAGTGG 
CCAGCGTGGC 
ACCACCCACC 
GCCAAAAACC 
CTCCCAACCT 
TTTGTCCCAC 
TGTGTCTACA 
AGAGACCCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 



859 



WO 03/042661 



CAGGGTGGCT AGCCATGGAC CCAGACAGTG GGCAGGTCAC AGCTGTGGGC ACCCTCGACC 1560 

GTGAGGATGA GCAGTTTGTG AGGAACAACA TCTATGAAGT CATGGTCTTG GCCATGGACA 1620 

ATGGAAGCCC TCCCACCACT GGCACGGGAA CCCTTCTGCT AACACTGATT GATGTCAACG 1680 

ACCATGGCCC AGTCCCTGAG CCCCGTCAGA TCACCATCTG CAACCAAAGC CCTGTGCGCC 1740 

ACGTGCTGAA CATCACGGAC AAGGACCTGT CTCCCCACAC CTCCCCTTTC CAGGCCCAGC 1800 

TCACAGATGA CTCAGACATC TACTGGACGG CAGAGGTCAA CGAGGAAGGT GACACAGTGG 1860 , 

TCTTGTCCCT GAAGAAGTTC CTGAAGCAGG ATACATATGA CGTGCACCTT TCTCTGTCTG 1920 

ACCATGGCAA CAAAGAGCAG CTGACGGTGA TCAGGGCCAC TGTGTGCGAC TGCCATGGCC 1980 

ATGTCGAAAC CTGCCCTGGA CCCTGGAAAG GAGGTTTCAT CCTCCCTGTG CTGGGGGCTG 2040 

TCCTGGCTCT GCTGTTCCTC CTGCTGGTGC TGCTTTTGTT GGTGAGAAAG AAGCGGAAGA 2100 

TCAAGGAGCC CCTCCTACTC CCAGAAGATG ACACCCGTGA CAACGTCTTC TACTATGGCG 2160 

AAGAGGGGGG TGGCGAAGAG GACCAGGACT ATGACATCAC CCAGCTCCAC CGAGGTCTGG 2220 

AGGCCAGGCC GGAGGTGGTT CTCOGCAATG ACGTGGCACC AACCATCATC CCGACACCCA 2280 

TGTACOGTCC TAGGCCAGCC AACCCAGATG AAATCGGCAA CTTTATAATT GAGAACCTGA 2340 

AGGCGGCTAA CACAGACCCC ACAGCCCCGC CCTACGACAC CCTCTTGGTG TTCGACTATG 2400 

AGGGCAGCGG CTCCGACGCC GCGTCCCTGA GCTCCCTCAC CTCCTCCGCC TCCGACCAAG 2460 

ACCAAGATTA CGATTATCTG AACGAGTGGG GCAGCCGCTT CAAGAAGCTG GCAGACATGT 2520 

ACGGTGGCGG GGAGGACGAC TAGGCGGCCT GCCTGCAGGG CTGGGGACCA AACGTCAGGC 2580 

CACAGAGCAT CTCCAAGGGG TCTCAGTTCC CCCTTCAGCT GAGGACTTCG GAGCTTGTCA 2640 

GGAAGTGGCC GTAGCAACTT GGGGGAGACA GGCTATGAGT CTGACGTTAG AGTGGTTGCT 2700 

TCCTTAGCCT TTCAGGATGG AGGAATGTGG GCAGTTTGAC TTCAGCACTG AAAACCTCTC 2760 

CACCTGGGCC AGGGTTG CCT CAGAGGCCAA GTTTCCAGAA GCCTCTTACC TGCCGTAAAA 2820 

TGCTCAACCC TGTGTCCTGG GCCTGGGCCT GCTGTGACTG ACCTACAGTG GACTTTCTCT 2880 

CTGGAATGGA ACCTTCTTAG GCCTCCTGGT GCAACTTAAT TTTTTTTTTT AATGCTATCT 2940 

TCAAAACGTT AGAGAAAGTT CTTCAAAAGT GCAGCCCAGA GCTGCTGGGC CCACTGGCCG 3000 

TCCTGCATTT CTGGTTTCCA GACCCCAATG CCTCCCATTC GGATGGATCT CTGCGTTTTT 3060 

ATACTGAGTG TGCCTAGGTT GCCCCTTATT TTTTATTTTC CCTGTTGCGT TGCTATAGAT 3120 
GAAGGGTGAG GACAATCGTG TATATGTACT AGAACTTTTT TATTAAAGAA A 



A65 Protein sequence i 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domain: 

Cellular localization: 



Cadherin 3 f P-cadherin (placental) 

Hs.2877 

X63629 

CAA45177 

1-24 

659-675 (second underlined sequence) 
plasma membrane 



1 11 21 31 41 SI 

I I I I I I 

MGLPRGPLAS LLLLQVCWLQ CAASEPCRAV FREAEVTLEA GGAEQEPGQA LGKVFMGCPG 60 

QEPALFSTDN DDFTVRNGET VQERRSLKER NPLKIFPSKR ILRRHKRDWV VAPISVPENG 120 

KGPFPQRLNQ LKSNKDRDTK IFYSITGPGA DSPPEGVPAV EKETGVJLLLN KPLDREEIAK 1B0 

YELFGHAVSE NGASVEDPMN ISIIVTDQND HKPKPTQDTP RGSVLEGVLP GTSVMQVTAT 240 

DEDDAIYTYN GWAYSIHSQ EPKDPHDLMF TIHRSTGTIS VISSGLDREK VPEYTLTIQA 300 

TDMDGDGSTT TAVAWEILD ANDNAPMFDP QKYEAHVPEN AVGHEVQRLT VTDl>DAPNSP 360 

AWRATYLIMG GDDGDHPTIT THPESNQGIL TTRKGLDFEA KNQHTLYVEV TNEAPFVLKL 420 

PTSTATIWH VEDVNEAPVF VPPSKWEVQ EGIPTGBPVC VYTAEDPDKE NQKISYRILR 480 

DPAGWLAMDP DSGQVTAVGT LDREDEQFVR NNIYEVMVLA MDNGSPPTTG TGTLLLTLID 540 

VNDHGPVPEP RQITICNQSP VRHVLNITDK DLSPHTSPFQ AQLTDDSDIY WTAEVNEEGD 600 

TWLSLKKFL KQDTYDVHLS LSDHGNKEQL TVIRATVCDC HGHVETCPGP WKGGFILPVL 660 

GAVLALLFLL LVLLLLVRKK RKIKEPLLLP EDDTRDNVFY YGEEGGGEED QDYDITQLHR 720 

GLEARPEWL RNDVAPTIIP TPMYRPRPAN PDEIGNFIIE NLKAANTDPT APPYDTLLVF 780 
DYEGSGSDAA SLSSLTSSAS DQDQDYDYLN EWGSRFKKLA DMYGGGEDD 



A66 DNA SEQUENCE 

Gene name: ATPase, Ca++ transporting, type 2C, member 1 

Unigene number: Hs. 106778 

Probeset Accession ft: N51919 
Nucleic Acid Accession ft: AF189723 

Coding sequence: 1-2712 (underlined sequences correspond to start and stop codons) 



1 11 21 

I I I 

ATGATTCCTG TATTGACATC AAAAAAAGCA 
ATTCTCCAAG CTGATCTTCA GAATGGTCTA 
TTTCATGGCT GGAATGAGTT TGATATTAGT 
TCTCAGTTTA AAAATCCCCT TATTATGCTG 
ATGCATCAGT TTGATGATGC CGTCAGTATC 
GCCTTTGTTC AGGAATATCG TTCAGAAAAA 
CCAGAATGCC ATTGTGTGCG TGAAGGAAAA 
CCAGGTGATA CAGTTTGCCT TTCTGTTGGG 
GAGGCTGTGG ATCTTTCCAT TGATGAGTCC 
AAGGTGACAG CTCCTCAGCC AGCTGCAACT 
GCCTTTATGG GAACACTGGT CAGATGTGGC 
GAAAATTCTG AATTTGGGGA GGTTTTTAAA 
CCTCTGCAGA AGAGCATGGA CCTCTTAGGA 
ATAGGAATCA TCATGTTGGT TGGCTGGTTA 



31 41 51 

I I I 

AGTGAATTAC CAGTCAGTGA AGTTGCAAGC 60 

AACAAATGTG AAGTTAGTCA TAGGCGAGCC 120 

GAAGATGAGC CACTGTGGAA GAAGTATATT 180 

CTTCTGGCTT CTGCAGTCAT CAGTGTTTTA 240 

ACTGTGGCAA TACTTATOGT TGTTACAGTT 300 

TCTCTTGAAG AATTGAGTAA ACTTGTGCCA 360 

TTGGAGCATA CACTTGCCCG AGACTTGGTT 420 

GATAGAGTTC CTGCTGACTT AOGCTTGTTT 460 

AGCTTGACAG GTGAGACAAC GCCTTGTTCT 540 

AATGGAGATC TTGCATCGAG AAGTAACATT 600 

AAAGCAAAGG GTGTTGTCAT TGGAACAGGA 660 

ATGATGCAAG CAGAAGAGGC ACCAAAAACC 720 

AAACAACTTT CCTTTTACTC CTTTGGTATA 780 

CTGGGAAAAG ATATCCTGGA AATGTTTACT 840 



860 



WO 03/042661 



PCT/US02/36810 



ATTAGTGTAA 
ACGCTAGCTC 
ATTGTTGAAA 
AAGAATGAAA 
GQAGTTGGCT 
TATAACCCAG 
AGAAACAATA 
ATGGGTCTTG 
GAGCAAAAGT 
TGTTTTATGA 
GGGCAGACCT 

ATGGGCTCAG 
ACATTTCTTG 

ACAACACTCA 
GCAGTTGCAA 
GAAGAAATAG 
TTTTACAGAG 
TCAGTTGTAG 
ATTGGAGTTG 
CTAGTGGATG 
AATAACATTA 
ATCTCATTGG 
ATCAATATTA 
GATGTCATTC 
CTTAAAATAC 
GAGCTACGAG 
TTTTTTGACA 
GGACTCTGCA 
CTAGTTATTT 
GATCTGTTGT 
AAGGTTGAAA 
CTTGAAGTAT 



TTGGTGTTAT 



TGACTGTTAC 
ATAATCAATT 
CTGTTAGCAG 
CTCTAATGGG 
ATGGACTTCA 
GGATGGCTGT 
AAGGTGCTTA 
TGACACTTAC 
CGGGACTCAG 
GCTTGGTGGG 
TTGCCTCAGG 
TOGCCAGTCG 
ATGCAATGGA 
CTAGCCCAAG 
CCATGACAGG 
CGATGGGCCA 
ATGATTTTCA 
AAAATTTCGT 
CTACATTAAT 
TTATGGATGG 
GTAAACCTCC 
TTGTTTCATC 
ACAATGTGAT 
TGTTCAATGC 
GTAATAGAAT 
ACTTTCCTCC 
TTCTTTTGGG 
GGAGCAGGGA 
GA 



AGCAGCAATT 
GAGAATGGTG 
CTGTAATGTG 
TCACATATTT 
TGGGGAAGTG 
AATTGTTGAG 
GAAGCCAACA 
ACAAGACTAC 
TAAGTGTGTA 
CGAACAAGTA 
TCAGCAGCAG 
AGTTCTTGCT 
AATCATTGAT 
AGTATCAATA 
TCTGGGATTG 
TGTTCAGCAG 
GCACAAGATG 
AGATGGAGTA 
GACTQGTACA 
AACCATAATG 
TAGATTCCAG 
GAACTTTCCT 
ACCCCCAGCT 
TCGCAACTGG 
AATAATCATT 
TACACCTCGA 
ACTAAGTTCC 
GTTTTGCTAT 
GCTTCAGAAG 
TCTCACCTCA 
AAAGATCCAG 



CCTGAAGGTC 
AAGAAAAGGG 
ATTTGTTCAG 
ACTTCAGATG 
ATTGTTGATG 
GCGGGCTGTG 
GAAGGGGCCT 
ATCAGAAAAG 
CACCGAACAC 
ATTAAGTACT 
AGAGATGTGT 
TTGGCTTCTG 
CCACCTAGAA 
AAAATGATTA 
TATTCCAAAA 
CTTTCACAAA 
AAAATTATTA 
AATGATGCAG 
GATGTTTGCA 
TCTGCAATCG 
CTGAGCACGA 
AATCCTCTCA 
CAGAGCCTTG 
AAAGACAGCA 
GTTTGTGGGA 
GACACAACAA 
AGATCCCAGA 
GCAGTTCTTG 
GTTTTTCAGA 
TCAGTGTGCA 
AAGCATGTTA 



TCCCCATTGT 
CCATTGTGAA 
ATAAAACTGG 
GTCTGCATGC 
GTGATGTTGT 
TGTGCAATGA 
TAATTGCTCT 
CTGAATACCC 
AGCAGGACAG 
GTACTACATA 
ACCAACAAGA 
GTCCTGAACT 
CTGGTGTGAA 
CTGGAGATTC 
CTTCCCAGTC 
TAGTACCAAA 
AGTCGCTACA 
TTGCTCTGAA 
AAGAGGCAGC 
AAGAGGGTAA 
GTATAGCAGC 
ATGCCATGCA 
GAGTAGAACC 
TTTTGACTAA 
CTTTGTTTGT 
TGACCTTCAC 
CCAAGTCTGT 
GATCCATCAT 
CTGAGAGCCT 
TAGTGGCAGA 
GTTCGACATC 



GGTCACAGTG 
AAAGCTGCCT 
AACACTGACG 
TGAGGTTACT 
TCATGGATTC 
TGCTGTAATT 
TGCAATGAAG 
TTTTAGCTCT 
ACCAGAGATT 
CCAGAGCAAA 
GAAGGCACGC 
GGGACAGCTG 
AGAAGCTGTT 
ACAGGAGACT 
AGTCTCAGGA 
GGTTGCAGTA 
GAAGAACGGT 
GGCTGCAGAC 
AGACATGATC 
AGGGATTTAT 
ATTAACTTTA 
GATTTTGTGG 
AGTGGATAAA 
AAACTTGATA 

ATGCTTTGTG 
GTTTGAGATT 
GGGACAATTA 
AAGCATACTG 
AATTATAAAG 
ATCATCTTTT 



900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A67 Protein sequence; 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Pfam domains: 
[744-889] 

Cellular Localization: 



ATPase, Ca++ transporting, type 2C, 

Hs. 106778 

N51919 

AAF27813 

none found 

60-82, 86-108, 252-274, 
Cation ATPase N [6-83] , 

not determined 



member 1 



282-304, 757-779, 827-849, 856-878 

E1-E2 ATPase [89-324] , Hydrolase [328-649] , Cation ATPase C 



1 
I 

MIPVLTSKKA 
SQFKNPLIML 
PECHCVREGK 
KVTAPQPAAT 
PLQKSMDLLG 
TLALGVMRMV 
GVGYNQFGEV 
KGLDGLQQDY 
GQTLTLTQQQ 
TTLIASGVSI 
PYRASPRHKM 
LVDDDFQTIM 
INIIMDGPPA 
ELRDNVITPR 
LVrYFPPLQK 
LEV 



11 
I 

SELPVSEVAS 
LLASAVISVL 
LEHTLARDLV 
NGDLASRSNI 
KQLSFYSFGI 
KKRAIVKKLP 
IVDGDWHGP 
IRKAEYPFSS 
RDVYQQEKAR 
KMITGDSQET 
KIIKSLQKNG 
SAIEEGKGIY 
QSLGVEPVDK 
DTTMTFTCPV 
VFQTESLSIL 



21 
I 

ILQADLQNGL 
MHQFDDAVSI 
PGDTVCLSVG 
AFMGTLVRCG 
IGIIMLVGWL 
IVETLGCCNV 
YNPAVSRIVE 
EQKWMAVKCV 
MGSAGLRVLA 
AVAIASRLGL 
SWAMTGDGV 
NNIKNPVRFQ 
DVIRKPPRNW 
FFDMFNALSS 
DLLFLLGLTS 



31 
I 

NKCEVSHRRA 
TVAILIWTV 
DRVPADLRLF 
KAKGWIGTG 
LGRDILEMPT 
ICSDKTGTLT 
AGCVCNDAVI 
HRTQQDRPBI 
LASGPELGQL 
YSKTSQSVSG 
NDAVALKAAD 
LSTSIAALTL 
KDSILTKNLI 
RSQTKSVFEI 
SVCIVAEIIK 



41 
I 

FHGWNEFDIS 
AFVQBYRSEK 
EAVDLSIDES 
ENSEFGEVFK 
ISVSLAVAAI 
KNEMTVTHIF 
RNNTLMGKPT 
CFKKGAYEQV 
TFLGLVGI ID 
EEIDAMDVQQ 
IGVAMGQTGT 
ISLATLMNFP 
LKILVSSIII 
GLCSNRMFCY 
KVERSREKIQ 



51 
I 

EDEPLWKKYI 
SLEELSKLVP 
SLTGETTPCS 
MMQAEEAPKT 
PEGLPIWTV 
TSDGLHAEVT 
EGALIALAMK 
IKYCTTYQSK 
PPRTGVKEAV 
LSQ1VPKVAV 
DVCKEAADMI 
NPLNAMQILW 
VOGTLFVFWR 
AVLGSIMGQL 
KHVSSTSSSF 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



ASS DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession Ht 
Nucleic Acid Accession #: 
Coding sequence: 



bone morphogenetic protein 7 (osteogenic protein 1) (BHP7) 

Hs. 170195 

BE616633 

NMJJ01719 

123-1418 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

t I I I I I 

GGGCGCAGCG GGGCCCGTCT GCAGCAAGTG ACCGACGGCC GGGACGGCCG CCTGCCCCCT 60 

CTGCCACCTG GGGCGGTGCG GGCCCGGAGC CCGGAGCCCG GGTAGCGCGT AGAGCCGGCG 120 

CGATGCACGT GCGCTCACTG CGAGCTGCGG CGCCGCACAG CTTCGTGGCG CTCTGGGCAC 1B0 

CCCTGTTCCT GCTGCGCTCC GCCCTGGCCG ACTTCAGCCT GGACAACGAG GTGCACTCGA 240 

GCTTCATCCA CCGGCGCCTC CGCAGCCAGG AGCGGCGGGA GATGCAGCGC GAGATCCTCT 300 

CCATTTTGGG CTTGCCCCAC CGCCCGCGCC CGCACCTCCA GGGCAAGCAC AACTCGGCAC 360 

CCATGTTCAT GCTGGACCTG TACAACGCCA TGGCGGTGGA GGAGGGCGGC GGGCCCGGCG 420 

GCCAGGGCTT CTCCTACCCC TACAAGGCCG TCTTCAGTAC CCAGGGCCCC CCTCTGGCCA 480 

GCCTGCAAGA TAGCCATTTC CTCACCGACG CCGACATGGT CATGAGCTTC GTCAACCTOG 540 

TGGAACATGA CAAGGAATTC TTCCACCCAC GCTACCACCA TCGAGAGTTC CGGTTTGATC 600 

TTTCCAAGAT CCCAGAAGGG GAAGCTGTCA CGGCAGCCGA ATTCCGGATC TACAAGGACT 660 



861 



WO 03/042661 



PCT/US02/36810 



ACATCCGGGA ACGCTTCGAC AATGAGACQT TCCGQATCAG CGTTTATCAG GTGCTCCAGG 720 

AGCACTTGGG CAGGGAATCG GATCTCTTCC TGCTCGACAG CCGTACCCTC TGGGCCTCGG 7B0 

AGGAGGGCTG GCTGGTGTTT GACATCACAG CCACCAGCAA CCACTGGGTG GTCAATCCGC 840 

GGCACAACCT GGGCCTGCAG CTCTCGGTGG AGACGCTGGA TGGGCAGAGC ATCAACCCCA 900 

AGTTGGCGGG CCTGATTGGG CGGCACGGGC CCCAGAACAA GCAGCCCTTC ATGGTGGCTT 960 

TCTTCAAGGC CACGGAGGTC CACTTCCGCA GCATCCGGTC CACGGGGAGC AAACAGCGCA 1020 

GCCAGAACCG CTCCAAGACG CCCAAGAACC AGGAAGCCCT GCGGATGGCC AACGTGGCAG 1080 

AGAACAGCAG CAGCGACCAG AGGCAGGCCT GTAAGAAGCA CX3AGCTGTAT GTCAGCTTCC 1140 

GAGACCTGGG CTGGCAGGAC TGGATCATCG CGCCTGAAGG CTACGCCGCC TACTACTGTG 1200 

AGGGGGAGTG TGCCTTCCCT CTGAACTCCT ACATGAACGC CACCAACCAC GCCATCGTGC 1260 

AGACGCTGGT CCACTTCATC AACCCGGAAA CGGTGCCCAA GCCCTGCTGT GCGCCCACGC 1320 

AGCTCAATGC CATCTCCGTC CTCTACTTCG ATGACAGCTC CAACGTCATC CTGAAGAAAT 1380 

ACAGAAACAT GGTGGTCCGG GCCTGTGGCT GCCACTAGCT CCTCCGAGAA TTCAGACCCT 1440 

TTGGGGCCAA GTTTTTCTGG ATCCTCCATT GCTCGCCTTG GCCAGGAACC AGCAGACCAA 1500 

CTGCCTTTTG TGAGACCTTC CCCTCCCTAT CCCCAACTTT AAAGGTGTGA GAGTATTAGG 1560 

AAACATGAGC AGCATATGGC TTTTGATCAG TTTTTCAGTG GCAGCATCCA ATGAACAAGA 1620 

TCCTACAAGC TGTGCAGGCA AAACCTAGCA GGAAAAAAAA ACAACGCATA AAGAAAAATG 16 BO 

GCCGGGCCAG GTCATTGGCT GGGAAGTCTC AGCCATGCAC GGACTCGTTT CCAGAGGTAA 1740 

TTATGAGCGC CTACCAGCCA GGCCACCCAG CCGTGGGAGG AAGGGGGCGT GGCAAGGGGT 1800 

GGGCACATTG GTGTCTGTGC GAAAGGAAAA TTGACCCGGA AGTTCCTGTA ATAAATGTCA 1860 
CAATAAAACG AATGAATG 



A69 Protein sequence; 

Gene name: bone morphogenetic protein 7 (osteogenic protein l) (BMP7) 

Unigene number: Hs. 170195 

Probeset Accession #: BE616633 

Protein Accession fl: NP_001710.1 

Signal sequence: 1-30 

Pram domains: TGFb_propeptide [37-281 J 

Transmembrane domains: none found 

Cellular Localization: secreted 



1 11 21 31 41 51 

I I I I I I 

MHVRSLRAAA PHSFVALWAP LFLLRSALAD FSLDNEVHSS FIHRRLRSQE RREMQREILS 60 

I LGLPHRPRP HLQGKHNSAP MFMLDLYNAM AVEEGGGPGG QGFSYPYKAV FSTQGPPLAS 120 

LQDSHFLTDA DMVMSFVNLV EHDKEFFHPR YHHREFRFDL SKIPEGBAVT AAEFRIYKDY 180 

IRERFDNETF RISVYQVLQE HLGRESDLFI* LDSRTLWASE EGWLVFDITA TSNHWWNPR 240 

HNLGLQLSVE TLDGQSINPK LAGLIGRHGP QNKQPFMVAF FKATEVHFRS IRSTGSKQRS 300 

QNRSKTPKNQ EALRMANVAB NSSSDQRQAC KKHELYVSFR DLGHQDWIIA PBGYAAYYCE 360 

GECAFPLNSY MNATNHAIVQ TLVHFINPET VPKPCCAPTQ LNAISVLYFD DSSNVILKKY 420 
RNMWRACGC H 



Cervical 



A70 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession th 
Coding sequence: 



bone morphogenetic protein receptor IB (ALK-6) 

Hs. 87223 

AA250737 

NMJ>01203 

274-1782 (underlined sequences correspond to start and stop codons) 



l 
I 

CGCGGGGCGC 
GAGGACGCGG 
GTGAAAGGAA 
CATAACCATT 
TGCCATAAGT 
AATGTGGGCA 
TTGCGTTGTA 
GACGGATATT 
GGTTGCCTAG 
AGAAGATCAA 
CTGCCTCCAT 
ATATCTGTGA 
TATAAAAGAC 
ATTCCTCCTG 
TCAGGCCTCC 
ATTGGAAAAG 
GTGAAAGTGT 
ACAGTGTTGA 
GGGTCCTGGA 
TATCTGAAGT 
AGTGGCTTAT 
CATCGAGATC 
GACCTGGGCC 
ACTCGAGTTG 
AATCACTTCC 
GTTGCTAGGA 
CTAGTGCCCA 



11 
I 

GGAGTCGGCG 
GAGCCGGGAG 
AGGAAGATCA 
TGGCTCTGAG 
GAGAAGCAAA 
CCAAGAAAGA 
AATGCCACCA 
GTTTCACGAT 
GACTAGAAGG 
TTGAATGCTG 
TGAAAAACAG 
CTGTCTGTAG 
AAGAAACCAG 
GAGAATCCCT 
CTCTGCTGGT 
GTCGCTATGG 
TCTTCACCAC 
TGAGGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATTTACA 
TGAAAAGTAA 
TGGCTGTTAA 
GCACCAAACG 
AGTCTTACAT 
GATGTGTATC 
GTGACCCCTC 



21 
I 

GGGCCTCGCG 
CGCACGCGCG 
TTTCATGCCT 
CTATGACAAG 
CTTCCTTGAT 
GGATGGTGAG 
CCATTGTCCA 
GATAGAAGAG 
CTCAGATTTT 
CACAGAAAGG 
AGATTTTGTT 
TTTGCTCTTG 
ACCTCGATAC 
GAGAGACTTA 
CCAAAGGACT 
GGAAGTTTGG 
AGAGGAAGCC 
AAACATTTTG 
CCTAATCACA 
AGACGCTAAA 
CACAGAAATC 
AAACATTCTG 
ATTTATTAGT 
CTATATGCCT 
CATGGCTGAC 
AGGAGGTATA 
TTATGAGGAC 



31 
1 

GGACGCGGGC 
GGGTGGAGTT 
TGTTGATAAA 
AGAGGAAACA 
AA CATG CTTT 
AGTACAGCCC 
GAAGACTCAG 
GATGACTCTG 
CAGTGTCGGG 
AACGAATGTA 
GATGGACCTA 
GTCCTTATCA 
AGCATTGGGT 
ATTGAGCAGT 
ATAGCTAAGC 
ATGGGAAAGT 
AGCTGGTTCA 
GGTTTCATTG 
GACTATCATG 
TCAATGCTGA 
TTTAGTACTC 
GTGAAGAAAA 
GATACAAATG 
CCAGAAGTGT 
ATGTATAGTT 
GTGGAAGAAT 
ATGAGGGAGA 



41 
I 

AGTGCGGAGA 
CAGCCTACTC 
GGTTCAGACT 
AAAAGTTAAA 
TGCGAAGTGC 
CCACCCCCCG 
TCAACAATAT 
GGTTGCCTGT 
ACACTCCCAT 
ATAAAGACCT 
TACACCACAG 
TATTATTTTG 
TAGAACAGGA 
CTCAGAGCTC 
AGATTCAGAT 
GGCGTGGCGA 
GAGAGACAGA 
CTGCAGATAT 
AAAATGGTTC 
AGTTAGCCTA 
AAGGCAAACC 
ATGGAACTTG 
AAGTTGACAT 
TGGACGAGAG 
TTGGCCTCAT 
ACCAGCTTCC 
TTGTGTGCAT 



51 




1 

CCGCGGCGCT 


60 


TTTCTTAGAT 


120 


TCTGCTGATT 


180 


CTTACAAGCC 


240 


AGGAAAATTA 


300 


TCCAAAGGTC 


360 


TTGCAGCACA 


420 


GGTCACTTCT 


480 


TCCTCATCAA 


540 


ACACCCTACA 


600 


GGCTTTACTT 


660 


TTACTTCCGG 


720 


TGAAACTTAC 


780 


AGGAAGTGGA 


640 


GGTGAAACAG 


900 


AAAGGTAGCT 


960 


AATATATCAG 


1020 


CAAAGGGACA 


1080 


CCTTTATGAT 


1140 




1200 


AGCAATTGCC 


1260 


CTGTATTGCT 


1320 


ACCACCTAAC 


1380 


CTTGAACAGA 


1440 


CCTTTGGGAG 


1500 


TTATCATGAC 


1560 


CAAGAAGTTA 


1620 
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CGCCCCTCAT TCCCAAACCG GTGGAGCAGT GATGAGTGTC TAAGGCAGAT GGGAAAACTC 1680 

ATGACAGAAT GCTGGGCTCA CAATCCTGCA TCAAGGCTGA CAGCCCTGCG GGTTAAGAAA 1740 

ACACTTGCCA AAATGTCAGA GTCCCAGGAC ATTAAACT CT GAT AGGAGAG GAAAAGTAAG 1800 

CATCTCTGCA GAAAGCCAAC AGGTACTCTT CTGTTTGTGG GCAGAGCAAA AGACATCAAA 1860 

TAAGCATCCA CAGTACAAGC CTTGAACATC GTCCTGCTTC CCAGTGGGTT CAGACCTCAC 1920 

CTTTCAGGGA GCGACCTGGG CAAAGACAGA GAAGCTCCCA GAAGGAGAGA TTGATCCGTG 1980 
TCTGTTTGTA GGCGGAGAAA CCGTTGGGTA ACTTGTTCAA GATATGATGC AT 

A71 Protein sequence 

Gene name: bone morphogenetic protein receptor IB (ALK-6) 

Unigene number: Hs. 72472 / Hs. 87223 

Probeaet Accession #: AA250737 / U89326 

Protein Accession #: NP_001194 

Signal sequence: 1-13 

Transmembrane domains: 128-144 

PFAM domains: activin_receptor [30-111), protein kinase [204-491] 
Cellular Localization: plasma membrane 



1 11 21 31 41 51 

1 I i I I I 

MLLRSAGKLN VGTKKEDGES TAPTPRPKVL RCKCHHHCPE DSVNNICSTD GYCFTMIEED 60 

DSGLPWTSG CLGLEGSDFQ CRDTPIPHQR RSIECCTERN ECNKDLHPTL PPLKNRDFVD 120 

GPIHHRALLI SVTVCSLLLV LIILFCYFRY KRQETRPRYS IGLBQDBTYI PPGESLRDLI 180 

EQSQSSGSGS GLPLLVQRTI AKQIQMVKQI GKGRYGEVWM GKWRGEKVAV KVPFTTEEAS 240 

WPRETEIYQT VLMRHENILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 300 

MLKLAYSSVS GLCHLHTEIF STQGKPAIAH RDLKSKNILV KKKGTCCIAD LGLAVKFISD 360 

TNEVDIPPNT RVGTKRYMPP EVLDESLNRN HFQSYIMADM YSFGLILWEV ARRCVSGGIV 420 

EEYQLPYHDL VPSDPSYEDM REIVCIKKLR PSFPNRWSSD ECLRQMGKLM TECWAHNPAS 480 
RLTALRVKKT LAKMSESQDI KL 



Bladder 

A72 DMA SEQUENCE 

Gene name: Homo sapiens type II membrane serine protease raRNA 

Unigene number: Hs.63325 

Probeset Accession #; AA411S02 

Nucleic Acid Accession #: NM_016425 

Coding sequence: 1-1314 {underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGTTACAGO ATCCTGACAG TGATCAACCT CTGAACAGCC TCGATGTCAA ACCCCTGCGC 60 

AAACCCCGTA TCCCCATGGA GACCTTCAQA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTGG CGAGTATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GCGGGCAGCC TCTCCACTTC ATCCCGAGGA AGCAGCTGTG TGACGGAGAG 240 

CTGGACTGTC CCTTGGGGGA GGACGAGGAG CACTGTGTCA AGAGCTTCCC CGAAGGGCCT 300 

GCAGTGGCAG TCCGCCTCTC CAAGGACCGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTCGACAAC TTCACAGAAG CTCTCGCTGA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAGATTGG CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAGC TTCGCATGCG GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCTCC CTQCACTGTC TTGCCTGTGG GAAGAGCCTG 600 

AAGACCCCCC GTGTGGTGGG TGGGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

AGCATCCAGT AOGACAAACA GCACGTCTGT GGAGGGAGCA TCCTGGACCC CCACTGGGTC 720 

CTCACGGCAG CCCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGTGCGGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCCCATCC CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AGACAATGAC ATCGCCCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCTCAG GCACAGTCAG GCCCATCTGT CTGCCCTTCT TTGATGAGGA GCTCACTCCA 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTACGAAGC AGAATGGAGG GAAGATGTCT 1020 

GACATACTGC TGCAGGCGTC AGTCCAGGTC ATTGACAGCA CACGGTGCAA TGCAGACGAT 1080 

GCGTACCAGG GGGAAGTCAC CGAGAAGATG ATGTGTGCAG GCATCCCGGA AGGGGGTGTG 1140 

GACACCTGCC AGGGTGACAG TGGTGGGCCC CTGATGTACC AATCTGACCA GTGGCATGTG 1200 

GTGGGCATCG TTAGCTGGGG CTATGGCTGC GGGGGCCCGA GCACCCCAGG AGTATACACC 1260 
AAGGTCTCAG CCTATCTCAA CTGGATCTAC AATGTCTGGA AGGCTGAGCT GTAA 



A73 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
LDLa domain: 
Tryp_SPc domain: 
Cellular Localization: 



Homo sapiens type II 

Hs.63325 

AA411502 

NPJ)57509 

none found 

31-53 

54-94 

204-429 

plasma membrane/ ER 



serine protease mRNA 



1 11 21 31 41 51 

I I I I I I 

MLQDPDSDQP LNSLDVKPLR KPRIPMETFR KVGIPIIIAL LSLASIIIW VLIKVILDKY 60 
YFLCGQPLHF IPRKQLCDGE LDCPLGEDEE HCVKSFPEGP AVAVRLSKDR STLQVLDSAT 120 
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GNWFSACFDN FTEALAETAC RQMGYSSKPT FRAVEIGPDQ DLDWEITEN SQELRMRNSS 180 

GPCLSGSLVS LHCLACGKSL KTPRWGGEE ASVDSWPWQV SIQYDKQHVC GGSILDPHWV 240 

LTAAHCFRKH TDVFNWKVRA GSDKLGSFPS LAVAKIIIIE FNPMYPKDND IALMKLQFPL 300 

TFSGTVRPIC LPFFDEELTP ATPLWIIGWG FTKQNGGKMS DILLQASVQV IDSTRCNADD 360 

AYQGEVTEKM MCAGIPEGGV DTCQGDSGGP LMYQSDQWHV VGIVSWGYGC GGPSTPGVYT 420 
KVSAYLNWIY NVWKAEL 

A74 DNA SEQUENCE 

Gene name: ESTs, Weakly similar to CGHU7L collagen alpha l(III) chain precursor [H. sapiens] 
Unigene number: Hs. 19322 

Probeset Accession ft: AA08845B 
Nucleic Acid Accession fl: AA0884S8 

Coding sequence: 862-1995 (underlined sequences correspond to start and .stop codons) 

1 11 21 31 41 51 

I I I I I I 

GCCCTTGGAC ACTGACATGG ACTGAAGGAG TAGAATGGAG CACGAGGACA CTGACATGGA 60 

CTGAAGAAAA AGGAGCTGGA GCAGGAGAAG GAGGTGCTGC TGCAGGGTTT GGAGATGATG 120 

GCGCGGGGCC GCGACTGGTA CCAGCAGCAG CTGCAACGAG TGCAGGAGCG CCAGCGCCGC 180 

CTGGGCCAGA GCAGAGCCAG CGCCGACTTT GGGGCTGCAG GGAGCCCCCG CCCACTGGGG 240 

CGGCTACTGC CCAAGGTACA AGAGGTGGCC CGGTGCCTGG GGGAGCTGCT GGCTGCAGCC 300 

TGTGCCAGCC GGGCCCTGCC CCCGTCCTCC TCCGGGCCCC CCTGCCCTGC CCTGACGTCC 360 

ACCTCACCCC CGGTCTGGCA GCAGCAGACC ATCCTCATGC TGAAGGAGCA GAACCGACTC 420 

CTCACCCAGG AGGTGACCGA GAAGAGTGAG CGCATCACGC AGCTGGAGCA GGAGAAGTCG 480 

GCGCTCATTA AGCAGCTGTT TGAGGCCCGC GCCCTGAGCC AGCAGGACGG GGGACCTCTG 540 

GATTCCACCT TCATCTAGTC CTTGTGGGCC GCGTGGGCCC CCAGGGCCAG CCTGGCACTC 600 

AGCCCTTCGA GGGTGGGCGC CCCATCGCAC CCACCCTCTC TGGCTGGAGA CCCCCGGCAG 660 

GCCCAGGCAC AGTCCCGGAG TGGGCGCCTT CCTGCCGCCC TTGCCAGATG GGCTCCCCAG 720 

GCCTGCCCCC GGCTGGTCCC CGCACCGAGC GCTTGACTCC GTTTKGGCTC CTGGTTGYTG 780 

ACATGGGCTG GGGGCTCTCT TGAGTCCGCA TAGTCCGCAG CTACTACTGG CCGCTGTCAG 840 

TGGACAGTGG GGTACCCCTC CATGAGTTAG CGTCCCCCCG TTTCCAGCGG TGCCGCCCTG 900 

GGTCCCATCT TCAGGGAAAG GCACTGCCCA CGCCAGGCTG CACTTCCAAC AACGGGCAGC 960 

AGAGGGCGCG GGGCGGCTCC GACGCGGGTC CAAGGGCAGC TTCCCGCTCA ACCAGGGCAC 1020 

CAGGACGAGG TGGCTGTAGC TCGGAOGGAC GGAAGTAGAT GGAGGGGGTG GGGACGGCCT 1080 

GTAAGCGGGG GGTGCCTGCC TGGCTGGGGA GCCCCAGGGA TAGCGGTCGG ACTTCAGGTT 1140 

CTGGCCAAGG CTGAGGGACC CTGGCTGCAG CGGATCGGCA CGCCGGGTGG GCGAGAGCTT 1200 

GGCCTGCATG TGCCTCCCAC AGACCCTGGG GTGATGGCCT TCCCCCTCTT GGCCGGGACG 1260 

TTGCCCCACG TTGAGTCCCA CACAACATCC TGTGAGCCTG GCTCCCCAGG AGGGCCCCCA 1320 

GACAGCTCCC AGGCACGTCA TAGGCAAAGC CTGTTTCCCC CGACTCAGGA TTTCCAAGGC 1380 

CTGGGGTCCT GCTCACCCCC CTTTGCTCTC ACGCCCAGCC TGTCCCCAGG TTTCAGCTGG 1440 

GAGAGGCCAC CTCCCTCAGC CAAGGAAAAC GAGAACCCCC AGGGTACAGG AGGAGGCTGG 1500 

GGCAGGTCCC CTTGGGTGTC ACTCCCTCAG CCCCTGCCCA GGCCCACTCC CGCTGGTGCT 1560 

GGAGTACGCA CTGGTGGGGG GGCCCTGCTC AGCCCAACCT GGAGGGTCCC AGTGTCACCA 1620 

GAACCAGGGG CACGGCAACA GCATCGATGG GTTCTGCAGC CCAGGGCCCC CGATGCGGGG 1680 

TCAGTGTGTG TGGGGCGCAG GGCCTCCGAT GCGGGGTCAG TGCGTGGGGG GCGCAGGGCC 1740 

CCCGATGCGG GGTCAGTGCG TGGGGGGCGC AGGGCCCCCT CGTGTCCAGG GCACTTTGGT 1800 

ACACTGTCCC ACAAGGCACC TGTCTCAGAG GAGGGGCCCT GGCAGGCAGC GTGGCAACTC 1860 

CCTTCCGGAG CCCAGCTCCA TGCTAACCTG CCCACAGCAA CCCCACAGAG CCACATTCCC 1920 

TGCTGCACCT GGTCTGCAGG GGTGTCCCAG GACAGGCCCA AGTCAGCCCA GCATGCAGCT 1980 

GCCCTCCTAC C CTGAA GATG GGAGTGGGCT TTCCAGGGGA CATAAGGATG TCAGGCCTGG 2040 

ACCTCCTGGG CAGGAAAGGG TGCAGGTCCT GAGGGCCTGT GCCCCACAGC CCCAGCACCC 2100 

AGGTGGACTG CAGCGCAGTG GGTGGGCCAG TGGCAGCCAG GGAGAAGCCC CCCGTCAGCA 2160 

GGCTGGGGTC TGCCCACCAG GGCCTCCCCA CGTCTGCCTT TGAGGGTGCC TGCCATGCCC 2220 

TGGGGGATCC TGGCATCTTT ACTGGACTGG AAGCAGGAGA CAGAACAGTG TCTGTCCCGG 22B0 

GGTGACTTCA TCAGGAGACC GCCCACATAG AGCTGGACCC CGCAGCTGAA GCGGAAATGT 2340 

GAGACAGGCT GGCACCTCCG GAAAAACTGC CTTTCAGCCT TGGTGTTCCG TGCAAGGTGA 2400 

AAAGAAATAG GTCCTCCCAG TTTACAGCTT GAAATCAGGC TAGTGAGTGG CCCTGGAGAC 2460 

CACGAGGGGA GAATTTAAAG GCCCCGGCTG GCAGGGTCTA GGTGGCTGGC AGAGGCACAT 2520 

GCAGACCCTG CCTGGAGCCT GCCCTAGGAC GCIGGGCGGG TCAGTCTCCG TGCAGGATGT 2580 

GAGCAGCGTC CCTGGGCTCT ATCCGCGAGG TGCCAGTAGC GTGTGCAGGT ACATACACGT 2640 

GCGTGCACAC TGTGATGACA CCCGGAAATG TCTCAGGATG TTGAAATGTG TCCTTGGGGG 2700 

CAGAAGTGTC CCCAGTTGAG AATCTGCCCC AGAGGAACAC ACCCACACCA GGCCTCAGGA 2760 

TTTTGTGTTG ATCAAGTTCC AAGGAAAAGG AACATCTCAG CCGGGCGTGG TGGTTCACGC 2820 

CTGGAATCCC AGCACTTGAG GCCAGGAGTT CCAGAGCAGC CTGGGCAACG CAGTGAGAGA 2880 

CCCCATCTCT ACAARAAAAA AAAAAGAAAG AAAGAAAATG AGAGATCCAG GTTTAAAAAT 2940 

TCATAAACAC CACAAGGAAA CAATACACTA TGAGACCCAG CAGAAGCAAC AGATTGACTC 3000 

TAGACCCAGA TACTAGAATT ATCAGAGAGA ATATAAAGTA ACAGTGTTTT ATATATCTAA 3060 

AGAAATAAAA GAGATTTCTG GAAACATGAA AAAAAA 

A75 DNA SEQUENCE 

Gene name: " SCCA2 or 2b, serine (or cysteine) proteinase inhibitor 

Unigene number: Hs. 227948 

Probeset Accession #: AB035089 
Nucleic Acid Accession #: AB03S089 

Coding sequence: 9845-10219 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I 1 I I I I 

GGGCATGCAG CCATCGGGGA AAATCCATAG TGCAGATAAA GCAAGGAGGA AGAAGAAGGA 
CAGTTCTAGT AAAAGGGAGA ACATCAATAT AGGATGTTTC TTAGCAATAG AAAAAGAAGG 
CCAAGAGGAA TTAGGGAGAG AGTTATAAGA GATCAGCAAG GGGACAGGGT TAGATTTGGT 
TTGGTTTGAA AGCATACAGT AAATATGATG TCTGTCCCTG GCAGTGTTGG CAGAGTAGGA 
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AGGAGGAAGG GAGGCAAGAG ATAATATCAT TTTCTCTGTG CTCCAACTGT ACTTACATAT 300 

GAGACTATTT CCCTCTCTGC TTTTCAAACC TTACTGGAGT TGTTTTCCCT CATGAAAACC 360 

AAGAAAGGAA AGCTAGTTAG TCTTGTTCTG AGGTTGTTCA ATGTATACAT ATCTATATCT 420 

GTAGACAGAA TCCTTGGGAA TACAGTAATT GACATATATT CTGTTATTTG ATGCTTGAAA 480 

AATCTCCTCC ACTAACCAGT TTCCCTATAG ATTGCCACAA GCACATAATA AGAAACAATA 540 

AATAAAATGT TCTCTTGACT TTGTTACTTA ACAATGCTGA GAAAACTTTA CAGCCTTCAT 600 

AAGGAAGTGA GGTCCAGGAA AATCTAGGAG ATATTTCTTA ACCAATCTAT AAAGGCATTA 660 

GTAATGACAG GATATTTCCT GAAAGTGTAA TTTCCCATTG AGGATTTGTT TTTAATTTCT 720 

GGATTCCTGG AGCCAATGAA GTTGGTGTAT GTTTATGAAA TATCAAGAGA CATAAGTTGG 780 

CAAGTGTTCA TATGCAAAAA CTTCTTGGAA TTTCTGAGTT CTCTGTGGCA ATATATGACA 840 

TCAGGATATG TCCAGTCTCA CACACCAGGA TATGTCCTTT CTAGCCTGTC TATCACATGC 900 

TAGGAGAACT ATTTAGGAAC AGAAAAAAAT GCCTGAAATG ATTTCTCATT TGAACTCATC 960 

CAAGCTTTCT CTAAATTTAA GCAAACTCCT GGTCATTTTC AGTTAGTACC TTTCCTTAAG 1020 

TTCAACCTTC AGGGCAAACC TCCGTGCCTC AGACGTTTAG CCATAGTCTG AAATTCTCTT 10 BO 

CCATAGATTG GTCCCCTGTA ACCCCGGTTT GTCTCAGCTT GTTATCCTGT TTTTTTCTTC 1140 

CCTCCATTCC CAGGATGAGC TTGTTGCTTC TGTCCTATGA GACATTAGAT TCCTTTTCTT 1200 

TGGTACCCGA GTAAATCCAT CCTACTCCAA TAGAGGAAGG TCCATTTTTG TCTTATAGCG 1260 

CTGGATGCAG ACTCAGCTGA GAAGACCATT ATTC A TTTTT GGAATTCTTT ATCTCAGATA 1320 

TTTCCTCTTC TTTCTTTTTC TTCTATCTTT GGATTTTTAG TCCATCAACG CCCCATTAGT 1380 

CTATTCCCCG ACTTCAATCA GGGAACTTAT ACCTCTTAAA CTCATTCAGA GACTCAAAAC 1440 

ATATATATTG ATACAGGAGA CCTAAGAAGA GCATGTCTTG GGGGTTGAGG AAACAGGCAG 1500 

GTGAGAAATT TCCAGATTGG AAACACAGCT TCCTTTCTCC CATCCAGCCC CTACTTTCAG 1560 

CCTATGTGTT TCTGGCACCT TGTTGTAGAT AAATCTCCCT TGACTTTGTG ATGTGCTGAG 1620 

AAAACAAACT CACGGCTGGT GTTAAAAAGG GCCCATGACA ATACCAAGTG TTGGGGAGAA 1680 

TGTGGAGAAA TCAGAACTCT ATTCACGGTC GGTTGGAATG CACACTTGTG CAGAATTCTA 1740 

TGGAGAAGAG TCTGGCATTT CCTCAAAATG TTAACCTGGA TTTACCATAT GACCCAGCGA 1800 

TTTCATTCAT AGGTTTATAC TCAAAAGAAA TGAAGAAATA TGCCATGCAA AAAAATGTAC 1860 

ATGAAAGGTC ACAACATCAT TATTCATAAT AGTAAAAGGA TGGAAACAAC ACAAATGTCC 1920 

ATCAACTTAT GATTAAAGAA AATCTGGTCT ATTCATAGAA TGGAATATTA TTCGACCACA 1980 

AAAAGGAATG ATGTACTGAT CCATGCAATG ATGTGGACAA ACCATGAAAA TAACACTAGA 2040 

TTAAAGAAGC CAGTCACAAA AGGACTTACT GTATGATTCC ATTTACCTGA AATGTTTGGA 2100 

ATAGGCAAAT CCATAGAAAC AGGAGGTAGA TTCCTGGTTT CCAGGGTCTC CAGGAAGGGA 2160 

AGAATGAAGT ACAAGATTTC TTTTGGAGGT AGTGAAATTG TTGTGGAATG AGATCATGAT 2220 

GATGATAGCA CAACTTTGTG AATATAATAA AATCATTGAA TTGTACAGTT GAATTTATGG 2280 

TATATAAATT ATATGTTAAT AAAAAGGGGG TCCACAAAAC AAACAGCCCC CCACTCTGGT 2340 

TGTCAGGGAG ATATTGGATT AAATGGCCTT GGACAACAAC CCCTCTCCCT GGCCACAGAC 2400 

ATTCTTCAGA TTACAAGATA TTCCAGGGGA AACACTGGAA TGAGTCTGAA GCCAGGTGCT 2460 

AAACAGAAGG ACCATTGAGA AATGTTGTGA TCCTGACAGG TCAAGCAATT TATTTTTCGG 2520 

CTTCATTTTT AAATGTAAAA TTAGAAAGCT GCCATTTAAA ATGGCCCGTC TGTTTCAATT 2580 

GCTCTTCTCA GTGTCAGCCT GTTAACTCAA TGTGTTAGTC TGTTTTCATG CTGCTGATAA 2640 

AAACATACCT GAGACTGGCA AGAAAAAGAG GTTTAATTGG GCTTAGAGTT CCACGTGATT 2700 

GGGGAGGCCT CAGAATCACA GTAGGAGGCA AAAGTTATTC TTACATGGTG GCTGCAAGAG 2760 

AAGATGAGGA AGAAGCAAAA GAAGAAACCC CTGATAAACC CATCGGATCT CCTGAGGCTT 2820 

ATTAACTATC ATGAGAATAG CACAAGAAAG ACCGGOCCCC ATGATTCAAT TACCTCTACC 2880 

TGGGTCCCTC CAATAACATG TGGAAATTCT GGTAGATACA ATTCAAGTTG AGATTTGGGT 2940 

GGGAACACAG CCAAACCATA TCACTCAGCA AGGCAGATAA CTTTCTCACT GAGCCTATGC 3000 

AACAGAAAAC CATCTGGGAT GGTTGTAAGG GGCACAGGAA GTGACTGGTA GGATCACTGC 3060 

CAAAGCTGAG CACTCAGGAG AAGGCAATAG AATCCTATTC TCCATAGTAT GCTATAAGAT 3120 

ACTGAAGTAC ACTTCTTCAC TATCTCTTTG GACTTAGAAT TAGCACTACA TTCCTTGTTA 3180 

TACAGAAAAA TTACTAAGGA AATTCATAGG ATGACAAAAA CTTTCAGAAC TGAAAAACAG 3240 

GAAATGTAAG CTTTTTAGTT CTTTGGTATT CGAAGTATGC CTAAAAGACA ATGCAAAATC 3300 

CAAGAAAAGA ATGGTGGGGT TTTTGTTTGT TTGGTTTTGT TTTTGTTTTA CAGCTGGAGT 3360 

AGAATACAAA GGGATGGAGT TGAAACAAAT GAGAGGAAAT TGGAATTCTA AACTTATTCT 3420 

CATTGGCATT AGAAAGGCAC CTACATGTAT TTCACATGAG CCGGTGACTG CTGACTTGCA 3480 

TTCTTATTTT TTCCCTATAG ATTAAAAAGG AGGTACAATG GTAGAACTGT AATCCTGTCC 3540 

TTTGTCATAA ATTTTCATAT TCATAAAGGT GAGTGTTAGC CCGCTTGTGA AATCTGAAGT 3600 

TGAGTAACTT CAAATACTAA CCACAGAGGG AAAGGCAGCA AGAGGAGAGG CATAAATTTA 3660 

GGATCTCACC CTTCATTCCA CAGACACACA CAGCCTCTCT GCCCACCTCT GCTTCCTCTA 3720 

GGAACACAGG TAAGAGCTTC AAGCCTCTCC AGCTTAATAA CATGAATTAT TTTTGAGAAT 3780 

AATAATGATA CTGTGTTCTA TATCATGCAT CTCCTGCATT CTGTCTGATT ATATTTTACT 3840 

TATTCTGCCA GAGCAAAATT AAAATACCTA TTTCATCTGA TTTGTCCTTT ATCTAAATTG 3900 

CTTAGTTCCA AGTAAACCAA GGCACTTTTA GGAACACAGA GGGAGAGTGC CTTGCAGCCA 3960 

GAGAGTCTTG AAGGAGATGT CAGGGACGCA TCTTAACAGC TGGTTGGATG TGATCCACAG 4020 

AGGTCTCCTG TTAGCATTCA TTGTAAAGCC ATCCTACCTA GCTCTAGTGT AACCAGCAAT 4080 

GAAAGAAAGA TAAAGAGGGT CGATTACTTA TTTACAATAG TCTTTAAAAA CGTAGTTTTG 4140 

TAAGCCTTCT AATTAGGACA TTAATATATT TAATATATGC ACATTGTAGA AAGATTGAAG 4200 

CGTTAAAAAT AAGAGAAAAA CTTTAAATGT CAAAATCTCA CAACCCAGAT ATATCATTTC 4260 

TTTAAGAAAA TTGTACTACA AAATACCATT CCATTTATTA AAGTCATTCT GACAGGAATC 4320 

TGATGCTTTT CCAGGAGTTC CAGATCACAT CGAGTTCACC ATGAATTCAC TCAGTGAAGC 4380 

CAACACCAAG TTCATGTTCG ATCTGTTCCA ACAGTTCAGA AAATCAAAAG AGAACAACAT 4440 

CTTCTATTCC CCTATCAGCA TCACATCAGC ATTAGGGATG GTCCTCTTAG GAGCCAAAGA 4500 

CAACACTGCA CAACAAATTA GCAAGGTAGC TATCAGCATC ATTACGTTGT CCTGTTGCAG 4560 

TTTTTCTCTG GTTCCGTCGG CTAGCACGCA GATGGTAATA GATGTGGTGG TCTGATGGGT 4620 

AGCACAGGGG GCTGTGCAGG AATTCCCATA ACTGTGAGAC CACTGACTTA AACAGATCTT 4680 

TTGAGTAAAG TTTTCTTGTC CCGCTTCATG TCTCTTCCAG GTTCTTCACT TTGATCAAGT 4740 

CACAGAGAAC ACCACAGAAA AAGCTGCAAC ATATCATGTG AGTCACAGAG CACTCTGATT 4800 
CAGCTTTAGA TCCCTGAACA GGTCATAGTT TAAACCTGGA ACTTCACAAA AACTAAGAAA 4860 

AGGCCAGTTT TAGGGAAAAT CTTGGACACA AAGATTGAGA CATACAGAGT GGGTTGGCAT 4920 

TTCATGGCAC ATAATTATTA TTCCTCATTT CTGCGTTACT AAAAGACAGT CAGCACTGTA 4980 
CCTCAGAGCA TAGGTCTGGA TCAGGATAGG CTGGGTTCAG ACTCCAGCTT TGCTCTTCAC 5040 
AAATGATGAA TAAGAGCAGG ACACAACTGC TCGGAGTCCC AGTGACCTCA TCCCAGAAAA 5100 
CTAAGGGTAA GAAAAAATCT GACTCAATAC ATGCAAATAC ATGCAAATGT TTACAACAGT 5160 
GCCTTGCCCA TAAAAGTCAT AATAAATGTT ATTATTATTA TAAAGTAGCT ATAATTATAC 5220 
TAATCATAAT AATGTGAAAA TAATTTAATT TTCATTGAGT CATTAATGAG ATTCAGAGGA 5280 
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ATAAGCACAA GTCCAAGTAT ATTTTGGAAA ATGATTGCTA TGGAATATAT TGGTTTAGAG 5340 
CCTTAATAGT GCAAAATGCT TTGCTGGAAG GTAGAAAGTT CTAGATTTAA ACAGGCTTAG 5400 
GTTCAAAACT TGGCACTTCT AATTTATGTC TCTATAAACA GGGTTTTTTT CCCCATTCTC 5460 
TGAGCTTTCT TGTGTTCATC TGAATTGAAC TAAAGACTTA GAGTTACCCA TGTAAAGTCC 5520 
5 TTAGCCATGG ACCTGGCATA CACTCTTCTT ACGTGCAGAG AATGACCATC ATGAGGAAAG 5580 
AGCCACAGAT CAGTCAATGT GTCCTACAAG ATAATAGCAC CAACAGGTAT AACAGGGCTT 5640 
CCTGGCATAA TCTATTTAAA ATATCCAACC TTCAACATAC TCGTATCCTT GATGACTGTT 5700 
AGAAGTGAAA TATGGTCCTT GCCCATAAGG AGCTGAGAGT TTAACTGGGA AGCTAAACCT 5760 
AACCCTTTAA ACCAACAAGG AGAAAATCTA CTGGTAGACA GCGCTGCATC TTTAGTTCAG 5820 
10 AAGAGAAAAG ATTGCAGTAC GTTAGAGCAA GAAGAATTTT CTGGAAGAAG TCAAATATAA 5880 
GGTGGATTTT GAAGGGTATT TGAGGTGAAA TACACCAATT ATCAGGGAAT AACATCAAAG 5940 
GTCCTCAATG AGACTACCAG CATTTAGGGA CTGATCTAAC AGACTTAGCA TGGGTTTAGT 6000 
ATTTACATTG ATACAGCAAT TGAATGATCT CCTTTTTTGA TGTTTGAAGG TTGATAGGTC 6060 
AGGAAATGTT CATCACCAGT TTCAAAAGCT TCTGACTGAA TTCAACAAAT CCACTGATGC 6120 
15 ATATGAGCTG AAGATCGCCA ACAAGCTCTT CGGAGAAAAG ACGTATCAAT TTTTACAGGT 6180 
AATTTCACCT GGCCTACCCA CATTTCATTT GCATCCTGAT GTCTGTGTCT CTGAGTGGCC 6240 
AAATGGAAGA AAGCAAGGCA GATGAGCCTG GCCGACCCAG GTGGAGAGCA TTTACTCAGA 6300 
GTGCATTAGC TCCATTTCCA CAACTCTCCC CCACTGGAGT GTCCCAGACC CCAACGATAC 6360 
ATCACTGAAG TGTGGATTTA GGGATAATCT TGTGATAAAA GAGGAGGTTG TGTAATAGAG 6420 
20 TGAGTAAGAG TAATAAGTAA TAAGATACCA TCGATAAACT GGCACTGACT CAGTCACATA 6480 
CGATACATCT TGGTGGGAAA TGTATGACTA ATGGGATATT ATTGGAATGG GCAGGCTTGG 6540 
GTGAGTTCCT GAGAATAGTT GAGGAAGTAC CAGGAAATAT TGAATGCACA GGATGAAAGA 6600 
CAAAAACAAA GATCAGAAAC ATCATGGTTA AAATTACTGG AGAGAAGTCT GAGAAGCAAT 6660 
GAATCTCCTT CAGGGAAGCC TGCTCTGCAG TTTGCAAACC ACAGCCTCTT CTGCTTCTGC 6720 
25 CTTTTGCCAA GATGATATTG ACCTTCAGTG ACCTCTTTCT TGTGCCAGCC CACATTCCCC 6780 
TTTTGCATTG CCTACATGAC ACCTGTATAA AAATATCCAT GGACAGGAGA TACTGCATCT 6840 
ATTCAGGGTC TGGATTCAGC TTACTGTTGT TACAAATAAG TAAGTTTGGT AATATATAGT 6900 
TACATAAATT ACTCCTAATT CCTACTTCTT CCTTCATATC TCAAAGGAAT ATTTAGATGC 6960 
CATCAAGAAA TTTTACCAGA CCAGTGTGGA ATCTACTGAT TTTGCAAATG CTCCAGAAGA 7020 
30 AAGTCGAAAG AAGATTAACT CCTGGGTGGA AAGTCAAACG AATGGTAGGA GAGCCACCCA 7080 
TTATAGAAAC ACCTTTGAGA AACCTATGCC AGTGAGCCTT GTGCTTGACA CTGCATGGGG 7140 
GAACAGGTGT GGGGATTGAG ATGGGTTTGC AGGGAGGGCT GAAGAGGGCA CTCCAGATGA 7200 
AGGATTTGTC CAAATGAATA TGAAGAGAGC CTAGGGGAGC CAAGGAGGAA ATCACAGGAA 7260 
GCCAATTAGA TGGAAACACA TCTGGAGAAT TATTTGCTTA TGGCCCTGCA TGACAATAGC 7320 
35 TTTGTGGATC CCCTGTCTCC GCTCAGACCT ATTTTGAGAT CATATCCTTT ACTTTAAATC 7380 
AGACTCAAAT TTTTATGATG AATATTTAAT AGAAAACATT AGAAAGCGTC TCTCGTCTCC 7440 
TTTACTAATT GGGAAACAAG CAGCTCTCTG GTAAATCACC CTTTTGTCTC TGAGCTGGAG 7500 
CTGCCTGGAT CACATCTGTA GCCAATGTGT TCTGCAGGGA TTATCACAGC TCTCTTCCCC 7560 
ATCAAGGGCA AAGAGCTTGA CAAAGTCTCC ATTCTACAGA CATCTTTCTT ACCTCCCACC 7620 
40 TCTCATTACA GGCCAAACTT ACAGCAACTC AACATGAGAG TGAATAGGAA GATACCCCCG 7680 
GAAGTAGTGT CTGACAGCAC AGGACATGCG TTTCATATTA CAGAGCTCAA GTCACTCATC 7740 
CTAAAATGCA ATCAGGGCCT CCTTCCTCTG AATGGGGACC CCGTAGTTAA AAAAAAATAA 7800 
AAGTAGGAAG AGGAGGGAGG GAGAAAGGAA AGACACATGT TGGAAGAGTA GACAAAATCA 7860 
GTTTATCAGT ATTCCAAATC AGATGATTGG AGACATTCAT ACACAGAGAA CGTGAACTCC 7920 
45 TTCTCTATCA CAAGAAGTGA TGTCTCCATC AAGGGTAACT TTATACGACT GGAGCCTTGA 7980 
AGAAAGCTGC ATCTGGTGAA CCACTGGTCA GTGAGTCTAA CAATTCAAAG ATCAAAGTCA 8040 
GTGAGTCTCA AGCAGGGATT TGGGTCAATA ATTAACGATC AGTCACGAAC ATTTGCAAAG 8100 
CATCTTCCAG ACAAGCCATT TGTAGCTTGT GTAAAAGACT CTTTTATTCT TTCCCTTGCA 8160 
GAAAAAATTA AAAACCTATT TCCTGATGGG ACTATTGGCA ATGATACGAC ACTGGTTCTT 8220 
50 GTGAACGCAA TCTATTTCAA AGGGCAGTGG GAGAATAAAT TTAAAAAAGA AAACACTAAA 8280 
GAGGAAAAAT TTTGGCCAAA CAAGGTATTG TCTATATTTT ATTTATATAG TGTAATATGT 8340 
TAATACATGG AATGTTAAAC ATTTCTGATG GAATGTAACA TGATAAGTAA AAAATAAAAA 8400 
TTGTTCATGT CTGTTATTTT GTTGTTTTAC TCTTATAACT TTATTTAGTT AGGAATACCT 8460 
GAAAAACTAT TGTTTCTAAC TCATGGAATT CCTGGGTTAT TTCTTAGAAG AAGAAGGATG 8520 
55 TGTTGCTATC TCAATAATAT TATCTTTTTT GTCTTGTGTT TCACGTGTTA TTTGTTGGAC 8580 
ACATTGATTT ATTGCAGAAT ACATACAAAT CTGTACAGAT GATGAGGCAA TACAATTCCT 8640 
TTAATTTTGC CTTGCTGGAG GATGTACAGG CCAAGGTCCT GGAAATACCA TACAAAGGCA 8700 
AAGATCTAAG CATGATTGTG CTGCTGCCAA ATGAAATCGA TGGTCTGCAG AAGGTAAGAA 8760 
^ _ CTTGCATCTA CAACTCTTCC TTCTACTGCC GGACATTTTT CCAAAGATAC CAAGTTTAAA 8820 
60 CAAGGTAAAA GCTTATGACC GAGTTGCCTC AAAATGATGA AAAATTCTAA ATGAGGAATG 8880 
ATGACTCACC TTCATATTAC AAATATTTGA GCATAGGGCC TGACACAAAC TGAAAGCTTA 8940 
GTTTTTGTTT GTTTGTTTGT TTTTATTATT ATTATTATAA TACTTTAAGC TTTAGGGTAC 9000 
ATGTGCACAA TGTGCAGGTT AGTTACATAT GTATACATGT GCCATGCTGG TGTGCTGCAC 9060 
CCATTAACTC ATCATTTAGC GTTAGGTATA TCTCCTAATG CTATCCCTCC CCCCTCCCCC 9120 
65 CACCCCACAA CAGTCCTCAG AGTGTGATGT TACCTTCCTG TGTCCAAGTG TTCTCATTGT 9180 
TCAATTCCCA TCTATGATTT AATTCCATCT ATGGCTTAGT TAATGATTAA TTTATTAGAG 9240 
TTACATGCAT TGGATATCAA TTTGATGATA TTATTATGCA GCAATTTAAA CTTGACTGGG 9300 
AGAAATATAT ACCAATGTGA GGAAAGTTTA CAAATAGGCC GAGTAGAAAA GGGAATACAA 9360 
ATTTAGGAAT TTAGGGAATT ACAATTTAAT AATTGCAATG TGTACTAAAT AATGTATACA 9420 
70 GAAAAATATG ATGAGCCTAT TAAAAATTGA CACATGTAGT AGGCTGTTGG CACAAGAAAT 9480 
AGTGATACAT ACAGTTCATT GTGTACAAAA TAATGTAATC ATATTTTACA TGTGTATCAT 9540 
ACAGTTGTAT ACATACATAT GTACACATAT ACATATACGT AAAAACATGA TTCTGTTTTT 9600 
ACATACATGT ATATACATAT ACACATATAA CCCAATGTAT TTATATATTC AGGACTCATA 9660 
TTTTACCTAT TAGAATAATA ATGTCTATTA AAGTGAACCT TCTGTATTTC ACATTTATTG 9720 
75 CCAAAATAAC GAATCTCCAC ATAGTCAATT CATTGTTAAG GTGTATTAGA GATCGACAGT 9780 
TAGTCATATC AGTTTCTTTT TTCCATTTGT ATAGCTTGAA GAGAAACTCA CTGCTGAGAA 9840 
ATTGATGGAA TGGACAAGTT TGCAGAATAT GAGAGAGACA TGTGTCGATT TACACTTACC 9900 
TCGGTTCAAA ATGGAAGAGA GCTATGACCT CAAGGACACG TTGAGAACCA TGGGAATGGT 9960 
GAATATCTTC AATGGGGATG CAGACCTCTC AGGCATGACC TGGAGCCACG GTCTCTCAGT 10020 
80 ATCTAAAGTC CTACACAAGG CCTTTGTGGA GGTCACTGAG GAGGGAGTGG AAGCTGCAGC 10080 
TGCCACCGCT GTAGTAGTAG TCGAATTATC ATCTCCTTCA ACTAATGAAG AGTTCTGTTG 10140 
TAATCACCCT TTCCTATTCT TCATAAGGCA AAATAAGACC AACAGCATCC TCTTCTATGG 10200 
CAGATTCTCA TCCCC ATAGA TGCAATTAGT CTGTCACTCC ATTTAGAAAA TGTTCACCTA 10260 
GAGGTGTTCT GGTAAACTGA TTGCTGGCAA CAACAGATTC TCTTGGCTCA TATTTCTTTT 10320 
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CTATCTCATC TTGATGATGA TAGTCATCAT CAAGAATTTA ATGATTAAAA TAGCATGCCT 10380 
TTCTCTCTTT CTCTTAATAA GCCCACATAT AAATGTACTT TTCCTTCCAG AAAAATTTCC 10440 
CTTGAGGAAA AATGTCCAAG ATAAGATGAA TCATTTAATA CCGTGTCTTC TAAATTTGAA 10500 
ATATAATTCT GTTTCTGACC TGTTTTAAAT GAACCAAACC AAATCATACT TTCTCTTCAA 10560 
ATTTAGCAAC CTAGAAACAC ACATTTCTTT GAATTTAGGT GATACCTAAA TCCTTCTTAT 10620 
GTTTCTAAAT TTTGTGATTC TATAAAACAC ATCATCAATA AAATAATGAC ATAAAATCAT 10680 
TTTTGCTTTA CCTGTTTTCT CTCTGGAAAG GGCAAGTGTC CAGTTACACA TAGGAAAGAT 10740 
AATTTAGAGA TATATTAATC ATATATAAAG GAAAATTAAA AACAGAGTAG TTCATGATGA 10800 
GCCTGGAGTA GAAGGCATAT CCCAGAACAG GAGGAGCCTT GTAAACCACA TAGGAACTTC 10860 
CTATTTTATG CTAAAGGGAT AAGAAACTCA TTACAGGCTT TGATGGTTGT TTGTCAAAGA 10920 
GGGGCATAAA ATTATCATAT CCACATCTAG AAAATACATC TCTGGCTACG CTGATATCAA 10980 
TGGATGCGAG GAAAGAACAG TGTGGTTACC ATATATAAAT TAGGAAATCA TTAGAGTATT 11040 
GGGAGTGGAA ATGGAGAGAA AGAAAGAGCC TGGGGGAATT ATTTAGGAAA TAATAGTTAC 11100 
AGAAAGACAT CTAAGTTGCT GACCTATCTG ACTGGATGGA TGGAAGAATA TCTTGTTTCT 11160 
GAGAGAAAAA AAGACTTTGG GTTTAAATTT GTACTTGATG AATTAAGGTA CTTTTAATAT 11220 
TCAAATGGAT TTGCCTGGCA GGCACTTGAA GATATTAGTC TAAATCTCAG AAACAGAATA 11280 
TGATCTGAAG CTCTAAATTT GTGATATTCA ATATAAATAC TTTAGAGTCA TTGGGATAAA 11340 
TATGGTAGTT GTAGCTAAAA GCAAAAATAA GATACTAGGG AGAAAGGA7A AAGTTAGAAG 11400 
AAAGAAGAAT CTAGAATTGA CCTTGAAGTA TATCAGCATG TGTAAAGATC AGGAATTGAT 11460 
CATTTTTATT TTCCAGAAAG TAGCTTTTCT TAGGGTTCCA TATTTACTCC CATAGATTCT 11520 
TCCC 



A76 Protein sequence: 
Gene name: 
Unigene number t 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 



SCCA2 or 2b, 
Hs. 227948 
AB0350B9 
BAB21525 
none found 
none found 



serine (or cysteine) proteinase inhibitor 



Serine Proteinase Inhibitor domain: 
Cellular Localization: secreted 



1 11 21 31 41 51 

I I I I I 1 

MNSLSEANTK PMFDLFQQFR KSKENNIFYS PISITSALGM VLLGAKDNTA QQISKVLHPD 60 

QVTENTTEKA ATYHVDRSGN VHHQFQKLLT EFNKSTDAYE LKIANKLFGB KTYQFLQEYL 120 

DAIKKFYQTS VESTDFANAP EESRKKINSW VESQTNKKIK NLFPDGTIGN DTTLVLVNAI 180 

YFEGQWENKF KKENTKEEKF WPNKNTYKSV QMMRQYNSFN FALLEDVQAK VLEIPYKGKD 240 

IiSMXVLLPNB IDGLQKLEEK LTAEKLMSWT SLQNMRETCV DLHLPRFKME ESYDLKDTLR 300 

TMGMVNIFNG DADLSGMTWS HGLSVSKVLH KAFVEVTEEG VEAAAATAW WBLSSPSTN 360 
EEFCCNHPFL FFIRQNKTNS ILFYGRFSSP 

A77 DKA SEQUENCE 

Gene name: hypothetical protein FLJ13459 

Unigene number: none found 

Probeset Accession 4: XM_047266 
Nucleic Acid Accession #: XM_047266 

Coding sequence: 465-1471 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

CTGACCTCAA GTGATCCACC CACCTCTGCC TCCCAAAGTG CTGGGATTAC AGGTGTGAGC 60 

CACCATGCCA GGCCCTCTTA ACCTCTTCAA GTCTGTTTTC TCATCTGCAA AACAGAGGTA 120 

ATAAGATCAG TATCTTCTTA ATGGAAGCAC CTGGACTACA TTTTTTTCAT TCATTGTTAT 180 

CATAAATGAG GACTAACCTG TCTCCCGTTG GGAGTTTTGA ACCTAGACCT CATGTCTTCA 240 

TGACGTCATC ACTGCCCCAG GCCCAGCTGT GTCCCTACAC CAGCCCCAGC TGACGCATCT 300 

TCTTTTTCTG CCTGTAGAGA TGGTTACAAT GCCTGGOGTG ATGCATTCTG GCCTTCGCAG 360 

ATCCTGGCGG GGCTGTQCCA ACGCTGTGGC CTCCCTGCCC CTGAATACCG AGCCGGTGCT 420 

GTCAAGGTGG GCAGCAAAGT CTTCCTGACA CCACOGGAGA CCCTGCCCCC AGGGATCTCT 480 

TCACATGTGG ATTGACATCT TTCCTCAAGA TGTGCCTGCT CCACCCCCAG TTGACATCAA 540 

GCCTCGGCAG CCAATCAGCT ATGAGCTCAG AGTTGTCATC TGGAACACGG AGGATGTGGT 600 

TCTGGATGAC GAGAATCCAC TCACCGGAGA GATGTCGAGT GACATCTATQ TGAAGAGCTG 660 

GGTGAAGGGG TTGGAGCATG ACAAGCAGGA GACAGACGTT CACTTCAACT CCCTGACTGG 720 

GGAGGGGAAC TTCAATTGGC GCTTTGTGTT COGCTTTGAC TACCTGCCCA CGGAGCGGGA 780 

GGTGAGCGTC TGGCGCAGGT CTGGACCCTT TGCCCTGGAG GAGGCGGAGT TCCGGCAGCC 840 

TGCAGTGCTG GTCCTGCAGG TCTGGGACTA TGACCGCATC TCTGCCAATG ACTTCCTTGG 900 

ATCCCTGGAG TTGCAGCTAC CAGACATGGT GCGTGGGGCC CGGGGCCCCG AGCTCTGCTC 960 

TGTGCAGCTG GCCCGCAATG GGGCCGGGCC GAGGTGCAAT CTGTTTCGCT GCCGCCGCCT 1020 

GAGGGGCTGG TGGCCGGTAG TGAAGCTGAA GGAGGCAGAG GACGTGGAGC GGGAGGCGCA 1080 

GGAGGCTCAG GCTGGCAAGA AGAAGCGAAA GCAGAGGAGG AGGAAGGGCC GGCCAGAAGA 1140 

CCTGGAGTTC ACAGACATGG GTGGCAATGT GTACATCCTC ACGGGCAAGG TGGAGGCAGA 1200 

GTTTGAGCTG CTGACTGTGG AGGAGGCCGA GAAACGGCCA GTGGGGAAGG GGCGGAAGCA 1260 

GCCAGAGCCT CTGGAGAAAC CCAGCCGCCC CAAAACTTCC TTCAACTGGT TTGTGAACCC 1320 

GCTGAAGACC TTTGTCTTCT TCATCTGGCG CCGGTACTGG CGCACCCTGG TGCTGCTGCT 13 80 

ACTGGTGCTG CTCACCGTCT TCCTCCTCCT GGTCTTCTAC ACCATCCCTG GCCAGATCAG 1440 

CCAGGTCATC TTCCGTCCCC TCCACAA GTG A CTCTCGCTG ACCTTGGACA CTCACCCAGG 1500 

GTGCCAACCC TTCAATGCCT GCTCCTGGAA GTCTTTCTTA CCCATGTGAG CTACCCCAGA 1560 
GTCTAGTGCT TCCTCTGAAT AAACCTATCA CAGCCACTG 



A78 Protein sequence: 

Gene name: hypothetical protein FLJ13459 



867 



WO 03/042661 



PCT/US02/36810 



Unigene number: none found 

Probeset Accession #: XM_047266 

Protein Accession 8 s xp2o47266 

Signal sequence: none found 

Transmembrane domains: 291-313 

C2 domain: 27-86 

Cellular Localization: plasma membrane / ER 



1 11 21 31 41 51 

I I I I I I 

MWIDIFPQDV PAPPPVDIKP RQPISYELRV VIWNTEDWL DDENPLTGEM SSDIYVKSWV 60 
KGLEHDKQET DVHFNSLTGE GNPNWRPVFR FDYLPTEREV SVWRRSGPFA LEEAEFRQPA 120 
VLVLQVWDYD RISANDFLGS LELQLPDMVR GARGPELCSV QLARNGAGPR CNLFRCRRLR 180 
GWWPWKLKE AEDVEREAQE AQAGKKKRKQ RRRKGRPEDL EFTDMGGNVY ILTGKVEAEF 240 
ELLTVEEAEK RPVGKGRKQP EPLEKPSRPK TSFNWFVNPL KTFVFFIWRR YWRTLVLLLL 300 
VLLTVFLLLV FYTIPGQISQ VIFRPLHK 



A79 DNA SEQUENCE 

Gene name: Homo sapiens mRNA; cDNA DKFZp434K0322 (from clone DKFZp434K0322) 

Unigene number: Hs. 161031 

Probeset Accession tf: AL137708 

Nucleic Acid Accession #: AL137708 

Coding sequence: 1315-1791 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I 1 I I 1 

GGCATTGATG CTGTGTGOGC GTGCGTGTGT GTGTGTGTGT GTGTGTGTGT GTGTGTGTGT 60 

GTGTGTGTGT GTCTGGAGTC ATGGCAGGGT CCCTTTCTGT CTGTCTCCTT GCTCTGCCCC 120 

AGACTGGGGG GCTGCAGAGG TGAGGGTATC TGGCCTCAAC AGCTGCTTAT TCCCGATGGG 180 

ATGGCCTGGG CTGGGCCCCT GAGGCCAGGC TGACTTGGAC ATGGCAAGAG GGGTCCCAGG 240 

CAAAGCAGGG GAGGCGCCAA TGTGGAGGAA CAGAGTCTCC TGGCTGGCTG 300 

GAGCGGGTGG AGTCAGGGAA GAGCTGAGCT GGGGAGTCAC CCTGGGCCTG 360 

GGGTCACCGT AGOCCCCATG TAGCACCCTG GTTCCCCTGC CTGTAGGTGA CAGGAGCCAG 420 

CCCAGCCAGG TGTGCTCCCT CCCCAGGCCC TAGGCAGGCG GGTACAGGGG CCAGCAGCTG 480 

CGCCCGCCCC ACCTTCCTTC CCACCCACAT GCCGAAGGGT GGCCAGGCAG GCAGGTGGAC 540 

GAGTCCAGGC AGCGGCTGAG TCAGTGTGTG TGGAATGTTC TGGCCGCTCC CAGCTGCACC 600 

CTGCCCCTAC CTGCCACCAC CTCACCTTCA TCCTCAGGCG CTGCGGCCCT GAGCCCCTGC 660 

CAGGAATGCA CCTTTAGCCC AGGCCTGCTC AGTGAGCTCC GCCGACAGCC AGCCCTGCTC 720 

CTCCCGCCAT GACCCTGCAG ACCCCTCTGG GCTTCCAAGT TCCTGGGGGC TGCAGTGAAC 780 

ATGCTCCACC TGCATGGCTG GCAAACCATG GTGGGCCCCA GCTGTGGTGC GTGCTGGGGT 840 

AGAGGCAAGG AAGTGATGGG ACCGCAGAGA TGAGACCCCC AGGGATGAGA TGGGACCCCC 900 

AGGCAGGGCC CAGGGTCCAG GGCCCAGGAG AGAGAAGCAG GGAGGGAGAG AGCTTCCTGG 960 

TGGAGGACGC ATCCTACAGT GGGGGCAAGG GTGCTCTGAG GTCCGGTGAA GGCAGGGACT 1020 

AGGCTGCCCA GGCCCTGCCT GCTTGGCTGG GGCTGGGGGC TGCTGGGAGG TGGCTGGGAG 1080 

GCTGGGCCTG GGCAGCTAAG CTGGAGCTTT GGCCAGGGTC CAGAGCCTCC CTCCCTTCAG 1140 

CTTCCTGCTG CACAGAACCC TCGCCCCTGG CCACCCCGTG CTGCCTCCTT GCCCTGGCAG 1200 

ACCCAGCACT GGCTGCTGCT AGTCAGATGG' GGTAGCGGGC AGGGGCCGGA GGGGCCACCC 1260 

TCCCAGCTGA CCCAGCCTCC TGGGCCGCTT CTTCCAAACC AGCAGGGTAG AAAGATGGGG 1320 

CACCCACCAG TCTCTCCCAG TGCCCCGGCC CCAGCTGGCA CCACAGCTAT ACCTGGGCTT 1380 

ATTCCAGACC TTGTCGCCGG GACCCCCTGT GAGTTGTGGG ATTCCCAAGA GGGGTGTGGG 1440 

GATAACCCAG CCAAGTGGGG GCTGCAGCTG TCCACAGATG CACTCAGCCT GGCCTCTACC 1500 

CCAGGGCCCC GCTGGGCTCT CATTGCCGGC GCCCTTGCCG CGGGCGTCCT CCTCGTCTCC 1560 

TGCCTCCTCT GTGCTGCCTG CTGCTGCTGC CGCCGCCACA GGAAGAAGCC CAGGGACAAG 1620 

GAGTCCGTGG GTCTGGGCAG TGCCCGCGGC ACCACCACCA CCCACCTGGT GAGGAGCGGC 1680 

TCCTTGCTCA CTCAGTCCAG AGAGGGCTTG AAATCCAGGC TCCAGAGCCC AGGGCAGCGA 1740 

GGCGAGTTCA GCCCCAGGGA TGGTTTAACC CCCACAGAGG CAGGGCG TTG AG GACCTTCC 1800 

TGGCAGGGAA AGTGGGTGAA CAGAGGTGAG AAGGAGGCCA TGCAACAGGG GCTGCCCCAT 1860 

GGGCCCGAGG GAGCCACAGC GGGTTCTTGA GOAAGGCAGG GGGTACCCCA GATGCCACGT 1920 

TTTGGGTGGG TTTGGCCGGT CTCACAGAGC GAAGCCGACG ATTTGTGCCT GTTGGGTGGC 1980 

CTGGCCTGGA GGCGGGGGGT CTTGACCCAT GTCATGCAAG GGCTGCCCGG GAGCCCAGGG 2040 

CTCTGATGAG GCATGATGTC AGCACCACCT GCCCCTTGTC CCAACTCACT CCAGGTGCAA 2100 

CCTGATGTGG ATGGCCTGGA GTCCAGCCCG GGGGATGCTC AGCAATGGGG GTGCCTGCAG 2160 

CTCTCCCTGG AGTTCGACTT TGGAAGCCAG GAGGTGAAGG GCOCCGCTGC GCAGGACCAG 2220 

OGGTTCTGCG AGTTTCCGGA AAGGGTGACG GGGGAAGGGC AGACCCCATG CCCTGGGTGG 2280 

TGGGGAGCTG ACAGGGCAGG GGCCCTTGGC TGAGCCCACC CCGCTGGCTC CCAGATCAGG 2340 

GTGGGCCTGA GGCAGGCAGC CGACCTGAGG CCTGGGGGCA CCGTGGACCC CTATGCCCGG 2400 

GTCAGCGTCT CCACCCAGGC CGGACACAGA CATGAGACAA AAGTGCACCG AGGCACGCTC 2460 

TGCCCCGTGT TTGACGAGAC CTGCTGCTTC CACGTGAGTC AGGGATGGTC GGCTGGGTGG 2520 

GCCTGGACGG CTGGATGGGC CTGGGCTGGG TGGGCCTGGG CAGCTGGGTG GGCCTGGGCA 2580 

GCTGGGTGGG CCTGAGCTAG GGCAGCAGGG CCTGGCTCAC GCCGCTGCCT CAGATCCCGC 2640 

AGGCGGAGCT GCCAGGGGCC ACCCTGCAGG TGCAGCTTTT CAACTTCAAG CGCTTCTCGG 2700 

GGCATGAGCC CCTGGGTGAG CTCCGTCTGC CACTGGGCAC CGTGGATCTG CAGCATGTTC 2760 

TGGAGCACTG GTACCTGCTG GGCCCGCCGG CTGCCACTCA GGTGAGGTGC TGGTCACCAG 2820 

GCCACAGCCC AAGGCAGAGC TGGCAGGGAC CCTGCCCTAT GGGCCATCGG AAAGACAGGC 2880 

CTGATGGGCA GCATTTTCGG GGGTCTGAGC CCCAACTCGG CCAGAATCAC CCTCCCGGGC 2940 

TGAAGCCCCT CTTGCTGCCC ACAGCCCGAG CAGGTCGGGG AGCTGTGCTT CTCTCTCCGG 3000 

TACGTGCCCA GCTCAGGCCG GCTGACCGTG GTGGTGCTGG AGGCTCGAGG CCTGCGTCCA 3060 

GGACTTGCAG AGCCCTACGT GAAGGTCCAG CTCATGCTGA ACCAGAGGAA GTGGAAGAAG 3120 

AGAAAGACAG CCACCAAAAA GGG CACGGCG GCCCCCTACT TCAATGAGGC CTTCACCTTC 3180 

CTGGTGCCCT TCAGCCAGGT CCAGAATGTG GACCTGGTGC TGGCTGTCTG GGACCGCAGC 3240 

CTGCCGCTCC GAACTGAGCC CGTAGGCAAG GTGCACCTGG GTGCCCGGGC CTCGGGGCAG 3300 
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CCCCTGCAGC ACTGGGCAGA CATGCTGGCC CACGCCCGGC GGCCCATTGC CCAGCGGCAC 3360 

CCCCTGCGGC CAGCCAGGGA GGTGGACCGC ATGCTGGCCC TGCAGCCCCG CCTTCGCCTG 3420 

CGCCTGCCCT TGCCCCACTC CTGAATGCAC CACATGCCTC TGTCTCCCCG CTGAGCCCAG 3480 
GCACTTGCCC AGGCCGCCCT GCAGGACCAC TGCAATAAAC GCCTTCTCCT GCC 



A80 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession ft t 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



Homo sapiens mRNA; cDNA DKFZp434K0322 (from clone DKFZp434K0322) 

Hs. 161031 

AL137708 

CAB70885 

none found 

69-85 

plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MGHPPVSPSA PAPAGTTAIP GLIPDLVAGT PCELWDSQEG CGDMPAKWGL QLSTDALSLA 
STPGPRWALI AGALAAQVLL VSCLLCAACC CCRRHRKKPR DKESVGLGSA RGTTTTHLVR 
SGSLLTQSRE GLKSRLQSPG QRGEFSPRDG LTPTEAGR 



60 
120 



A81 DNA SEQUENCE 
Gene name; 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession ft: 
Coding sequence: 



Cadherin 3, P-cadherin {placental) 

Hs.2877 

X63629 

X63629 

54-2543 {start and stop codons are underlined) 



1 11 21 31 41 51 

I I I I I I 

GCGGAACACC GGCCCGCCGT CGCGGCAGCT GCTTCACCCC TCTCTCTGCA GCCATGGGGC 60 

TCCCTCGTGG ACCTCTCGCG TCTCTCCTCC TTCTCCAGGT TTGCTQGCTG CAGTGCGCGG 120 

CCTCCGAGCC GTGCCGGGCG GTCTTCAGGG AGGCTGAAGT GACCTTGGAG GCGGGAGGCG 180 

CGGAGCAGGA GCCCGGCCAG GCGCTGGGGA AAGTATTCAT GGGCTGCCCT GGGCAAGAGC 240 

CAGCTCTGTT TAGCACTGAT AATGATGACT TCACTGTGCG GAATGGCGAG ACAGTCCAGG 300 

AAAGAAGGTC ACTGAAGGAA AGGAATCCAT TGAAGATCTT CCCATCCAAA CGTATCTTAC 360 

GAAGACACAA GAGAGATTGG GTGGTTGCTC CAATATCTGT CCCTGAAAAT GGCAAGGGTC 420 

CCTTCCCCCA GAGACTGAAT CAGCTCAAGT CTAATAAAGA TAGAGACACC AAGATTTTCT 480 

ACAGCATCAC GGGGCOGGGG GCAGACAGCC CCCCTGAGGG TGTCTTCGCT GTAGAGAAGG 540 

AGACAGGCTG GTTGTTGTTG AATAAGCCAC TGGACCGGGA GGAGATTGCC AAGTATGAGC 600 

TCTTTGGCCA CGCTGTGTCA GAGAATGGTG CCTCAGTGGA GGACCCCATG AACATCTCCA 660 

TCATCGTGAC CGACCAGAAT GACCACAAGC CCAAGTTTAC CCAGGACACC TTCCGAGGGA 720 

GTGTCTTAGA GGGAGTCCTA CCAGGTACTT CTGTGATGCA GGTGACAGCC ACAGATGAGG 780 

ATGATGCCAT CTACACCTAC AATGGGGTGG TTGCTTACTC CATCCATAGC CAAGAACCAA 840 

AGGACCCACA CGACCTCATG TTCACAATTC ACCGGAGCAC AGGCACCATC AGCGTCATCT 900 

CCAGTGGCCT GGACCGGGAA AAAGTCCCTG AGTACACACT GACCATCCAG GCCACAGACA 960 

TGGATGGGGA CGGCTCCACC ACCACGGCAG TGGCAGTAGT GGAGATCCTT GATGCCAATG 1020 

ACAATGCTCC CATGTTTGAC CCCCAGAAGT ACGAGGCCCA TGTGCCTGAG AATGCAGTGG 1080 

GCCATGAGGT GCAGAGGCTG ACGGTCACTG ATCTGGACGC CCCCAACTCA CCAGCGTGGC 1140 

GTGCCACCTA CCTTATCATG GGCGGTGACG ACGGGGACCA TTTTACCATC ACCACCCACC 1200 

CTGAGAGCAA CCAGGGCATC CTGACAACCA GGAAGGGTTT GGATTTTGAG GCCAAAAACC 1260 

AGCACACCCT GTACGTTGAA GTGACCAACG AGGCCCCTTT TGTGCTGAAG CTCCCAACCT 1320 

CCACAGCCAC CATAGTGGTC CACGTGGAGG ATGTGAATGA GGCACCTGTG TTTGTCCCAC 1380 

CCTCCAAAGT CGTTGAGGTC CAGGAGGGCA TCCCCACTGG GGAGCCTGTG TGTGTCTACA 1440 

CTGCAGAAGA CCCTGACAAG GAGAATCAAA AGATCAGCTA CCGCATCCTG AGAGACCCAG 1500 

CAGGGTGGCT AGCCATGGAC CCAGACAGTG GGCAGGTCAC AGCTGTGGGC ACCCTCGACC 1560 

GTGAGGATGA GCAGTTTGTG AGGAACAACA TCTATGAAGT CATGGTCTTG GCCATGGACA 1620 

ATGGAAGCCC TCCCACCACT GGCACGGGAA CCCTTCTGCT AACACTGATT GATGTCAACG 1680 

ACCATGGCCC AGTCCCTGAG CCCCGTCAGA TCACCATCTG CAACCAAAGC CCTGTGCGCC 1740 

ACGTGCTGAA CATCACGGAC AAGGACCTGT CTCCCCACAC CTCCCCTTTC CAGGCCCAGC 1800 

TCACAGATGA CTCAGACATC TACTGGACGG CAGAGGTCAA CGAGGAAGGT GACACAGTGG 1860 

TCTTGTCCCT GAAGAAGTTC CTGAAGCAGG ATACATATGA CGTGCACCTT TCTCTGTCTG 1920 

ACCATGGCAA CAAAGAGCAG CTGACGGTGA TCAGGGCCAC TGTGTGCGAC TGCCATGGCC I960 

ATGTCGAAAC CTGCCCTGGA CCCTGGAAAG GAGGTTTCAT CCTCCCTGTG CTGGGGGCTG 2040 

TCCTGGCTCT GCTGTTCCTC CTGCTGGTGC TGCTTTTGTT GGTGAGAAAG AAGCGGAAGA 2100 

TCAAGGAGCC CCTCCTACTC CCAGAAGATG ACACCCGTGA CAACGTCTTC TACTATGGCG 2160 

AAGAGGGGGG TGGCGAAGAG GACCAGGACT ATGACATCAC CCAGCTCCAC CGAGGTCTGG 2220 

AGGCGAGGCC GGAGGTGGTT CTCCGCAATG ACGTGGCACC AACCATCATC CCGACACCCA 2280 

TGTACCGTCC TAGGCCAGOC AACCCAGATG AAATCGGCAA CTTTATAATT GAGAACCTGA 2340 

AGGCGGCTAA CACAGACCCC ACAGCCCCGC CCTACGACAC CCTCTTGGTG TTCGACTATG 2400 

AGGGCAGCGG CTCCGACGCC GCGTCCCTGA GCTCCCTCAC CTCCTCCGCC TCCGACCAAG 2460 

ACCAAGATTA CGATTATCTG AACGAGTGGG GCAGCCGCTT CAAGAAGCTG GCAGACATGT 2520 

ACGGTGGCGG GGAGGACGAC TAGGCGGCCT GCCTGCAGGG CTGGGGACCA AACGTCAGGC 2580 

CACAGAGCAT CTCCAAGGGG TCTCAGTTCC CCCTTCAGCT GAGGACTTCG GAGCTTGTCA 2640 

GGAAGTGGCC GTAGCAACTT GGCGGAGACA GGCTATGAGT CTGACGTTAG AGTGGTTGCT 2700 

TCCTTAGCCT TTCAGGATGG AGGAATGTGG GCAGTTTGAC TTCAGCACTG AAAACCTCTC 2760 

CACCTGGGCC AGGGTTGCCT CAGAGGCCAA GTTTCCAGAA GCCTCTTACC TGCCGTAAAA 2820 

TGCTCAACCC TGTGTCCTGG GCCTGGGCCT GCTGTGACTG ACCTACAGTG GACTTTCTCT 2880 

CTGGAATGGA ACCTTCTTAG GCCTCCTGGT GCAACTTAAT TTTTTTTTTT AATGCTATCT 2940 

TCAAAACGTT AGAGAAAGTT CTTCAAAAGT GCAGCCCAGA GCTGCTGGGC CCACTGGCCG 3000 

TCCTGCATTT CTGGTTTCCA GACCCCAATG CCTCCCATTC GGATGGATCT CTGCGTTTTT 3060 

ATACTGAGTG TGCCTAGGTT GCCCCTTATT TTTTATTTTC CCTGTTGCGT TGCTATAGAT 3120 
GAAGGGTGAG GACAATCGTG TATATGTACT AGAACTTTTT TATTAAAGAA A 



869 



WO 03/042661 



PCT/US02/36810 
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A82 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domain: 

Cellular localization: 



Cadherin 3, P-cadherin (placental) 

Hs.2877 

X63629 

CAA4S177 

1-24 

659-675 (second underlined sequence) 
plasma membrane 



MGLPRGPLAS 
QEPALFSTDN 
KGPFPQRLNQ 
YELFGHAVSE 
DEDDAIYTYN 
TDMDGDGSTT 
AWRATYLIMG 
PTSTATIWH 
DPAGWLAMDP 
VNDHGPVPEP 
TWLSLKKFL 
GAVLALLFLL 
GLEARPEWL 
DYEGSGSDAA 



11 
I 

LLLLQVCWLQ 
DDFTVRNGET 
LKSNKDRDTK 
NGASVEDPMN 
GWAYSIHSQ 
TAVAWEILD 
GDDGDHPTIT 
VEDVNEAPVF 
DSGQVTAVGT 
RQITICNQSP 
KQDTYDVHLS 
LVLLJjLVRKK 
RNDVAPTIIP 
SLSSLTSSAS 



21 
I 

CAASEPCRAV 
VQERRSLKER 
IFYSITGPGA 
ISIIVTDQND 
EPKDPHDLMF 
ANDNAPMFDP 
THPESNQGIL 
VPPSKWEVO 
LDREDEQFVR 
VRHVLNITDK 
LSDHGNKEQL 
RKIKEPLLLP 
TPMYRPRPAN 
DQDQDYDYLN 



31 
I 

FREAEVTLEA 
NPLKIFPSKR 
DSPPEGVFAV 
HKPKFTQDTF 
TZHRSTGTIS 
QKYEAHVPEN 
TTRKGLDFEA 
EGIPTGEPVC 
NNIYEVMVLA 
DLSPHTSPFQ 
TVIRATVCDC 
EDDTRDNVFY 
PDEIGNFIIE 
EWGSRFKKLA 



41 


51 




1 

GGAEQEPGQA 


1 

LGKVFMGCPG 


60 


ILRRHKRDWV 


VAPISVPENG 


120 


EKETGWLLLN 


KPLDREEIAK 


180 


RGSVLEGVLP 


GTSVMQVTAT 


240 


VISSGLDREK 


VPEYTLTIQA 


300 


AVGHEVQRLT 


VTDLDAPNSP 


360 


KNQHTLYVEV 


TNEAPFVLKL 


420 


VYTAEDPDKE 


KQKISYRILR 


480 


MDNGSPPTTG 


TGTLLLTLID 


540 


AQXiTDDSDIY 


WTAEVNEEGD 


600 


HGHVETCPGP 


WKGGFILPVL 


660 


YGEEGGGEED 


QDYDITQLHR 


720 


NLKAANTDPT 


APPYDTLLVF 


780 


DMYGGGEDD 







A83 PNA SEQUENCE 

Gene name: putative G-protein coupled receptor 
Unigene number: Hs.16085 
Probeset Accession #: F07953 
Nucleic Acid Accession #: NMJ>16334 

Coding sequence: 104-1471 (underlined sequences correspond to start and stop codons) 



1 
I 

AGCACCTGGG 
GGGGAGTGGG 
CTCCAGCATC 
GCGCCAATTG 
GACGTTTGCA 
GAATAGCAGC 
GGTTTTCATG 
TAAACAACGA 
ACTAGGAGAT 
CATCAGCCGG 
TGTCAACTGC 
TCTAGCCCTG 
GATGGCAATG 
TTTCTGGGGA 
TATTCAACAQ 
TGATCTATAT 
TAATTTTCrr 
CAATATTGTT 
TGTGAATTAT 
TCTTGTTGGA 
CTTTTATGCC 
AATGGGCATG 
CCGCACCATA 
TGATGTGATC 
ACAGGCACCA 
CAGTGGTTTC 
ATAAACAAAC 
AGGTGATACT 
ACAATACTCA 
CCAAGAAACT 
TGAGCCAAAC 
TTGAGATTGA 



11 
I 

AAAAGGCAGA 
AAGTGGAGGC 
ATGATTACCT 
TTTAAAGACT 
TTTTCTTGCA 
TCCCGTTATT 
GTGCCTTTTT 
CTGCTTTTTT 
CCCTTTCCCA 
GTTGGTGTGA 
CCATACACTT 
GAACGGCGAC 
GCACGGAGAA 
ATGATAAAAA 
GAAGTGGATG 
GCTACCAAGG 
GGTTACTTTT 
TTTGATCGAG 
CTGGGAATCC 
ATAATCATCG 
ATCTCTAGCA 
TACTTTGTCT 
ATCACTGAAG 
TTCCTGGTCA 
GAGAAGCAAA 
AAAATTTAGA 
AAAATGCTAT 
ATGACCATGA 
GCAGAGAGCA 
AAAGGTGAAA 
ACGTAGGATT 
CTCATTAAAA 



21 31 

I I 
CCGTGTGAGG GGGCCTGTGG 
AGGAGCCTTC CTTACACTTC 
CCCAAATACT ATTTTTTGGA 
ATGAGATACG TCAGTATGTT 
CCATGTTTGA GCTCATCATC 
TTCACTGGAA AATGAACCTG 
ACATTGGCTA TTTTATTGTG 
CCTGTCTCTT ATGGCTGACC 
TTCTCAGCCC AAAACATGGG 
TTGGAGTGAC TCTCATGGCT 
ACATGTCTTA CTTCCTCAGG 
TGCTGCAAAC CATGGATATG 
CAATGTTCCA GAAGGGGGAA 
GTGTTACCAC TTCAGCATCA 
CTTTGGAAGA ATTAAGCAGG 
AGAGAATAGA ATACTCCAAA 
TCTCTATTTA CTGTGTTTGG 
TTGGGAAAAC GGATCCTGTC 
AATTTGATGT GAAGTTTTGG 
TCACATCCAT CAGAGGATTG 
GTAAGTCCTC CAATGTCATT 
CCTCTGTGCT GCTGATCCGA 
TCCTTGGAGA ACTGCAGTTC 
GCGCTCTCTC TAGCATACTC 
TGGCACCTTG AAC TTAAG CC 
TATAAGAGGG GGGAAAAATG 
GGTAGCATTT TTCACCTTCA 
GTAGCATCAG CCAGAACATG 
TCCCGTGTGG ATATGAGGCT 
AATACACTGG AACTCTGGGG 
TCCGTTTTAA GGTTCACATG 
TCAGAGACTG T 




GTACAGGTGA 
TTTGAAATCT 
TGCGTAATTC 
AGCAATATCC 
TTTATGTATT 
ATCTTATCCA 
CTTCTTTCTG 
AATGTGACTG 
ATCATAAGCA 
GTGCATAACA 
GGAAGTGAAA 
CAGCTTTTTC 
ACCTTCAAGG 
AAAATTTTCA 
ACAAGAGGCA 
TCCCAACACA 
CTGATCACTC 
GTOCTGCTAT 
ATGAGTATGC 
AACTTCTATC 
TTCCTCTATT 
TACTACAGAC 
GAACCAGGGC 
TAGCATACTC 
AGAGGGAGAA 
GGTGTAGAGG 
CAAGACATGT 
GAAAAGGTTA 



51 
I 

CTGTGGCCTC 
TCCTGATOGA 
TTTTCTTCAT 
TCTTCTCCGT 
TAGGAGTATT 
TGCTGATCCT 
GACTACTGCA 
TCTTCTGGAA 
TAGAACAGCT 
GATTTGGTGC 
ACACAGATAT 
AAAAGAAAAG 
AACCATCAGG 
ATCTTACTCT 
TGGAAACAGC 
GGAAATATTT 
TGGCTACCAT 
TTGAGATCAC 
TTTCCTTCAT 
TTACCAAGTT 
TAGCACAGAT 
CTTTAGAATA 
ACCGTTGGTT 
TGGCTCACAA 
TGTTAGAGGC 
CTGACATTTT 
CTTCCCCCTC 
CTAACTCAAG 
CGGAGAGGAG 
CTATGGTAGC 
TAGCTTTGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



A84 Protein sequence 
Gene name: 
75 Unigene number: 

Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
424-446 

80 Cellular Localization: 

l 11 21 



31 



putative G-protein coupled receptor 
Hs.16085 

NP__05741B.l 
none found 

5-27, 42-64, 76-98, 110-132, 144-166, 289-311, 342-364, 380-402, 
plasma membrane 
41 51 



870 



WO 03/042661 



PCT/US02/36810 



I I I I I I 

MSFLIDSSIM ITSQILFFGF GWLFFMRQLF KDYEIRQYW QVIFSVTFAF SCTMFELIIF 60 

EILGVLNSSS RYFHWKMNLC VILLILVFMV PFYIGYFIVS NIRLLHKQRL LFSCLLWLTF 120 

MYFFWKLGDP FPILSPKHGI LSIEQLISRV GVIGVTLMAL LSGPGAVNCP YTYMSYFLRN 180 

VTDTDILALE RRLLQTKDMI ISKKKRMAMA RRTMFQKGEV HNKPSGFWGM IKSVTTSASG 240 

SENLTLIQQE VDALEELSRQ LFLETADLYA TKERIEYSKT FKGKYFNFLG YFFSIYCWnC 300 

IFMATINIVF DRVGKTDPVT RG1EITVNYL GIQFDVKFWS QHISFILVGI IIVTSIRGLL 360 

ITLTKFPYAI SSSKSSNVIV LLLAQIMGMY FVSSVLLIRM SMPXjEYRTII TEVLGELQFN 420 
FYHRWFDVIF LVSALSSILF LYLAHKQAPE KQMAP 

ASS DNA SEQUENCE : 

Gene name: TTK protein kinase 

Unigene number: Hs. 169840 

Probeset Accession ft: M86699 

Nucleic Acid Accession #: NM_003318 

Coding sequence: 1026-3551 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I * I I I I 

GGAATTCCTT TT m TTTTT TTTGAGATGG AGTTTCACTC TTGTTGGCCA GGCTGGAGTG 60 

CAATGGCACA ATCTCAGCTT ACTGCAACCT CCGCCTCCCG GGTTCAAGCG ATTCTCCTGC 120 

CTCAGCCTCT CAAGTAGCTG GGATTACAGG CATGTGCCAC CACCCCTGGC TAACTAATTT 180 

CTTTTCTATT TAGTAGAGAT GGGGTTTCAC CATGTTGGTC AGGCrGGTCT TGAACTCCTG 240 

ACCTCAGGTG ATCCACTTGC CTTGGCCTCC CAAAGTGCTA GGATTACAGC CGTGAAACTG 300 

TGCCTGGCTG ATTCTTTTTT TGTTGTTGGA TTTTTGAAAC AGGGTCTCCC TTGGTCGCCC 360 

AGGCTGGAGT GCAGTGGTGC GATCTTGGCT CACTATAACC TCCACCTCCT GGTTTCAAGT 420 

GATCCTCCCA CTTTAGCCTC CTGAGTAGCT GTGATTACAG GCGTGCACCA CCACACCCGG 480 

CTAATTTTTG TATTTTTATT AGAGACAGGG TTTCACCATG TTGGCCAGGC TGTTCTCAAA 540 

CTCCTGGACT CAAGGGATCC GCCTGCCTCC ACTTCCCAAA GTCCCGAGAT TACAGGTGTG 600 

AGTCACCATG CCTGACCTTA TAATTCTTAA GTCATTTTTT CTGGTCCATT TCTTCCTTAG 660 

GGTCCTCACA ACAAATCTGC ATTAGGCGGT ACAATAATCC TTAACTTCAT GATTCACAAA 720 

AGGAAGATGA AGTGATTCAT GATTTAGAAA GGGGAAGTAG TAAGCCCACT GCACACTCCT 780 

GGATGATGAT CCTAAATCCA GATACAGTAA AAATGGGGTA TGGGAAGGTA GAATACAAAA 840 

TTTGGTTTAA ATTAATTATC TAAATATCTA AAAACATTTT TGGATACATT GTTGATGTGA 900 

ATGTAAGACT GTACAGACTT CCTAGAAAAC AGTTTGGGTT CCATCTTTTC ATTTCCCCAG 960 

TGCAGTTTTC TGTAGAAATG GAATCCGAGG ATTTAAGTGG CAGAGAATTG ACAATTGATT 1020 

CCATAATGAA CAAAGTGAGA GACATTAAAA ATAAGTTTAA AAATGAAGAC CTTACTGATG 1080 

AACTAAGCTT GAATAAAATT TCTGCTGATA CTACAGATAA CTCGGGAACT GTTAACCAAA 1140 

TTATGATGAT GGCAAACAAC CCAGAGGACT GGTTGAGTTT GTTGCTCAAA CTAGAGAAAA 1200 

ACAGTGTTCC GCTAAGTGAT GCTCTTTTAA ATAAATTGAT TGGTCGTTAC AGTCAAGCAA 1260 

TTGAAGCGCT TCCCCCAGAT AAATATGGCC AAAATGAGAG TTTTGCTAGA ATTCAAGTGA 1320 

GATTTGCTGA ATTAAAAGCT ATTCAAGAGC CAGATGATGC ACGTGACTAC TTTCAAATGG 1380 

CCAGAGCAAA CTGCAAGAAA TTTGCTTTTG TTCATATATC TTTTGCACAA TTTGAACTGT 1440 

CACAAGGTAA TGTCAAAAAA AGTAAACAAC TTCTTCAAAA AGCTGTAGAA CGTGGAGCAG 1500 

TACCACTAGA AATGCTGGAA ATTGCCCTGC GGAATTTAAA CCTCCAAAAA AAGCAGCTGC 1560 

TTTCAGAGGA GGAAAAGAAG AATTTATCAG CATCTACGGT ATTAACTGCC CAAGAATCAT 1620 

TTTCCGGTTC ACTTGGGCAT TTACAGAATA GGAACAACAG TTGTGATTCC AGAGGACAGA 1680 

CTACTAAAGC CAGGTTTTTA TATGGAGAGA ACATGCCACC ACAAGATGCA GAAATAGGTT 1740 

ACCGGAATTC ATTGAGACAA ACTAACAAAA CTAAACAGTC ATGCCCATTT GGAAGAGTCC 1800 

CAGTTAACCT TCTAAATAGC CCAGATTGTG ATGTGAAGAC AGATGATTCA GTTGTACCTT 1860 

GTTTTATGAA AAGACAAACC TCTAGATCAG AATGCCGAGA TTTGGTTGTG CCTGGATCTA 1920 

AACCAAGTGG AAATGATTCC TGTGAATTAA GAAATTTAAA GTCTGTTCAA AATAGTCATT 1980 

TCAAGGAACC TCTGGTGTCA GATGAAAAGA GTTCTGAACT TATTATTACT GATTCAATAA 2040 

CCCTGAAGAA TAAAACGGAA TCAAGTCTTC TAGCTAAATT AGAAGAAACT AAAGAGTATC 2100 

AAGAACCAGA GGTTCCAGAG AGTAACCAGA AACAGTGGCA AGCTAAGAGA AAGTCAGAGT 2160 

GTATTAACCA GAATCCTGCT GCATCTTCAA ATCACTGGCA GATTCOGGAG TTAGCCCGAA 2220 

AAGTTAATAC AGAGCAGAAA CATACCACTT TTGAGCAACC TGTCTTTTCA GTTTCAAAAC 2280 

AGTCACCACC AATATCAACA TCTAAATGGT TTGACCCAAA ATCTATTTGT AAGACACCAA 2340 

GCAGCAATAC CTTGGATGAT TACATGAGCT GTTTTAGAAC TCCAGTTGTA AAGAATGACT 2400 

TTCCACCTGC TTGTCAGTTG TCAACACCTT ATGGCCAACC TGCCTGTTTC CAGCAGCAAC 2460 

AGCATCAAAT ACTTGCCACT CCACTTCAAA ATTTACAGGT TTTAGCATCT TCTTCAGCAA 2520 

ATGAATGCAT TTCGGTTAAA GGAAGAATTT ATTCCATATT AAAGCAGATA GGAAGTGGAG 2580 

GTTGAAGCAA GGTATTTCAG GTGTTAAATG AAAAGAAACA GATATATGCT ATAAAATATG 2640 

TGAACTTAGA AGAAGCAGAT AACCAAACTC TTGATAGTTA CCGGAACGAA ATAGCTTATT 2700 

TGAATAAACT ACAACAACAC AGTGATAAGA TCATCCGACT TTATGATTAT GAAATCACGG 2760 

ACCAGTACAT CTACATGGTA ATGGAGTGTG GAAATATTGA TCTTAATAGT TGGCTTAAAA 2820 

AGAAAAAATC CATTGATCCA TGGGAACGCA AGAGTTACTG GAAAAATATG TTAGAGGCAG 2B80 

TTCACACAAT CCATCAACAT GGCATTGTTC ACAGTGATCT TAAACCAGCT AACTTTCTGA 2940 

TAGTTGATGG AATGCTAAAG CTAATTGATT TTGGGATTGC AAACCAAATG CAACCAGATA 3000 

CAACAAGTGT TGTTAAAGAT TCTCAGGTTG GCACAGTTAA TTATATGCCA CCAGAAGCAA 3060 

TCAAAGATAT GTCTTCCTCC AGAGAGAATG GGAAATCTAA GTCAAAGATA AGCCCCAAAA 3120 

GTGATGTTTG GTCCTTAGGA TGTATTTTGT ACTATATGAC TTACGGGAAA ACACCATTTC 3180 

AGCAGATAAT TAATCAGATT TCTAAATTAC ATGCCATAAT TGATCCTAAT CATGAAATTG 3240 

AATTTCCCGA TATTCCAGAG AAAGATCTTC AAGATGTGTT AAAGTGTTGT TTAAAAAGGG 3300 

ACCCAAAACA GAGGATATCC ATTCCTGAGC TCCTGGCTCA TCCATATGTT CAAATTCAAA 3360 

CTGATCCAGT TAACCAAATG GCCAAGGGAA CCACTGAAGA AATGAAATAT GTTCTGGGCC 3420 

AACTTGTTGG TCTGAATTCT CCTAACTCCA TTTTGAAAGC TGCTAAAACT TTATATGAAC 3480 

ACTATAGTGG TGGTGAAAGT CATAATTCTT CATCCTCCAA GACTTTTGAA AAAAAAAGGG 3540 

GAAAAAA ATG AT TTGCAGTT ATTCGTAATG TCAGATAGGA GGTATAAAAT ATATTGGACT 3600 

GTTATACTCT TGAATCCCTG TGGAAATCTA CATTTGAAGA CAACATCACT CTGAAGTGTT 3660 

ATCAGCAAAA AAAATTCAGT GAGATTATCT TTAAAAGAAA ACTGTAAAAA TAGCAACCAC 3720 

TTATGGCACT GTATATATTG TAGACTTGTT TTCTCTGTTT TATGCTCTTG TGTAATCTAC 3780 

TTGACATCAT TTTACTCTTG GAATAGTGGG TGGATAGCAA GTATATTCTA AAAAACTTTG 3840 



871 



WO 03/042661 



PCT/US02/36810 



TAAATAAAGT TTTGTGGCTA AAATGA 



A86 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains 
Protein Kinase Domain 
Cellular Localization 



TTK protein kinase 

Hs. 169840 
HB6699 
NP_003309 
none found 
none found 
S10-775 

cytoplasmic and nuclear 



1 
I 

MNKVRDIKNK 
VPLSDALLNK 
ANCKKPAPVH 
EEEKKNLSAS 
NSLRQTNKTK 
SGNDSCELRN 
PEVPESNQKQ 
PPISTSKWFD 
QILATPLQNL 
LKEADNQTLD 
KSIDPWERKS 
SWKDSQVGT 
IINQISKLHA 
PVNQMAKGTT 
K 



11 
I 

FKNEDLTDBL 
LIGRYSQAIE 
ISFAQFELSQ 
TVLTAQESFS 
QSCPFGRVPV 
LKSVQNSHFK 
WQAKRKSECI 
PKSICKTPSS 
QVLASSSANE 
SYRNEIAYLN 
YWKNML.EAVH 
VNYMPPEAIK 
IIDPNHEIEP 
EEMKYVLGQL 



21 
I 

SLNKISADTT 
ALPPDKYGQN 
GNVKKSKQLL 
GSLGHLQNRN 
NLLNSPDCDV 
EPLVSDEKSS 
NQNPAASSNH 
NTLDDYMSCP 
CISVKGRIYS 
KLQQHSDKI1 
TIHQHG1VHS 



PDIPEKDLQD 
VGLNSPNSIL 



31 
I 

DNSGTVNQIM 
ESFARIQVRF 
QKAVERGAVP 
NSCDSRGQTT 
KTDDSWPCF 
ELIITDSITL 
WQIPBLARKV 
RTPWKNDFP 
ILKQIGSGGS 
RLYDYEITDQ 
DLKPANFLIV 
SKSKISPKSD 
VLKCCLKRDP 
KAAKTLYEHY 



41 
I 

MMANNPEDWL 
AELKAIQEPD 
LEMLEIALRN 
KARFLYGENM 
MKRQTSRSEC 
KNKTESSLLA 
NTEQKHTTFE 
PACQLSTPYG 
SKVFQVLNEK 
YIYMVMECGN 
DGMLKLIDFG 
VWSLGCILYY 
KQRISIPELL 



51 
I 

SLLLKLEKNS 
DARDYFQMAR 
LNLQKKQLLS 
PPQDAEIGYR 
RDLWPGSKP 
KLEETKEYQE 
QPVPSVSKQS 
QPACFQQQQH 
KQIYAIKYVN 
1DLNSHLKKK 
IAKQMQPDTT 
MTYGKTPFQQ 
AHPYVQIQTH 
SKTFEKKRGK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



A87 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



bone morphogenetic protein 7 (osteogenic protein 1) (BMP 7) 

Hs. 170195 

BE616633 

NM_001719 

123-1418 (underlined sequences correspond to start and stop codons) 



GGGCGCAGCG 
CTGCCACCTG 
C GATG CACGT 
CCCTGTTCCT 
GCTTCATCCA 
CCATTTTGGG 
CCATGTTCAT 
GCCAGGGCTT 
GCCTGCAAGA 
TGGAACATGA 
TTTCCAAGAT 
ACATCCGGGA 
AGCACTTGGG 
AGGAGGGCTG 
GGCACAACCT 
AGTTGGCGGG 
TCTTCAAGGC 
GCCAGAACCG 
AGAACAGCAG 
GAGACCTGGG 
AGGGGGAGTG 
AGACGCTGGT 
AGCTCAATGC 
ACAGAAACAT 
TTGGGGCCAA 
CTGCCTTTTG 
AAACATGAGC 
TCCTACAAGC 
GCCGGGCCAG 
TTATGAGCGC 
GGGCACATTG 
CAATAAAACG 



GGGCCCGTCT 

GCGCTCACTG 
GCTGCGCTCC 
CCGGCGCCTC 
CTTGCCCCAC 
GCTGGACCTG 
CTCCTACCCC 
TAGCCATTTC 
CAAGGAATTC 
CCCAGAAGGG 
ACGCTTCGAC 
CAGGGAATCG 

GGGCCTGCAG 
CCTGATTGGG 
CACGGAGGTC 
CTCCAAGACG 
CAGCGACCAG 
CTGGCAGGAC 
TGCCTTCCCT 
CCACTTCATC 
CATCTCCGTC 
GGTGGTCCGG 
GTTTTTCTGG 
TGAGACCTTC 
AGCATATGGC 
TGTGCAGGCA 
GTCATTGGCT 
CTACCAGCCA 
GTGTCTGTGC 
AATGAATG 



21 
I 

GCAGCAAGTG 

GGCCOGGAGC 1 

CGAGCTGCGG 

GCCCTGGCCG 

CGCAGCCAGG . 

CGCCCGCGCC 

TACAACGCCA 

TACAAGGCCG 

CTCACCGACG 

TTCCACCCAC i 

GAAGCTGTCA 

AATGAGACGT 

GATCTCTTCC 

GACATCACAG 

CTCTCGGTGG 



CACTTCCGCA 
CCCAAGAACC 
AGGCAGGCCT 
TGGATCATCG 
CTGAACTCCT 
AACCCGGAAA 
CTCTACTTCG 
GCCTGTGGCT 
ATCCTCCATT 
CCCTCCCTAT 
TTTTGATCAG 
AAACCTAGCA 
GGGAAGTCTC 
GGCCACCCAG 
GAAAGGAAAA 



CCCCAACTTT 
TTTTTCAGTG 
GGAAAAAAAA 
AGCCATGCAC 
CCGTGGGAGG 
TTGACCCGGA 



41 

I 

GGGACGGCCG 
GGTAGCGCGT 
CTTCGTGGCG 
GGACAACGAG 
GATGCAGCGC 
GGGCAAGCAC 
GGAGGGCGGC 
CCAGGGCCCC 
CATGAGCTTC 
TCGAGAGTTC 
ATTCCGGATC 
CGTTTATCAG 
CCGTACCCTC 
CCACTGGGTG 
TGGGCAGAGC 
GCAGCCCTTC 
CACGGGGAGC 
GCGGATGGCC 
CGAGCTGTAT 
CTACGCCGCC 
CACCAACCAC 
GCCCTGCTGT 
CAACGTCATC 
CCTCCGAGAA 
GCCAGGAACC 
AAAGGTGTGA 
GCAGCATCCA 
ACAAOGCATA 
GGACTOGTTT 
AAGGGGGCGT 
AGTTCCTGTA 




GTCAATCCGC 
ATCAACCCCA 
ATGGTGGCTT 
AAACAGCGCA 
AACGTGGCAG 
GTCAGCTTCC 
TACTACTGTG 
GCCATCGTGC 
GCGCCCACGC 
CTGAAGAAAT 
TTCAGACCCT 
AGCAGACCAA 
GAGTATTAGG 
ATGAACAAGA 
AAGAAAAATG 
CCAGAGGTAA 
GGCAAGGGGT 
ATAAATGTCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



AB8 Protein sequence: 

Gene name: bone morphogenetic protein 7 (osteogenic protein 1) (BMP7) 



Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Pfam domains: 
Transmembrane domains: 
Cellular Localization: 



Hs. 170195 
BE616633 
NP_001710.1 
1-30 

TGFb^propeptide 137-281] 

none found 

secreted 



872 



WO 03/042661 



PCT/US02/36810 



1 11 21 31 41 51 

I I I I 1 I 

MHVRSLRAAA PHSFVALWAP LFLLRSALAD FSLDNEVHSS FIHRRLRSQE RREMQREILS 60 

ILGLPHRPRP HLQGKHNSAP MFMLDLYNAM AVEEGGGPGG QGFSYPYKAV FSTQGPPLAS 120 

LQDSHFLTDA DMVMSFVNLV EHDKEFFHPR YHHREFRFDL SKIPEGEAVT AAEFRIYKDY 180 

IRERFDNETF RISVYQVLQE HLGRESDLFL LDSRTLWASE EGWLVFDITA TSNHWWNPR 240 

HNLGLQLSVE TLDGQSINPK LAGLIGRHGP QNKQPFMVAF FKATEVHFRS IRSTGSKQRS 300 

QNRSKTPKNQ EALRMANVAE NSSSDQRQAC KKHELYVSFR DLGWQDWIIA PEGYAAYYCE 360 

GECAFPLNSY MNATNHAIVQ TLVHFINPET VPKPCCAPTQ LNAISVLYFD DSSNVILKKY 420 
RNMWRACGC H 

A99 DNA SEQUENCE: 

Gene name: Homo sapiens mRNA; cDNA DKFZp56401763 (from clone DKFZp56401763> 

Unigene number: Hs.27373 

Probeset Accession #: F13036 

Nucleic Acid Accession #: AC012478 

Coding sequence: 1-1896 (underlined sequences correspond to start and atop codons) 



ATGCGCGCCG 
GCTCCOGCCG 
GGCGAGTCGC 
GCGGCGGGCG 
ATTTCCATCC 
TTTACCACCC 
AAGAAGACAC 
CTAAATGAAG 
TCCTTGCCGG 
GTGCCCCCAC 
GGTGGAATCA 
TCAGCTGCAA 
GAAACCAAAA 
TCAGACTGTC 
TTTGGGCATC 
CTGAATCTCA 
GCCAGGTGCT 
CCTTGGTGGC 
AGTACCTTGG 
AGAGCAGTGA 
GCCCTAGAGA 
ACCCATCCTG 
AGGGTGTTTC 
TGCCTTTTGG 
ATCTGTCTCC 
GTCCTTGCGT 
AAACGAGGGC 
GCGAACCTGC 
CACCCTGGAG 
GATGGCAGAT 
TGTGAGAGGC 
TCCCCCCGAC 



11 
I 

TGCCGCTGCC 
CCCGCGCCAG 
GGCCACCGCC 
GCAGCGGCAG 
TCCTCCGCGA 
TCCTCATCGC 
GCAAGTATGA 
AGGATGATGA 
CTGCACTGAG 
CCTTCATCCT 
GACCTGGTAA 
CCTGGGGTGT 
CGAACGTTAT 
ACTGGCAAGC 
CCTTTAAAGT 
TGGAAAAGCT 
TGCCACTGGT 
ACTTCAGCGC 
GCTTGGATGT 
CTAAGGTTCT 
GTGGGTTTCC 
TCAGGTTGGC 
GGCGTCCGCG 
TTTTGAAGAT 
CCTGCTGTGC 
CATTTGAGCA 
CCAGTGGGCA 
AGACAATTCC 
GAGACTTGGA 
GCCAGAAGAT 
TCACAGGTTC 
AGCCCCTGTT 



21 
I 

CGCCCCGCTC 
CAGAGCCGAG 
CGGCCCGGGG 
CTCCAGCTCC 
CCTACCCACC 
CTGCCTGCTG 
TATCATCACC 
AGATGAGGAC 
ACGTCAGCTG 
CGACATTGAC 
AACCTGTTTC 
GAAGGACTGG 
GTATAAAACC 
TCGTTTCCAC 
GCCCCCTACT 
GGATTCCTCT 
CCTGGCAGAA 
CACAGGCTCT 
TTTCTGTGGT 
CCAGGGTAGC 
CCATCATCTC 
TCGTTCAGAT 
GCAGTCTCTG 
TCTGTTGAGG 
CGTGGAACAC 
GAGCCCACAA 
ATTGACCAGA 
AGATACCCAA 
TGGGGTGGCA 
GGTCCTGATG 
CCATCACTTC 
TCTGTCCAGG 



31 
1 

CTGCCGCTGC 
TCCGTCTCCG 
CCCGGGAACA 
AACAGCAGTG 
CTCAAGGCAG 
CTGCGCGTCT 
ACTCCAGCAG 
TCCACAGTAT 
CCAGGGTGCC 
CTTCCAGCAA 
CCAGCCTGGT 
ACCTGGAAGC 
CCAGCTCCAT 
GTCACCACAA 
TCTACTCCCC 
GCCTTACGCA 
ATGGCGGCTG 
CCAATAAAAA 
GCCGGCCAGC 
TCTTTCTCCA 
AGGCTTCTCA 
GCCCGGGGAC 
CATGGCGGAG 
CGCCATCCTC 
CTACGGGAAG 
AAGGCAGCTG 
CACACATGCC 
GGCCAGGAAG 
AATTTCTATT 
TCTGAGGAAG 
TCCAGCCATT 
CCCTGA 



41 
I 

TGCTGCTCGC 
CGCCGTGGCC 
CCACCCGGTT 
GCGACGCCTT 
CCGTGATCGT 
TCAGGTCGGG 
AGCGAGTGGA 
TCGACATCAA 
AGACGCTACT 
GATGCAGTGG 
GGCATCCTGT 
CCTCTTGCGT 
CGTGCGTGTC 
TGGAGTTGCT 
ATGGTTTTCG 
GAAACACCCG 
CTGAAAGTGA 
CCCTTTACAC 
GGGGCACCTT 
AACAGCTGCG 
GAGAGTGTCC 
AAGCCAGCCT 
GGTCAGCGGG 
ACCTTGACCT 
CCAAGAGAAG 
CTGCCCACGG 
CTGGCTGGGG 
GCCCACGTGA 
TGGAGGAAGA 
GGCCACCTAG 
CCAAGTCTTG 



51 
I 

GCTCCTGGCC 
CGAACCCGAG 
TGGGTCTGGG 
GGTGACCCGC 
GGCGTTCGCC 
AAAGAGGTTA 
AATGGCGCCA 
ATACAGAGTG 
GACAGTTCCT 
AAGGCCTGAT 
GGAAAGTTGG 
CGGAGGTGTT 
AGGCATCTGC 
TCTGCCACCC 
ACAACTGCAG 
GGCTCCATCT 
CCTTCCAAAT 
ACAAACCATG 
TTGTGAAGAC 
CTGGAAGCCA 
TCCGCTGAGC 
GACGGGGAGG 
TACCGCAACT 
CTTCTACAAA 
CTCAGTGACT 
GGAGCCTGTC 
GATCACACAT 
GGATGTCACT 
GGGTTTCCAG 
TTTGACAGGA 
GTCCTTCCTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 



A90 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



Homo sapiens mRNA; 

H6. 27373 

F13036 

FGENESH predicted 
1-27 

94-115, 448-469 
not determined 



cDNA DKPZp56401763 (from clone DKFZp56401763 ) 



1 11 21 31 41 51 

i I I I I I 

MRAVPLPAPL LPLLLLAJLLA APAARASRAE SVSAPWPEPE RBSRPPPGPG PGNTTRFGSG 60 

AAGGSGSSSS NSSGDALVTR 1SILLRDLPT LKAAVIVAFA FTTLLIACLL LRVFRSGKRL 120 

KKTRKYDIIT TPAERVEMAP LNEEDDEDKD STVFDIKYRV SLPAALRRQL PGCQTLLTVP 180 

VPPPFILDID LPARCSGRPD GGIRPGKTCF PAWWHPVBSW SAATWGVKDW TWKPSCVGGV 240 

ETKTNVMYKT PAPSCVSGIC SDCHWQARFH VTTMELLLPP FGHPFKVPPT STPHGFRQLQ 300 

LNLMEKLDSS ALRRNTRAPS ARCLPLVLAE MAAAESDLPN PWWHFSATGS PIKTLYTQTM 360 

STLGLDVFCG AGQRGTFCED RAVTKVLQGS SFSKQLRWKP ALESGFPHHL RLLRECPPLS 420 

THPVRLARSD ARGQASLTGR RVFRRPRQSL HGGGSAGTAT CLLVLKILLR RHPHLDLFYK 480 

ICLPCCAVEH LREAKRSSVT VLASFEQSPQ KAAAAHGEPV KRGPSGQLTR HTCPGWGITH 540 

ANLQTIPDTQ GQEGPREDVT HPGGDLDGVA NFYLEEEGFQ DGRCQKMVLM SEEGPPSLTG 600 
CERLTGSHHF SSHSKSWSFL SPRQPLFLSR P 

EWING 



A91 DNA SEQUENCE 

Gene name: G protein-coupled receptor 64 
Unigene number: Hs. 184 942 



873 



WO 03/042661 



PCT/US02/36810 



Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



AA43SS77 
NM_00S756 

73-3117 (underlined sequences correspond to start and stop codons) 



5 

1 11 21 31 41 SI 

I I I I I I 

AGCCAGCCCG AGGACGCGAG CGGCAGGTGT GCACAGAGGT TCTCCACTTT GTTTTCTGAA 60 
CTCGCGGTCA GGATGGTTTT CTCTGTCAGG CAGTGTGGCC ATGTTGGCAG AACTGAAGAA 120 
10 GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTGTC TTCATGTCGT TCTGGTAACA ISO 
TCCCTGGAAG AAGATACTGA TAATTCCAGT TTGTCACCAC CACCTGCTAA ATTATCTGTT 240 
GTCAGTTTTG CCCCCTCCTC CAATGAGGTT GAAACAACAA GCCTCAATGA TGTTACTTTA 300 
AGCTTACTCC CTTCAAACGA AACAGAAAAA ACTAAAATCA CTATAGTAAA AACCTTCAAT 360 
GCTTCAGGCG TCAAACCCCA GAGAAATATC TGCAATTTGT CATCTATTTG CAATGACTCA 420 
15 GCATTTTTTA GAGGTGAGAT CATGTTTCAA TATGATAAAG AAAGCACTGT TCCCCAGAAT 480 
CAACATATAA CGAATGGCAC CTTAACTGGA GTCCTGTCTC TAAGTGAATT AAAACGCTCA 540 
GAGCTCAACA AAACCCTGCA AACCCTAAGT GAGACTTACT TTATAATGTG TGCTACAGCA 600 
GAGGCCCAAA GCACATTAAA TTGTACATTC ACAATAAAAC TGAATAATAC AATGAATGCA 660 
TGTGCTGCAA TAGCCGCTTT GGAAAGAGTA AAGATTCGAC CAATGGAACA CTGCTGCTGT 720 
20 TCTGTCAGGA TACCCTGCCC TTCCTCCCCA GAAGAGTTGG GAAAGCTTCA GTGTGACCTG 780 
CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCACGTGGCC CACCATTTTC TTCCA GCCAA 840 
TCCATCCCAG TGGTGCCTCG GGCCACTGTG CTTTCCCAGG TCCCCAAAGC TACCTCTTTT 900 
GCTGAGCCTC CAGATTATTC ACCTGTGACC CACAATGTTC CCTCTCCAAT AGGGGAGATT 960 
CAACCCCTTT CACCCCAGCC TTCAGCTCCC ATAGCTTCCA GCCCTGCCAT TGACATGCCC 1020 
25 CCACAGTCTG AAACGATCTC TTCCCCTATG CCCCAAACCC ATGTCTCCGG CACCCCACCT 1080 
CCTGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTGCGAATGT CAACACTACC 1140 
AGCGCACCTC CTGTCCAGAC AGACATCGTC AACACCAGCA GTATTTCTGA TCTTGAGAAC 1200 
CAAGTGTTGC AGATGGAGAA GGCTCTGTCC TTGGGCAGCC TGGAGCCTAA CCTCGCAGGA 1260 
GAAATGATCA ACCAAGTCAG CAGACTCCTT CATTCCCCGC CTGACATGCT GGCCCCTCTG 1320 
30 GCTCAAAGAT TGCTGAAAGT AGTGGATGAC ATTGGCCTAC AGCTGAACTT TTCAAACACG 1380 
ACTATAAGTC TAACCTCCCC TTCTTTGGCT CTGGCTGTGA TCAGAGTGAA TGCCAGTAGT 1440 
TTCAACACAA CTACCTTTGT GGCCCAAGAC CCTGCAAATC TTCAGGTTTC TCTGGAAACC 1500 
CAAGCTCCTG AGAACAGTAT TGGCACAATT ACTCTTCCTT CATCGCTGAT GAATAATTTA 1560 
CCAGCTCATG ACATGGAGCT AGCTTCCAGG GTTCAGTTCA ATTTTTTTGA AACACCTGCT 1620 
35 TTGTTTCAGG ATCCTTCCCT GGAGAACCTC TCTCTGATCA GCTACGTCAT ATCATCGAGT 1680 
GTTGCAAACC TGACCGTCAG GAACTTGACA AGAAACGTGA CAGTCACATT AAAGCACATC 1740 
AACCCGAGCC AGGATGAGTT AACAGTGAGA TGTGTATTTT GGGACTTGGG CAGAAATGGT 1800 
GGCAGAGGAG GCTGGTCAGA CAATGGCTGC TCTGTCAAAG ACAGGAGATT GAATGAAACC 1860 
ATCTGTACCT GTAGCCATCT AACAAGCTTC GGCGTTCTGC TGGACCTATC TAGGACATCT 1920 
40 GTGCTGCCTG CTCAAATGAT GGCTCTGACG TTCATTACAT ATATTGGTTG TGGGCTTTCA 1980 
TCAATTTTTC TGTCAGTGAC TCTTGTAACC TACATAGCTT TTGAAAAGAT CCGGAGGGAT 2040 
TACCCTTCCA AAATCCTCAT CCAGCTGTGT GCTGCTCTGC TTCTGCTGAA CCTGGTCTTC 2100 
CTCCTGGACT CGTGGATTGC TCTGTATAAG ATGCAAGGCC TCTGCATCTC AGTGGCTGTA 2160 
TTTCTTCATT ATTTTCTCTT GGTCTCATTC ACATGGATGG GCCTAGAAGC ATTCCATATG 2220 
45 TACCTGGCCC TTGTCAAAGT ATTTAATACT TACATCCGAA AATACATCCT TAAATTCTGC 2280 
ATTGTCGGTT GGGGGGTACC AGCTGTGGTT GTGACCATCA TCCTGACTAT ATCCCCAGAT 2340 
AACTATGGGC TTGGATCCTA TGGGAAATTC CCCAATGGTT CACCGGATGA CTTCTGCTGG 2400 
ATCAACAACA ATGCAGTATT CTACATTACG GTGGTGGGAT ATTTCTGTGT GATATTTTTG 2460 
CTGAACGTCA GCATGTTCAT TGTGGTCCTG GTTCAGCTCT GTCGAATTAA AAAGAAGAAG 2520 
50 CAACTGGGAG CCCAGCGAAA AACCAGTATT CAAGACCTCA GGAGTATCGC TGGCCTTACA 2580 
TTTTTACTGG GAATAACTTG GGGCTTTGCC TTCTTTGCCT GGGGACCAGT TAAOGTGACC 2640 
TTCATGTATC TGTTTGCCAT CTTTAATACC TTACAAGGAT TTTTCATATT CATCTTTTAC 2700 
TGTGTGGCCA AAGAAAATGT CAGGAAGCAA TGGAGGCGGT ATCTTTGTTG TGGAAAGTTA 2760 
CGGCTGGCTG AAAATTCTGA CTGGAGTAAA ACTGCTACTA ATGGTTTAAA GAAGCAGACT 2820 
55 GTAAACCAAG GAGTGTCCAG CTCTTCAAAT TCCTTACAGT CAAGCAGTAA CTCCACTAAC 2880 
TCCACCACAC TGCTAGTGAA TAATGATTGC TCAGTACACG CAAGCGGGAA TGGAAATGCT 2940 
TCTACAGAGA GGAATGGGGT CTCTTTTAGT GTTCAGAATG GAGATGTGTG CCTTCACGAT 3000 
TTCACTGGAA AACAGCACAT GTTTAACGAG AAGGAAGATT CCTGCAATGG GAAAGGCGGT 3060 
ATGGCTCTCA GAAGGACTTC AAAGOGGGGA AGCTTACACT TTATTGAGCA AATGTGATTC 3120 
60 CTTTCTTCTA AAATCAAAGC ATGATGCTTG ACAGTGTGAA ATGTCCAATT TTACCTTTTA 3180 
CACAATGTGA GATGTATGAA AATCAACTCA TTTTATTCTC GGCAACATCT GGAGAAGCAT 3240 
AAGCTAATTA AGGGGGATGA TTATTATTAC AAGAAGAAAC CAAGACATTA CACCATGGTT 3300 
TTTAGACATT TCTGATTTGG TTTCTTATCT TTCATTTTAT AAGAAGGTTG GTTTTAAACA 3360 
ATACACTAAG AATGACTCCT ATAAAGAAAA CAAAAAAAGG TAGTGAACTT TCAGCTACCT 3420 
65 TTTAAAGAGG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGCCTG 3480 
TTGGTGAGTT TAGTTGTGCA TGCCTTTGTT GTATATAAGC TAAATTCTAG TGACCCATGT 3540 
GTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACTGTGTAA ATGTATTCCT 3600 
TTGTAGAATC ATGGTTGTTT TGTCTCACGT GATAATTCAG AAAATCCTTG CTCGTTCCGC 3660 
AAATCCTAAA GCTCCTTTTG GAGATGATAT AGGATGTGAA ATACAGAAAC CTCAGTGAAA 3720 
70 » TCAAGAAATA ATGATCOCAG CCAGACTGAG AAAATGTAAG CAGACAGTGC CACAGTTAGC 3780 
TCATACAGTG CCTTTGAGCA AGTTAGGAAA AGATGCCCCC ACTGGGCAGA CACAGCCCTA 3840 
TGGGTCATGG TTTGACAAAC AGAGTGAGAG ACCATATTTT AGCCCCACTC ACCCTCTTGG 3900 
GTGCACGACC TGTACAGCCA AACACAGCAT CCAATATGAA TACCCATCCC CTGACCGCAT 3960 
CCCCAGTAGT CAGATTATAG AATCTGCACC AAGATGTTTA GCTTTATACC TTGGCCACAG 4020 
75 AGAGGGATGA ACTGTCATCC AGACCATGTG TCAGGAAAAT TGTGAACGTA GATGAGGTAC 4080 
ATACACTGCC GCTTCTCAAA TCCCCAGAGC CTTTAGGAAC AGGAGAGTAG ACTAGGATTC 4140 
CTTCTCTTAA AAAGGTACAT ATATATGGAA AAAAATCATA TTGCCGTTCT TTAAAAGGCA 4200 
ACTGCATGGT ACATTGTTGA TTGTTATGAC TGGTACACTC TGGCCCAGCC AGAGCTATAA 4260 
TTGTTTTTTA AATGTGTCTT GAAGAATGCA CAGTGACAAG GGGAGTAGCT ATTGGGAACA 4320 
80 GGGAACTGTC CTACACTGCT ATTGTTGCTA CATGTATCGA GCCTTGATTG CTCCTAGTTA 4380 
TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA GCAGTGCCTC AAGTACATCC 4440 
TTATTAGGAA CATTTCAAAC CCCTTTTAGT TAAGTCTTTC ACTAAGGTTC TCTTGCATAT 4500 
ATTTCAAGTG AATGTTGGAT CTCAGACTAA CCATAGTAAT AATACACATT TCTGTGAGTG 4560 
CTGACTTGTC TTTGCAATAT TTCTTTTCTG ATTTATTTAA TTTTCTTGTA TTTATATGTT 4620 

874 



WO 03/042661 



PCT/US02/36810 



AAAATCAAAA ATGTTAAAAT CAATGAAATA AATTTGCAGT TAAGA 



10 
15 
20 
25 
30 



A92 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession ft: 
Signal sequence: 
GPS domain: 

Transmembrane domains: 
Cellular Localization: 



G protein- coupled receptor 64 

Hs. 184942 

NP_005747 . 1 

1-38 

564-615 

624-646, 660-682, 688-710, 733-755, 
plasma membrane 



783-805, 828-850, 858-880 



1 
I 

MVFSVRQCGH 
PSSNEVETTS 
GEIMFQYDKE 
TLNCTFTIKL 
VCLADHPRGP 
PQPSAPIASS 
VQTD1VNTSS 
LKWDDIGLQ 
NSIGTITLPS 
TVRNLTRNVT 
SHLTSFGVLL 
ILIQLCAALL 
VKVFNTYIRK 
AVFYITWGY 
ITWGFAFFAW 
NSDWSKTATN 
NGVSFSVQNG 



11 
I 

VGRTEEVLLT 
LNDVTLSLLP 
STVPQNQHIT 
NNTMNACAAI 
PPSSSQSIPV 
PAIDMPPQSE 
ISDLENQVLQ 
LNFSNTTISL 
SLMNNLPAHD 
VTLKHINPSQ 
DLSRTSVLPA 
LLNLVFLLDS 
YILKFCIVGW 
PCVIPLLNVS 
GPVNVTFHYL 
GLKKQTVNQG 
DVCLHDFTGK 



21 



FKIFLVIICL 
SNETEKTKIT 
NGTLTGVLSL 
AALERVKIRP 
VPRATVLSQV 
TISSPMPQTH 
MEKALSLGSL 
TSPSLALAVI 
MELASRVQFN 
DELTVRCVFW 
QMMALTFITY 
WIALYKMQGL 
GVPAVWTII 
MFIWLVQLC 
FAIPNTLQGF 
VSSSSNSLQS 
QHMFNEKEDS 



31 

1 

HWLVTSLEE 
IVKTFNASGV 
SELKRSELNK 
MEHCCCSVRI 
PKATSFABPP 
VSGTPPPVKA 
EPNLAGEMIN 
RVNASSFNTT 
PFETPALFQD 
DLGRNGGRGG 
IGOGIiSSIFli 
CISVAVFLHY 
LTISPDNYGL 
RIKKKKQLGA 
FIFIFYCVAK 
SSNSTNSTTL 
CNGKGRMALR 



41 
I 

DTDNSSLSPP 
KPQRNICNLS 
TLQTLSETYF 
PCPSSPEELG 
DYSPVTHNVP 
SFSSPTVSAP 
QVSRLLHSPP 
TFVAQDPANL 
PSLENLSLIS 
WSDNGCSVKD 
SVTLVTYIAF 
PLLVSFTWMG 
GSYGKFPNGS 
QRKTSIQDLR 
ENVRKQWRRY 
LVNNDCSVHA 
RTSKRGSLHF 



51 
I 

PAKLSWSFA 
SICNDSAFFR 
IMCATAEAQS 
KLQCDLQDPI 
SPIGEIQPLS 
ANVNTTSAPP 
DMLAPLAQRL 
QVSLETQAPE 
YVISSSVANL 
RRLNETICTC 
EKIRRDYPSK 
LEAFHMYLAL 
PDDFCWINNN 
S1AGLTFLLG 
LCCGKLRLAE 
SGNGN ASTER 
IEQM 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



Fibrosis 



35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A93 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probe set Accession # : 
Nucleic Acid Accession 8: 
Coding sequence: 



EGF- like -domain; multiple 6 

Hs. 12844 

N67551 

KM_015507 

241-1902 (underlined sequences correspond to start and stop codons) 



CCGCAGAGGA 
CGCCCCTGCC 
CGAGTGGAGC 
GGGTCCGGCC 
ATGCCTCTGC 
GGGAACGCGG 
TGTCACTATG 
TGTGAAGCTA 
AGATGCTTTC 
AAACCCCGGC 
CTCAGTGGCC 
ATAAACTGTC 
TCAGGACTCC 
GGTAAAGTCA 
AAATGTCACA 
AAXGAATGTA 
GGGTCCTTCA 
ATCCCTGAAA 
AAGAAGTTGC 
CCAGAACCCA 
ATAGTTTCCA 
GAGGGGCTTG 
AGCCTGCGAG 
CTGGTCCAAA 
GACTGCAGCT 
TGGAATCCTG 
GGTCACAAGA 
AACTTCTGTT 
TTTGTGAAAA 
TGGAAGACAG 
GAAGCAGAAC 
TCAGGCTTAT 
TTGACTTTGT 
TTAGAATTAC 
TCTTGTATAA 
TTTCTGAATC 
CAGTATATCT 
TAGAAAAAAA 
TATGACATCA 
TGTATATTTA 



11 
I 

GCCTCGGCCA 
GCGGTGCCTG 
GGAGGACCCG 
GGCGCCCTCC 
CCTGGAGCCT 
CCAGTGCAAG 
GAACTAAACT 
CATGCGAACC 
CAGGATACAC 
CATGCCAACA 
ACATGCTCAT 
AGTACAGCTG 
GCCTGGCCCC 
TCTGTCCCTA 
TTGGTTTCGA 
CTATGGATAG 
AGTGTAAATG 
ATTCTGTGAA 
TTGCTCACAA 
CCAGGACTCC 
GAGGCGGGAA 
AGGATGAGAA 
GAGATGTGTT 
GGAAAGCGCT 
TCAATCATGG 
CTGATCGAGA 
AAGACATTGG 
TGCTCTTTGA 
ACAGTAACAA 
GGAAAATTCA 
GTGGCAAGGG 
GTCCAGATAG 
ATGTCAGTTC 
TAGCTGAAAA 
GATATGCCAA 
TTTCCACATT 
GATTTGTATA 
AGCACAGAGA 
AAGATAGACT 
AATTCTTTGT 



ATTGTAATGT 
TATTTGCTTT 
ATATTATAAA 
AGTAAGTTGA 
AATGTTTAAC 
TTTGCCTAAG 
AATAATAATA 



31 
I 

GGCGCCCCCA 
CCAGACTGCA 
GAGAGAGGAG 
TCAGGAGGAG 
CTGCTGCTCT 
TTGTTAGCAT 
TACGGCTGGA 
TTTGGTGAGT 
TGCAGTCAAG 
AATACACACG 
ACGTGTGTGA 
GAAGAAGGGC 
GACTGTCTA0 
TGTGTGAACA 
ATCAGTGGAC 
AGCCACCATG 
TATAAAGGCA 
AGAGCACCTG 
AAAAAGAAGG 
GTGAACTTGC 
GGTAAAAAAG 
AAAGCCCTGA 
GTGAATGAAG 
CTGGAACATA 
TGGAAACAGG 
GGCTTCTATA 
CTTCTCCTAC 
GCCGGAGACA 
TGGGAGAAGA 
GGAACTGATG 
GAAATCGCAG 
GTGGATGACT 
TTGATATTGC 
ACCAACAGAA 
AAATATCATA 
ATATGGAAAT 
TGAGCTTCTC 
TGTTTGACTC 
TGGCTTAGCT 
TCCAAATCAT 



41 
I 

GCCCCTCCCC 
GGGACAGCAC 
GCGGCGGCTT 
GAAGGAGGAC 
CCTGGGTGGC 
CGGCACGTCA 
GAAGAAACAG 
GCGTGGGACC 
ATGTGAATGA 
GAAGCTACAA 
ACTCTAGGAC 
CACAGTGCCT 
ATATTGATGA 
CATTTGGAAG 
GATATGACTG 
CCAATTGCTT 
ATGGACTTCG 
GTACCATCAA 
CAAAAATTAA 
AGCCCTTCAA 
GGAATGAAGA 
AGAATGACAT 
CAGGTGAATT 
AAGATTTAAA 
ATAGAGAAGA 
TGGCAGTTCC 
CTGACCTGCA 
AAGTCGGGAA 
CCACGAGTGA 
CTACCAAAAG 
TGGATGGCGT 
GAATGTTACT 
ATCATAGGAC 
ATATTATTGT 
TCACTGTATC 
GTCAGTTTAT 
TCTACAACAT 
TTATGATACT 
GGGTCTTTCA 
CAAAAAAAAA 



51 
I 

AGGCCGCGAG 
CCGGTAACTG 
AGCTGCTACG 
CCGTGCGAGA 
AGGTGGTTTC 
GCCTGGGGTC 
CAAGGGAGTC 
AAACAAATGC 
GTGTGGAATG 
GTGCTTTTGC 
ATGTGCCATG 
GTGTCCATCC 
ATGTGCCTCT 
CTACTACTGC 
TATAGATATA 
CAATACCCAA 
GTGTTCTGCT 
AGACAGAATC 
AAATGTTACC 
CTATGAAGAG 
GAAAATGAAA 
AGAGGAGCGA 
CGGCCTGATT 
TATCTCGGTT 
TGATTTTGAC 
GGCCTTGGCA 
ACCCCAAAGC 
ACTTCGAGTG 
GGATGAAAAG 
CATCATTTTT 
CTTGCTTGTT 
ATCTTTATAT 
CTCTGGCATT 
AAGATGCCTT 
TTCTCAGTCA 
CTCCCCTCCT 
TTCTAGAAAA 
TCTTGGAAAC 
TAGCCAAACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



875 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 

35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



A94 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains : 
MAM domain: 
EGP domain: 

Cellular Localization: 



EGF- like- domain; 

Hs. 12844 

N67551 

NP 056322.2 

1-21 

none found 
402-546 
80-259 
secreted 



multiple 6 



1 
I 

MPLPWSLALP 
CEATCEPGCK 
LSGHMLMPDA 
GKVICPYNRR 
GSPKCKCKQG 
PEPTRTPTPK 
SLRGDVFFPK 
WNPADRDNAI 
FVKNSNNALA 
SGLCPDSLLS 



11 
I 

LLLSWVAGGP 
FGECVGPNKC 
TCVNSRTCAM 
CVNTFGSYYC 
YKGNGLRCSA 
VNLQPFNYEE 
VNEAGEPGLI 
GFYMAVPALA 
WEKTTSEDEK 
VDD 



21 
I 

GNAASARHHG 
RCFPGYTGKT 
INCQYSCEDT 
KCHIGPELQY 
IPENSVKEVL 
IVSRGGKSHG 
LVQRKALTSK 
GHKKDIGRLK 
WKTGKIQLYQ 



31 
I 

LLASARQPGV 
CSQDVNECGM 
EEGPQCLCPS 
ISGRYDCIDI 
RAPGTIKDRI 



41 

I 

CHYGTKLACC 
KPRPCQHRCV 
SGLRLAPNGR 
NECTMDSHTC 
KKLLAHKNSM 



LEHKDLNISV 
LLLPDLQPQS 
GTDATKSIIF 



DCSFNHGICD 
NFCLLFDYRL 
EAERGKGKTG 



51 
I 

YGWRRNSKGV 
NTHGSYKCFC 
DCLDIDECAS 
SHHANCFNTQ 
KKKAKIKNVT 
KALKNDIEER 
WKQDREDDFD 
AGDKVGKLRV 
EIAVDGVLLV 



60 
120 
180 
240 
300 
360 
420 
480 
540 



GLIOBLASTOMA 
A95 DMA SEQUENCE 

Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 



ESTS 

Hs. 293616 
AW043782 
none found 



Coding sequence t 38-1075 (underlined sequence corresponds to start and stop codon) 



AGCAACGACG 
CCTGCTGCTG 
GTGCAACATA 
GTGTGACGGG 
GTCGAAATGT 
CTTCOGGTGC 
AAACCCTCTG 
GAGCTTCATC 
AAGTTCTCAA 
TTACCCCAGC 
CCTGCTGGCA 
GCACCGGCTG 
CTGCAACGTC 
GAATGCGTCG 
TGCGTGGTAT 
CGACCTGCCC 
CAGCAGCCTC 
GGGCACTGCT 
AGTTATTCCA 
TGCTCATGGG 
AACTATCTCT 
TGACATGATC 
CACCCTCATT 
AAATAGGCTG 
CGCTGGACCC 
ATGATCTAAC 
ATCAAAACCT 
AAGAAAACTT 
AAGGACTCTG 
CTCATTCTGA 
GAGCCCCTCC 
TACACCTGCC 
ACCTGCCCGT 
GTATGTCCCT 
CTOCAAAGTT 
ACTGGTTTCT 
CTGCACTGTG 
GGTCAGGGTC 
AGACAATTTG 
TGAAACAGTG 
AGCTGTCTCT 
ACACCCTTGC 
ACATTTGTGC 
AGAGGGACTC 
TTCTCTGTGT 
AGGTGTTGTT 
CCACTCCGGG 
AACCTGTTTG 



11 
I 

CCGGGCAGCG 
AGCAGCGCCG 
CCAGGCAACT 
CTGCCTGACT 
GGCCCAACCT 
AATGGGTTTG 
CTTTGCTCCA 
TGCGATGGAC 
GAACCCGGCA 
ATCACCTATG 
CTGGTCTTGC 
CAGCACCCTG 
ACCTACAACG 
GAAGTAGGCT 
GACCTTCCTC 
CCCTACCGCT 
CTGAGCGTGG 
GAGCCCAGGG 
AAGTCCATAT 
AAGCTCTTTA 
GCATTCCCCT 
TGTTGTGCGT 
TTTCACATTA 
GGAGAGAGCA 
AATTCTCTCT 
CAGGAGGCCA 
GCTTTGCACA 
TGGACGTGAG 
AAACCATCTA 
GAGCTTTCCT 
CATGAGTTTA 
CTGGCTCTAC 
AGCCAAGGAA 
GTGGCCCACA 
CCCTTAACAC 
ATCACAGGTG 
CAOGCTCCTC 
AGGCCTCTCC 
GAGTCAAGAT 
TGTTTGTTTT 
TTTTTTGTTT 
CCCGCTGAGC 
ATTGTTGCAC 
CTCTCTCCCT 
CCAGTCAGCC 
TGGCAAGAAA 
CAGCTGTCAC 
ACGCTAATTA 



21 
! 

GGAGCGGCGG 
CGGAGAGCCA 
TCATGTGCAG 
GCTTCGACAA 
TCTTCCCCTG 
AGGACTGTCC 
CCGCCCGCTA 
AGAATAACTG 
GTGGGCAGGT 
CCATCATCGG 
ACCACCAGCG 
TGCTGCTGTC 
TCAATAATGG 
CCCCACCCTC 
CACCGCCCTA 
CCCGGTCCGG 
AAGACACCAG 
ACTCTGAGCC 
GGGTTAATCT 
AGCACCTGTA 
CCTCCCCCAG 
CTTTTCTGTC 
TTCTGTTTCT 
ATGTTTCTGT 
GCTGGGTAGT 
TCACTGGATG 
ATCCTATTTG 
TAACACCCTT 
CCCTGTATAA 
CAGCAGCATA 
TCCAAGTTCT 
AGCCACTTAC 
TGAGGACCTA 
CCCAGCCTGT 
TTGCAAAGTC 
AGAGCCATGT 
TTCCCAAGGT 
CAACATCCCA 
TTTCCATTTG 
TTCCCTTCTA 
TTCCTTTAAC 
CCCGTGATAA 
TTTGAGGTTA 
CCGTGTATAG 
ACAGGGCCCG 
CCACACTGAC 
CCATTCAGAA 
AAACAGAGCC 



31 
I 

CCGCGCCATG 
GCTGCTCCCC 
CAATGGACGG 
GAGTGATGAG 
TGCCAGOGGC 
CGATGGCAGC 
CCACTGCAAG 
TCAAGACAAC 
GTTTGTGACT 
CAGCTCCGTC 
GAAGCGGAAC 
CCGCCTGGTG 
CATCCAGTAT 
CTACTCCGAG 
CTCTTCTGAC 
GAGTGCCAAC 
CCACAGCCCG 
CAGCCAGGGC 
GCTCTGACTT 
AGGATGTCTC 
ACTTCAGAGA 
AGGTCACTCT 
GTTGGAGAGA 
GCTATATTGG 
TACCTTATAG 
GTCACCCCCC 
ATGCCCCCAG 
CAGCAGTCGC 
ATTCTGGCTT 
TATCATCAGC 
CAGCTCCTAA 
CTGGTTTCTG 
ACTTGAGTTG 
CTTGCTCATT 
CTTTTTACCT 
TCAATACCTC 
CCCAATACCA 
GTAGTTTCTC 
GATCTATTTT 
GTTAAGGGAC 
AAGGTCCAAA 
CAAGTCACTC 
TTATTTATCA 
TCTCTATGTT 
CCTCCCTGCA 
TGATGAGGGG 
CTTCTTTCCG 
TGCAGGAAGT 



41 
I 

TGGCTGCTGG 
GGGAACAACT 
TGCATCCCGG 
AAGGAGTGCC 
ATCCATTGCA 
GATGAAGAGA 
AACGGCCTCT 
AGTGATGAGG 
TCAGAGAACC 
ATTTTTGTGC 
AACCTCATGA 
GTCCTGGACC 
GTGGCCAGCC 
GCCTTGCTGG 
ACGGAATCTC 
AGTGCCAGCT 
GGGCAGCCTG 
ACTGAAGAAG 
GTTGCCATTC 
AAGTTACAGT 
TGTTTTTCTG 
TCCCTTGGGA 
CAGCATATAA 
ATGCTCAGAA 
CATTTGGGGA 
CAAAAAAATT 
TTCAGCAGAG 
AACGTTATTT 
TAGAAATTTG 
CTCATCCTAA 
AATGCAGGCT 
GACTGTCACC 
GCCCAAAGTC 
CATGCAGCCT 
GTGCATTTGG 
CAGCAAGCTC 
GCACCTCTAG 
CTCTGAGACA 
AAATCTTTTA 
TATTTATATG 
GAAAGATGCA 
CAGACTAACC 
AGTTCTTGAA 
TGTGCTAGTT 
GGAATAAGGG 
TAAAATGGAA 
CAGCTGAAGA 
GGGGCTAAAG 



51 
I 

GGCCGCTGTG 
TCACCAATGA 
GCGCCTGGCA 
CCAAGGCTAA 
TCATTGGTCG 
ACTGCACAGC 
GTATTGACAA 
AAAGCTGTGA 
AACTTGTGTA 
TGGTGGTGGC 
CGCTGCCCGT 
ACCCCCACCA 
AGGCGGAGCA 
ACCAGAGGCC 
TGAACCAAGC 
CCCAGGCAGC 
GCCCCCAGGA 
T ATAAG TCCC 
TAACAATTTG 
TTGGGATATT 
GCGTCTCAGT 
CCCGAGATCA 
AACAGTATTG 
GTGCAGGAGA 
TTTGGGTTAG 
CCATTTGAGC 
TCAGTGGCCA 
TGGTTTTGTG 
CCCAAGAATG 
AATAGGCAGG 
GCCAAGACCC 
CTCCCAGCTG 
TGACCTGGCT 
CAACACTGGC 
ACTTGAGGAC 
TCCTGGCTCC 
TTAGAGTTAG 
CATGGGCAAG 
GAAATGCATT 
TGTATAGGAA 
AAAGGAGATC 
TGTGTGCCAG 
GGAAGCAGAA 
TTTCTTTTTT 
GTAAAACGTT 
CCAGGTAGAG 
AATGTTCAGT 
TGGCATTCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
I860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 



876 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



TGATCCTGTT 
AAGCTAGCCA 
AACGGAAAGG 
CTGAGTAATC 
CATTTCATCT 
TTTCTGGTGC 
GAGTTAATCT 
AGATAAGGGA 
TGATTTTTTT 
TTTTTGGGGG 
TTTTTAACTC 
AAAATAGTCT 
AGTTACACTG 
TTTTTAAAAA 
GAAAGGTTGT 
TTATACTTTC 
AAMMAAAAAC 
TGGGGCGGCG 
GAAACCCTGG 
GGAAACCGCA 
GGACTCAACC 



CTGTAGACTT 
CTGGTATTTT 
AACCTAGCTG 
CAATAAAGAA 
CCTGTGAGTC 
TCTGGAAGTT 
CACTCGCTTT 
TGCCTACTAA 
AATGAATGTT 
GAGGGGGTTT 
ATTCCAACCA 
CATCTCTTTT 
TGATGACTGG 
ATGCAACTAA 
GTGTOGTTGC 
TAATAAATTT 
AWYWTTGGGG 
GGGCCCACGT 
CCAAGAAAAA 
GAGTGTTGCG 
AGGAGGACCC 



TTCTTTCTTT 
GTTTTGTTTA 
CCTGTATCTT 
CTTTTGATGA 
AGAAGGGCTT 
GTTTAGAGGA 
TCTGCTTCCA 
TGCTTTTTTA 
TTTAAAAATA 
GTTTTCCAAC 
GGAAGCTTTT 
TTTCTCAAAT 
CCTATTACCT 
GTGGTTAATA 
TTTTTGTGTT 
GCAGTTTCAT 
GGGCTTGGGC 
AGGTACGGCG 
GGTGGCGAGA 
TAAACCACAC 
AAGGGAACCC 



TTTTAACCAA 
AAAAAAAAAA 
TCATTTTTAA 
CAGCCAGAAT 
TATTTCTCCC 
AAGAATTCTA 
GGCATCTTAG 
AAACAAACAG 
TATAAATAGG 
TCAAGATGGC 
TTATACATTG 
GAGATCCGTG 
GACTCAGCTC 
GTGTGTGACG 
TTGGTTAGGC 
TCTTTCTGTT 
CTCGGAAAAA 
ACCACGCGGG 
ATTCTCCACA 
CCGAAGAGAG 
GATAGAGTAC 



ATCCAAAGGA 
GAAAGAAAGA 
AATAGCACTT 
GTGTTAGAAC 
TTTGATGGGG 
ATTTTAATTA 
GAAAAACAAA 
GGACATTTTT 
ACACCAAAGC 
ACATTAGTGG 
CCTAAATCTA 
TTTTATTTTA 
CCTCTACCTT 
CTCAAAGTTA 
TTGGTTTTGT 
TGTGCAAAWG 
GTTTTTAACA 
CCCAAAOGGG 
CCAGAAAAAA 
AACTCAGAAG 
G 



TGTTACAGAA 
AAGAAAGAAA 
GAGTTATTTT 
TCTGGCTGAA 
CCCCTTCTTC 
ATTGCGCAGT 
TGGTTTTAGT 
ATTATAGATT 
GG CAGGGTTT 
CCAGCAATAT 
CGCCAACCAG 
GCATTAAATT 
GAAATTGACA 
ATGTAAACTG 
TTTTTAATTT 
GWMCTAMARM 
CCACTTCGGG 
ACCCCAGAAG 
ACGCGCCGGG 
CACACAAGCG 



2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3S40 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 



A96 Protein sequence; 
Gene name: 
Unigene number: 
Probeset Accession #i 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
LDLa domains: 
Cellular Localization: 



ESTs 

Hs. 293616 
AH043782 
none found 
1-17 
169-191 

28-66, 70-108, 112-149 
plasma membrane 



SI 



1 11 21 31 41 

I I I I I 

MWLLGPLCLL LSSAAESQLL PGNNFTNECN IPGNFMCSNG RCIPGAWQCD GLPDCFDKSD 
EKECPKAKSK CGPTPFPCAS GIHCIIGRFR CNGFEDCPDG SDEENCTANP LLCSTARYHC 
KNGLCIDKSF ICDGQNNCQD NSDEESCESS QEPGSGQVFV TSENQLVYYP SITYAIIGSS 
VIFVLWALL ALVLHHQRKR NNLMTLPVHR LQHPVLLSRL WLDHPHHCN VTYNVNNGIQ 
YVASQAEQNA SEVGSPPSYS EALLDQRPAW YDLPPPPYSS DTESLNQADL PPYRSRSGSA 
NSASSQAASS LLSVEDTSHS PGQPGPQEGT AEPRDSEPSQ GTEEV 



60 
120 
180 
240 
300 



LUNG 

A97 DMA SEQUENCE 

Gene name: putative GPCR, Weakly similar to dJ36S012.1 

Unigene number: Hs. 2 568 97 

Probeset Accession #: BE001836 

Nucleic Acid Accession #: BE001836 

Coding sequence: 1-2955 (underlined sequences correspond to start and stop codons) 



1 
I 

ATGGCCGTCA 
ATGTTAAGTA 
GGTTTAGGCC 
GGGAATATTO 
AACATAGATG 
GAGAAGTCAA 
GAATATCAGC 
AATTTTCTGA 
AGAGCAAAGG 
GACAGCTACA 
GCTGGAGCAC 
TGTGAGAGAA 
TTGAATTCAT 
AAAGCATATG 
AGCATCGTTG 
ATTGAACATG 
GGCTCTTTCA 
AAGGATGATG 
TGTGAGTCCT 
CTGAACAAGA 
GTGCAAAATC 
TCGGTGGTGT 
TCCAATTCAA 
GTAACCAACT 
ACATTAGAAA 
AAATTCATTG 
TATCAGATTA 
GGGTCAGACC 
CTGGGGAACA 



11 
I 

AATCTTTTTC 
TGATAGGGAT 
CACATAGCAC 
TTCACTCTAA 
CTTCCTCTTT 
ATTCTGACAC 
TGCTGCTTCA 
AGCTCTTGAA 
CTACCACAGA 
CCTGGTTTCC 
TCCCAAGCTG 
CAAAGATTTG 
CTTCTGCTAT 
AAAGAATTCA 
CTGGGTATGA 
TTGCCGAGAA 
GAGTGTTCGG 
AATATACCCT 
CTGGGTGGCA 
ATTTCAGTAT 
TTTCTGTCAT 
CGATTCTGAG 
CAATGGAGGA 
GGACAGTCTT 
ACATCAGCAC 
ACTGGAAAGG 
AAATGTGTCC 
AATTCCAGAG 
TTCTACCCGT 



21 
I 

CTTCAACACT 
CAGTGGCCCA 
TAAAGGTCTT 
AAAAGATGTT 
CCTGATTAGT 
AATCCAGCAA 
GGTGACCTAT 
GCCTCCATTA 
CTGCAACAGC 
TCCCTCATGC 
TGAATGTCAT 
GGGCACTTTC 
ATACTCCAAA 
AGGTTTTGAG 
AGTTGTTGGC 
GGCTAAGACA 
AAAAGCCCAG 
GCCCTGCAGC 
GGTCATCAGG 
GATTGTAGGC 
CATTCGGCAA 
CAATATTTCA 
TGTCATCAGT 
ACTGCGGGAA 
TCTGGTGCCT 
GATTCCAGTG 
CCAAAATACA 
ATCCCTTCCA 
TTCCAAAAAT 



31 
I 

GGGAATGATG 

CAACATGCAA 
TCTATTAGAA 
GATGGCCATC 
GTAACTATAA 
AGAGATT CCA 
TTATGGTCAC 
CTGAATGGAG 
CTTGATCCCC 
CTCAACAACC 
AAAATTAATG 
TATGCAAATG 
TCGGTTCAGG 
TCCAGCAGTG 
GCCCTTCACA 
TGTAATGACA 
AGTGGCTACA 
GAGACTTGTG 
AATGCCACTG 
AACCCATCAA 
TCTCTGTCAC 
ATAGCTGACA 
GAAAAGTATG 
CCGACAGCTC 
AACAAAAGCC 
TCTATTCCCA 
GAAACTATTA 
GGAAATGCTC 



41 

I 

GGCTAGACCC 
AAGACAAGTG 
TTAGAAGCTC 
TTTACTTACT 
AGTTAACCCA 
AAACTGATGG 
AGGAGAAAAG 
ATGGGCTAAT 
TCCTGCAGTG 
AGAACTGCTA 
TCAGCCAGAG 
AAAGGTTTAC 
GAATTGAAAT 
TCACCCAATT 
CATCTGAACT 
AGCTGTTTCC 
TTGTCTTTGG 
GGGGAAACAT 
TGCTCTCTCT 
AGGCAGCTGT 
CCACAGTGGG 
TGGCCAGCCA 
ATATCCTTAA 
CCAGCTCACG 
TTCCTCTGAA 
AACTCAAAAG 
TCAGAGGCCG 
TCAGCATGGC 
AGGTCAATGG 



51 
I 

AGACCCAATC 
GGTCATACTG 
AAATGTTGAC 
CTTTCATGAA 
AGTGCACTCA 
CCCAGTCGAA 
AGATTTGAGA 
TAGAATTATC 
TACCTGTGAA 
CCTTCACACG 
TGTCAATTTC 
AAATGACCTT 
TCAACTTAAA 
TCGAAATGGA 
GCTGTCAGCC 
ATTAGAAGAC 
ATTTGGGTCC 
CACAGCCAAG 
GCTTGAAGAA 
GTCATCCTTC 
GAATCTGGCT 
TTTCAGGGTG 
TTCAGCCTCA 
GTTACTAGAG 
TTTTTCTCGG 
GGGTTACAGC 
TGTGTTAATT 
CTCGTTGACT 
ACCTGTGATA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 



877 



WO 03/042661 



PCT/US02/36810 



5 
10 
15 
20 
25 
30 



TCCACGGTTA 
TCAAACCTGA 
GCAGGCTGCC 
ACCTCCTTCT 
TGGATCACCT 
GAGGCTTTGT 
ATGGTGAACA 
GTGGACACCA 
TTCTACCTCT 
ATCCTCGTGT 
TATGGGTGCC 
TACAAAAGGA 
TTTGTTGTCC 
ACAAAGCTCT 
ATCCGOGTGG 
GGAATAGGAA 
AATGCATTCC 
CAACTTCTGT 
TCATCAGATT 
GGCCATTATG 
OTCTCAAATG 



TTCAAAACTA 
GCCAGCCTCA 
ACCTAGTGAA 
CCATATTGAT 
ATGTGGGACT 
TTTGGAAGCA 
TAGCCCTGTC 
CGGTGAACCC 
CTTTGTTCTT 
TCCATCACAT 
CTCTCATTAT 
AAGATGTGTG 
CTGCACTGGC 
GGAGGCCGAC 
GGAAGAGCCT 
CAATAGTGGA 
AGGGATTTTT 
TCAACAAGTT 
TATCTGCCAA 
CATTTTCTCA 
AATAA 



TTCCATAAAT 
TTGTGTGTTT 
TGAAACTCAA 
GTCACCTTTT 
GGGTATCTCC 
GATTAAAAAA 
CCTCTTGATT 
TTCTGGAGTC 
CTGGATGCTC 
GGCCCAGCAT 
ATCTGTCATT 
TTGGCTTAAC 
TATTGTGGCT 
TGTTGGGGAA 
CCTCATTCTG 
CAGCCAGAAT 
TATCTTATGC 
GTCTGCCTTA 
ACCCAAATTC 
TACTGGAGAT 



GAAGTTTTCC 
TGGGATTTCA 
GACATCGTGA 
GTCCCCTCTA 
ATTGGAAGTC 
AGCCAAACCT 
GCTGATGTCT 
TGCACAGYTG 
ATGCTTGGCA 
TTGATGATGG 
ACCATTGCTG 
TGGTCCAATG 
GTGAACTTCG 
AGACTGAGTC 
ACCCCTCTGC 
CTGGCTTGGC 
TTTGGAATAC 
AGTTCTTGGA 
TCAAAGCCTT 
TCCTCCGACA 



TATTTTTTTC 
GTCATTTGCA 
CGTGCCAATG 
CAATCTTCCC 
TCATTTTATG 
CTCACACACG 
GGTTTATTGT 
CTGTGTTCTT 
TCCTGCTGGC 
CTGTTGGATT 
TCACGCAACC 
GAAGCAAACC 
TTGTGGTGCT 
GGGATGACAA 
TAGGGCTCAC 
ATGTTATTTT 
TCTTGGACAG 
AGCAAACAGA 
TCAACCCACT 
ACATCATGCT 



CAAGATAGAG 
GTGGAACGAT 
TACTCACTTG 
CGTTGTAAAA 
CCTGATCATC 
TCGTATTTGC 
TGGTGCCACA 
TACACACTTC 
TTACCGGATC 
TTGCCTGGGT 
TAGCAATACC 
ACTCCTGGCT 
GCTAGTTCTC 
GGCCACCATC 
CTGGGGCTTT 
TGCTTTACTC 
TAAGCTGCGA 
AAAGCAAAAC 
GCAAAACAAA 
AACTCAGTTT 



1800 
I860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 



A98 PROTEIN SEQUENCE 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Pram domain: 
Transmembrane domains: 
Cellular Localization: 



putative GPCR, Weakly similar to dJ365012.1 
Hs. 256897 

none found 

1-17 

7tm_2 [561-820] 

545-567, S71-S93, 60S-627, 641-663, 677-699, 721-743, 767-789 
plasma membrane 



35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



MHALLLCFSV 
LIRIIPAKAT 
QSVNFCERTK 
QFRHGSIVAG 
PGFGSKDDEY 
AVSSFVQNLS 
LNSASVTNWT 
KRGYSYQIKM 
NGPVISTVIQ 
QCTHLTSFSI 
TRRICMVNIA 
LAYRI ILVFH 
KPLLAPWPA 
LTWGFGIGTI 



11 
I 

LNGASGLSLL 
TDCNSLNGVL 
IWGTFKINER 
YBWGSSSAS 
TLPCSSGYRG 
VIIRQNPSTT 
VLLREEKYAS 
CPQNTSIPIR 
NYSINEVFLF 
LMSPFVPSTI 
LSLLIADVWF 
HMAQHLMMAV 
LAIVAVNFW 
VDSQNLAWHV 



21 
I 

QSFVEBYQLL 
QCTCEDSYTW 
FTNDLLNSSS 
ELLSAIEHVA 
NITAKCESSG 
VGNLASWSI 
SRLLETLENI 
GRVLIGSDQF 
FSKIESNLSQ 
FPWKWITYV 
IVGATVDTTV 
GFCLGYGCPL 
VLLVLTKLWR 
IFALLNAFQV 



31 
I 

LGVTYRDSKE 
FPPSCLDPQN 
AIYSKYANGI 
EKAKTALHKL 
WQVTRETCVL 
LSNISSLSLA 
STLVPPTALP 
QRSLPETIIS 
PHCVFWDFSH 
GLGISIGSLI 
NPSGVCTAAV 
IISVITIAVT 
PTVGERLSRD 
RTVTITYCIV 



41 
I 

KRDLRNFLKL 
CYLHTAGALP 
EIQLKKAYER 
FPLEDGSFRV 



SHFRVSNSTM 
LNFSRKFIDW 
MASLTLGNIL 
LQWNDAGCHL 
LCLIIEALFW 
FFTHFFYLSL 
QPSNTYKRKD 
DKATIIRVGK 
K 



51 
I 

LKPPLLWSHG 
SCECHLNNLS 
IQGFESVQVT 
FGKAQCNDIV 
SMIVGNATEA 
EDVISIADNI 
KGIPVNKSQL 
PVSKNGNAQV 
VNETQDIVTC 
KQIKKSQTSH 
FFWMLMLGIL 
VCWLNWSNGS 
SLLILTPLLG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A99 DNA SEQUENCE 

Gene name: putative G-protein coupled receptor 
Unigene number: Hs. 16085 

Probeset Accession is F07953 
Nucleic Acid Accession i: NM_016334 

Coding sequence: 104-1471 (underlined sequences correspond to start and stop codons)' 



1 
I 

AGCACCTGGG 
GGGGAGTGGG 
CTCCAGCATC 
GCGCCAATTG 
GACGTTTGCA 
GAATAGCAGC 
GGTTTTCATG 
TAAACAACGA 
ACTAGGAGAT 
CATCAGCCGG 
TGTCAACTGC 
TCTAGCCCTG 
GATGGCAATG 
TTTCTGGGGA 
TATTCAACAG 
TGATCTATAT 
TAATTTTCTT 
CAATATTGTT 
TGTGAATTAT 
TCTTGTTGGA 
CTTTTATGCC 
AATGGGCATG 
CCGCACCATA 
TGATGTGATC 



11 
I 

AAAAGGCAGA 
AAGTGGAGGC 
ATGATTACCT 
TTTAAAGACT 
TTTTCTTGCA 
TCCGGTTATT 
GTGCCTTTTT 
CTGCTTTTTT 
CCCTTTCCCA 
GTTGGTGTGA 
CCATACACTT 
GAACGGCGAC 
GCACGGAGAA 
ATGATAAAAA 
GAAGTGGATG 
GCTACCAAGG 
GGTTACTTTT 
TTTGATCGAG 
CTGGGAATCC 
ATAATCATCG 
ATCTCTAGCA 
TACTTTGTCT 
ATCACTGAAG 
TTCCTGGTCA 



21 
I 

CCGTGTGAGG 
AGGAGCCTTC 
CCCAAATACT 
ATGAGATACG 
CCATGTTTGA 
TTCACTGGAA 
ACATTGGCTA 
CCTGTCTCTT 
TTCTCAGCCC 
TTGGAGTGAC 
ACATGTCTTA 
TGCTGCAAAC 
CAATGTTCCA 
GTGTTACCAC 
CTTTGGAAGA 
AGAGAATAGA 
TCTCTATTTA 
TTGGGAAAAC 
AATTTGATGT 
TCACATCCAT 
GTAAGTCCTC 
CCTCTGTGCT 
TCCTTGGAGA 
GCGCTCTCTC 



31 
I 

GGGCCTGTGG 
CTTACACTTC 
ATTTTTTGGA 
TCAGTATGTT 
GCTCATCATC 
AATGAACCTG 
TTTTATTGTG 
ATGGCTGACC 
AAAACATGGG 
TCTCATGGCT 
CTTCCTCAGG 
CATGGATATG 
GAAGGGGGAA 
TTCAGCATCA 
ATTAAGCAGG 
ATACTCCAAA 
CTGTGTTTGG 
GGATCCTGTC 
GAAGTTTTGG 
CAGAGGATTG 
CAATGTCATT 
GCTGATCCGA 
ACTGCAGTTC 
TAGCATACTC 



41 

i 

OCCCAGOGTG 
GCCATGAGTT 
TTTGGGTGGC 
GTACAGGTGA 
TTTGAAATCT 
TGCGTAATTC 
AGCAATATCC 
TTTATGTATT 
ATCTTATCCA 
CTTCTTTCTG 
AATGTGACTG 
ATCATAAGCA 
GTGCATAACA 
GGAAGTGAAA 
CAGCTTTTTC 
ACCTTCAAGG 
AAAATTTTCA 
ACAAGAGGCA 
TCCCAACACA 
CTGATCACTC 
GTCCTGCTAT 
ATGAGTATGC 
AACTTCTATC 
TTCCTCTATT 



51 
I 

CTGTGGCCTC 
TCCTGATCGA 
TTTTCTTCAT 
TCTTCTCCGT 
TAGGAGTATT 
TGCTGATCCT 
GACTACTGCA 
TCTTCTGGAA 
TAGAACAGCT 
GATTTGGTGC 
ACACAGATAT 
AAAAGAAAAG 
AACCATCAGG 
ATCTTACTCT 
TGGAAACAGC 
GGAAATATTT 
TGGCTACCAT 
TTGAGATCAC 
TTTCCTTCAT 
TTACCAAGTT 
TAGCACAGAT 
CTTTAGAATA 
ACCGTTGGTT 
TGGCTCACAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 



878 



WO 03/042661 



PCT/US02/36810 



ACAGGCACCA 
CAGTGGTTTC 
ATAAACAAAC 
AGGTGATACT 
ACAATACTCA 
CCAAGAAACT 
TGAGCCAAAC 
TTGAGATTGA 



GAGAAGCAAA 
AAAATTTAGA 
AAAATGCTAT 
ATGACCATGA 
GCAGAGAGCA 
AAAGGTGAAA 
ACGTAGGATT 
CTCATTAAAA 



TGGCACCTTG 
TATAAGAGGG 
GGTAGCATTT 
GTAGCATCAG 
TCCCGTGTGG 
AATACACTGG 
TCCGTTTTAA 
TCAGAGACTG 



AACTTAAGCC 
GGGAAAAATG 
TTCACCTTCA 
CCAGAACATG 
ATATGAGGCT 
AACTCTGGGG 
GGTTCACATG 
T 



TACTACAGAC 
GAACCAGGGC 
TAGCATACTC 
AGAGGGAGAA 
GGTGTAGAGG 
CAAGACATGT 
GAAAAGGTTA 



TGTTAGAGGC 
CTGACATTTT 
CTTCCCCCTC 
CTAACTCAAG 
CGGAGAGGAG 
CTATGGTAGC 
TAGCTTTGCC 



1500 
1560 
1620 
1680 
1740 
1800 
1860 



A100 Protein sequence 
Gene name: 
Unigene number r 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



putative G-protein coupled receptor 
Hs. 16085 
NPJJ57418.1 
none found 

5-27, 42-64, 76-98, 110-132, 144-166, 
plasma membrane 



289-311, 342-364, 380-402, 424-446 



1 
I 

MSFLIDSSIM 
EILGVLNSSS 
MYFFWKLGDP 
VTDTDILALE 
3ENLTLIQQE 
IPMATINIVP 
ITI/TKFFYAI 
FYHRWFDVIF 



11 
I 

ITSQILFFGF 
RYFHWKMNLC 
FPILSFKHGI 
RRLLQTMDMI 
VDALEELSRQ 
DRVGKTDPVT 
SSSKSSNVIV 
LVSALSSILF 



21 
I 

GWLFFMRQLF 
VILLILVFMV 
LSIEQLISRV 
ISKKKRMAMA 
LFLETADLYA 
RGIEITVNYI* 
LLLAQIMGMY 
LYLAHKQAPE 



31 
I 

KDYEIRQYW 
PFYIQYFIVS 
GVIGVTLMAL 
RRTMFQKGEV 
TKERIEYSKT 
GIQFDVKFWS 
FVSSVLLIRM 
KQMAP 



41 



51 
I 



QVIFSVTFAF SCTMFELIIF 60 

NIRLLHKQRL LFSCLLWLTF 120 

LSGFGAVNCP YTYMSYFLRN 180 

HNKPSGFWGM IKSVTTSASG 240 

FKGKYFNFLG YFFSIYCVWK 300 

QHISFILVGI IIVTSIRGU, 360 

SMPLBYRTII TEVLGELQFN 420 



A101 DNA SEQUENCE 

Gene name: ESTs, Weakly similar to CGHU7L collagen alpha l(lll) chain precursor [H. sapiens) 
Unigene number: Hs. 19322 

Probeset Accession #: AA088458 
Nucleic Acid Accession #: AA088458 

Coding sequence: ■ 862-1995 {underlined sequences correspond to start and stop codons) 



1 
I 

GCCCTTGGAC 
CTGAAGAAAA 
GCGCGGGGCC 
CTGGGCCAGA 
CGGCTACTGC 
TGTGCCAGCC 
ACCTCACCCC 
CTCACCCAGG 
GCGCTCATTA 
GATTCCACCT 
AGCCCTTCGA 
GCCCAGGCAC 
GCCTGCCCCC 
ACATGGGCTG 
TGGACAGTGG 
GGTCCCATCT 
AGAGGGCGCG 
CAGGACGAGG 
GTAAGCGGGG 
CTGGCCAAGG 
GGCCTGCATG 
TTGCCCCACG 
GACAGCTCCC 
CTGGGGTCCT 
GAGAGGCCAC 
GGCAGGTCCC 
GGAGTACGCA 
GAACCAGGGG 
TCAGTGTGTG 
CCCGATGCGG 
ACACTGTCCC 
CCTTCCGGAG 
TGCTGCACCT 
GCCCTCCTAC 
ACCTCCTGGG 
AGGTGGACTG 

TGGGGGATCC 
GGTGACTTCA 
GAGACAGGCT 
AAAGAAATAG 
CACGAGGGGA 
GCAGACCCTG 
GAGCAGCGTC 
GCGTGCACAC 
CAGAAGTGTC 
TTTTGTGTTG 



11 

I 

ACTGACATGG 
AGGAGCTGGA 
GCGACTGGTA 
GCAGAGCCAG 
CCAAGGTACA 
GGGCCCTGCC 
CGGTCTGGCA 
AGGTGACCGA 
AGCAGCTGTT 
TCATCTAGTC 
GGGTGGGCGC 
AGTCCCGGAG 
GGCTGGTCCC 
GGGGCTCTCT 
GGTACCCCTC 
TCAGGGAAAG 
GGGCGGCTCC 
TGGCTGTAGC 
GGTGCCTGCC 
CTGAGGGACC 
TGCCTCCCAC 
TTGAGTCCCA 
AGGCACGTCA 
GCTCACCCCC 
CTCCCTCAGC 
CTTGGGTGTC 
CTGGTGGGGG 
CACGGCAACA 
TGGGGCGCAG 
GGTCAGTGCG 
ACAAGGCACC 
CCCAGCTCCA 
GGTCTGCAGG 
CCTGAAGATG 
CAGGAAAGGG 
CAGCGCAGTG 
TGCCCACCAG 
TGGCATCTTT 
TCAGGAGACC 
GGCACCTCCG 
GTCCTCCCAG 
GAATTTAAAG 
CCTGGAGCCT 
CCTGGGCTCT 
TGTGATGACA 
CCCAGTTGAG 
ATCAAGTTCC 



21 
1 

ACTGAAGGAG 
GCAGGAGAAG 
CCAGCAGCAG 
CGCCGACTTT 
AGAGGTGGCC 
CCCGTCCTCC 
GCAGCAGACC 
GAAGAGTGAG 
TGAGGCCCGC 
CTTGTGGGCC 
CCCATCGCAC 
TGGGOGCCTT 
CGCACCGAGC 
TGAGTCCGCA 
CATGAGTTAG 
GCACTGCCCA 
GAOGCGGGTC 
TCGGACGGAC 
TGGCTGGGGA 
CTGGCTGCAG 
AGACCCTGGG 
CACAACATCC 
TAGGCAAAGC 
CTTTGCTCTC 
CAAGGAAAAC 
ACTCCCTCAG 
GGCCCTGCTC 
GCATCGATGG 
GGCCTCCGAT 
TGGGGGGCGC 
TGTCTCAGAG 
TGCTAACCTG 
GGTGTCCCAG 
GGAGTGGGCT 
TGCAGGTCCT 
GGTGGGCCAG 
GGCCTCCCCA 
ACTGGACTGG 
GCCCACATAG 
GAAAAACTGC 
TTTACAGCTT 
GCCCCGGCTG 
GCCCTAGGAC 
ATCCGCGAGG 
CCCGGAAATG 
AATCTGCCCC 
AAGGAAAAGG 




CGCCAGGCTG 
CAAGGGCAGC 
GGAAGTAGAT 
GCCCCAGGGA 
CGGATCGGCA 
GTGATGGCCT 
TGTGAGCCTG 
CTGTTTCCCC 
ACGCCCAGCC 
GAGAACCCCC 
CCCCTGCCCA 
AGCCCAACCT 
GTTCTGCAGC 
GCGGGGTCAG 
AGGGCCCCCT 
GAGGGGCCCT 
CCCACAGCAA 
GACAGGCCCA 
TTCCAGGGGA 
GAGGGCCTGT 
TGGCAGCCAG 
CGTCTGCCTT 
AAGCAGGAGA 
AGCTGGACCC 
CTTTCAGCCT 
GAAATCAGGC 
GCAGGGTCTA 
GCTGGGCGGG 
TGCCAGTAGC 
TCTCAGGATG 
AGAGGAACAC 
AACATCTCAG 



41 

! 

CACGAGGACA 
TGCAGGGTTT 
TGCAGGAGCG 
GGAGCCCCCG 
GGGAGCTGCT 
CCTGCCCTGC 
TGAAGGAGCA 
AGCTGGAGCA 
AGCAGGACGG 
CCAGGGCCAG 
TGGCTGGAGA 
TTGCCAGATG 
GTTTKGGCTC 
CTACTACTGG 
TTTCCAGCGG 
CACTTCCAAC 
TTCCCGCTCA 
GGAGGGGGTG 
TAGCGGTCGG 
CGCCGGGTGG 
TCCCCCTCTT 
GCTCCCCAGG 
CGACTCAGGA 
TGTCCCCAGG 
AGGGTACAGG 
GGCCCACTCC 
GGAGGGTCCC 
CCAGGGCCCC 
TGCGTGGGGG 
CGTGTCCAGG 
GGCAGGCAGC 
CCCCACAGAG 
AGTCAGCCCA 
CATAAGGATG 
GCCCCACAGC 
GGAGAAGCCC 
TGAGGGTGCC 
CAGAACAGTG 
CGCAGCTGAA 
TGGTGTTCCG 
TAGTGAGTGG 
GGTGGCTGGC 
TCAGTCTCCG 
GTGTGCAGGT 
TTGAAATGTG 
ACCCACACCA 
CCGGGCGTGG 



51 
I 

CTGACATGGA 
GGAGATGATG 
CCAGCGCCGC 
CCCACTGGGG 
GGCTGCAGCC 
CCTGACGTCC 
GAACCGACTC 
GGAGAAGTCG 
GGGAOCTCTG 
CCTGGCACTC 
CCCCCGGCAG 
GGCTCCCCAG 
CTGGTTGYTG 
CCGCTGTCAG 
TGCCGCCCTG 
AACGGGCAGC 
ACCAGGGCAC 
GGGACGGCCT 
ACTTCAGGTT 
GCGAGAGCTT 
GGCCGGGACG 
AGGGCCCCCA 
TTTCCAAGGC 
TTTCAGCTGG 
AGGAGGCTGG 
CGCTGGTGCT 
AGTGTCACCA 
CGATGCGGGG 
GCGCAGGGCC 
GCACTTTGGT 
GTGGCAACTC 
CCACATTCCC 
GCATGCAGCT 
TCAGGCCTGG 
CCCAGCACCC 
CCCGTCAGCA 
TGCCATGCCC 
TCTGTCCCGG 
GCGGAAATGT 
TGCAAGGTGA 
CCCTGGAGAC 
AGAGGCACAT 
TGCAGGATGT 
ACATACACGT 
TCCTTGGGGG 
GGCCTCAGGA 
TGGTTCACGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2560 
2640 
2700 
2760 
2820 



879 



WO 03/042661 



PCT/US02/36810 



CTGQAATCCC AGCACTTGAG GCCAGGAGTT CCAGAGCAGC CTGGGCAACG CAGTGAGAQA 2880 

CCCCATCTCT ACAARAAAAA AAAAAGAAAG AAAGAAAATG AGAGATCCAG GTTTAAAAAT 2940 

TCATAAACAC CACAAGGAAA CAATACACTA TGAGACCCAG CAGAAGCAAC AGATTGACTC 3000 

TAGACCCAGA TACTAGAATT ATCAGAGAGA ATATAAAGTA ACAGTGTTTT ATATATCTAA 3060 
AGAAATAAAA GAGATTTCTG GAAACATGAA AAAAAA 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



AI02 DKA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession fi: 
Nucleic Acid Accession 8: 
Coding sequence: 



TMPRSS3a 
Hs. 298241 
AIS38613 
AB0381S7 

202-1566 (underlined sequences correspond to start and .stop codons) 



ACCGGGCACC 
GGAAAGGGCT 
CCATCTACAT 
AGAGGTCCTG 
TCATTCCGAT 
GATGCTGTTG 
ATTGGGATCA 
TCAGGGAAGT 
GGAGTCTCGG 
AATGCCGTGC 
AAGGGTCACT 
GATAACCTCA 
CACCTCTTGC 
TGTGCCTCTG 
AGCTCACGCA 
CTTCAGTTCC 
ACTGCTGCAC 
CTAGTTTCCC 
AGCAAGTACA 
CTCACGTTCA 
GATGGAAAAG 
TCCCCTGTCC 
GACGTGTACG 
GTGGACAGCT 
AAGTTAGTGG 
TACACCCGTG 
ACCTGAAGAG 
TCCTCCCCTG 
TTCOGGCACC 
CAAGCTGCTT 
AGTGCAGTGG 
TTGCCTCAGC 
TTGTATTTTT 
CCTCAAATGA 
ACGCCTAGCC 
AGGGCGGCCT 
ACGAGATAAG 
GCACCAGCCC 
CCAAACCCAC 
ATGACTCGTT 
TTGTCCTTTG 
AAAAAAAA 



11 
I 

GGACGGCTCG 
GTGTTTATGG 
TTTTGGGACT 
AAATAGTCAC 
CGCTTTTTGG 
CTGCACAGAT 
TTGCATTGAT 
ACAGATGTCG 
ATTGCAAAGA 
TCCAGGTGTT 
ACGCAAATGT 
GAGTGAGCTC 
CAGATGACAA 
GCCACGTGGT 
TCGTGGGTGG 
AGGGCTACCA 
ACTGTGTTTA 
TGTTGGACAA 
AGCCAAAGAG 
ATGAAATGAT 
TGTGCTGGAC 
TGAACCACGC 
GTGGCATCAT 
GCCAGGGGGA 
GAGCGACCAG 
TCACCTCCTT 
GAAGGGGACA 
GACTCCCGTG 
AGTAGCAGGC 
TTTGTTTTTT 
CGAAATCCCT 
TTCCCCAGTA 
AGTAGAGACA 
TGTGCCTGCT 
TCACGCTCCT 
TTCCCACTGG 
CAGTTATGTG 
AGAAGTGCAG 
CCTTTCTACT 
TAAGGCCTAT 
ATTCCAAATA 



21 
I 

GGTACTTTCG 
GAAGCCAGTA 
CGGGAATTAT 
CATGGGGGAA 
CCTTGATGAT 
CCTGTCACTG 
ATTAGCACTG 
CTCATCCTTT 
CGGGGAGGAC 
CACAGCTGCT 
TGCCTGTGCC 
GCTGGAGGGG 
GGTGACTGCA 
TACCTTGCAG 
AAACATGTCC 
CCTGTGCGGG 
TGACTTGTAC 
TCCAGCCCCA 
GCTGGGCAAT 
CCAGCCTGTG 
GTCAGGATGG 
GGCCGTCCCT 



CAGCGGGGGG 
CTTTGGCATC 
CCTGGACTGG 
AGTAGCCACC 
TAGGAACCTG 
CCGAAAGAGG 
GTTTTTTTGA 
GCTCACTGCA 
GCTGGGACCA 
GGGTTTCACC 
TCAGCCTCCC 
TTCTGATCTT 
TCCATCTGGT 
ACCTCACGTG 
AACTGCAGTC 
TCCAAGACTT 
T1TCATGATT 
ATATGTTTCC 



A103 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Tryp_SPc domain: 
Cellular Localization: 



31 
I 

TTCTTAATTA 
ACACTGTGGC 
GAGGTAGAGG 
AATGATCCGC 
TTGAAAATAA 
CTGCCATTGA 
GCCATTGGTC 
AAGTGTATCG 
GAGTACCGCT 
TCGTGGAAGA 
CAACTGGGTT 
CAGTTCCGGG 
TTACACCACT 
TGCACAGCCT 

GGCTCTGTCA 
CTCCCCAAGT 
TCCCACTTGG 
GACATCGCCC 
TGCCTGCCCA 
GGGGCCACAG 
TTGATTTCCA 
ATGCTCTGCG 
CCCCTGGTGT 
GGCTGCGCAG 
ATCCACGAGC 
TGAGTTCCTG 
CACACGAGCA 
CACCCTTCCA 
GGTGGAGTCT 
GCCTCCGCTT 
CAGGTGCCCG 
ATGTTGGCCA 
ACAGTGCTGG 
CACTAAGAAC 
TTTCTCTCCA 
CAAAGCCACC 
ACTGCACGTT 
ATTTTCACAT 
TCTTTGTAGC 
TTCCCTCAAA 



TMPRSS3a 

HS. 2 98241 

AI538613 

BAB20077 

none found 

43-65, 239-261 

216-444 

plasma membrane 




75 



80 



1 
I 

MGENDPPAVE 
LALAIGLGXH 
TAASWRTMCS 
VTALHHSVYV 
LCGGSVITPL 
LGNDIALMKL 
AVPLISNKIC 
FGIGCAEVNK 



11 
I 

APFSFRSLFG 
FDCSGKYRCR 
DDWKGHYANV 
REGCASGHW 
WIITAAHCVY 
AGPLTPNEMI 
NHRDVYGGII 
PGVYTRVTSP 



21 
I 

LDDLKISPVA 
SSPKCIELIA 
ACAQLGFPSY 
TLQCTACGHR 
DLYLPKSWTI 
QPVCLPNSEE 
SPSMLCAGYL 
LDWIHEQMER 



31 

I 

PDADAVAAQI 
RCDGVSDCKD 
VSSDNLRVSS 
RGYSSRIVGG 
QVGLVSLLDN 
NFPDGKVCWT 
TGGVDSCQGD 
DLKT 



41 

I 

LSLLPLKFFP 
GEDEYRCVRV 
LEGQFREEFV 
NMSLLSQWPW 
PAPSHLVEKI 
SGWGATEDGA 
SGGPLVCQER 



51 
I 

IIVIGIIALI 
GGQNAVLQVF 
SIDHLLPDDK 
QASLQFQGYH 
VYHSKYKPKR 
GDASPVLNHA 
RLWKLVGATS 



60 
120 
180 
240 
300 
360 
420 



880 



WO 03/042661 



PCT/US02/36810 



A104 DNA SEQUENCE 

Gene name: Homo sapiens Q protein- coupled receptor (HOT7T175) 
Unigene number: Hs. 2 082 2 9 

Probeset Accession ft: AI819198 
Nucleic Acid Accession ft: NM_032551.1 
Coding sequence: 



1-1197 (underlined sequences correspond to start and stop codons) 



ATGCACACCG 
GGCTGCCCGG 
GACGCCTGGC 
TCGCTGGTCA 
ATCGCCAACC 
CTGCTGTACC 
ATCCAGCAGG 
TGGTACGTGA 
GCTGTCAGCC 
CACCGCCTGT 
GAGCGCGCCT 
TGCGCCTGCT 
GCCGATAGCG 
GTCTCGOGGC 
CTGTTCCTGG 
GCCTACGCGC 
CTGCTCTACG 
GCGCCGCGCC 
GCGGAGCTGC 
AGTGGGCTGG 



11 
I 

TGGCTACGTC 
GCTGTGGCGC 
TCGTGCCGCT 
TCTACGTCAT 
TGGCGGCCAC 
CGCTGCCCGG 
TCTCGGTGCA 
CGGTGTTCCC 
TCAGCATCTG 
CACCCGGGCC 
TCGCACTGTA 
ATGCGGCCAT 
CCCTGCAGGG 
TGGTGGCGGC 
TGCTGCAGGC 
TTAAGACCTG 
CCTTCCTGGG 
GCCCCCGCCG 
ACCGCCTGGG 
CCGCGCGCGG 



21 
I 

CGGACCCAAC 
CAACGCCTCG 
CTTCTTCGCG 
CTGCCGCCAC 
GGACOTGACC 
CTGGGTGCTG 
GGCCACGTGT 
GTTGOGCGCC 
GGTAGGCTCT 
GCGCGCCTAC 
CAACCTGCTG 
GCTGCGCCAC 
GCAGGTGCTG 
CGTGGTCCTG 
GCTGGGCCCC 
GGCTCACTGC 
CTCGCACTTC 
CCCCCGCCGG 
GTCCCACCCG 
GCTGTGCGTC 



31 
I 

GCGTCCTGGG 
GACGGCCCAG 
GCGCTGATGC 
AAGCCGATGC 
TTCCTCCTGT 
GGCGACTTCA 
GCCACTCTGA 
CTGCACCGCC 
GCGGCGGTGT 
TGCAGTGAGG 
GCGCTGTACC 
CTGGGCCGGG 
GCAGAGCGCG 
CTCTTCGCCG 
GCGGGCTCCT 
ATGTCCTACA 
CGACAGGCCT 
CCCGGACCCT 
GCCCCCGCCA 
CTGGGGGAGG 



41 
I 

GGGCACCGGC 
TCCCTTCGCC 
TGCTGGGCCT 
GGACCGTGAC 
GCTGCGTCCC 
TGTGCAAGTT 
CCGCCATGAG 
GCACGCCCCG 
CTGCGCCGGT 
CCTTCCCCAG 
TGCTGCCGCT 
TCGCCGTGCG 
CAGGCGCCGT 
CCTGCTGGGG 
GGCACCCACG 
GCAACTCCGC 
TCCGCCGCGT 
CGGACCCCGC 
GGGCGCAGAA 
ACAACGCCCC 



51 
I 

CAACGCCTCC 
GCGGGCCGTG 
GGTGGGGAAC 
CAACTTCTAC 
CTTCACGGCC 
CGTCAACTAC 
TGTGGACCGC 
CCTGGCGCTG 
GCTCGCCCTG 
CCGCGCCCTG 
GCTCGCCACC 
CCCCGCGCCC 
GCGGGCCAAG 
CCCCATCCAG 
CAGCTACGCC 
GCTGAACCCG 
CTGCCCCTGC 
AGCCCCACAC 
GCCAGGGAGC 
TCTCTGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 



A105 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Pfam domains: 
Transmembrane domains i 
Cellular Localization: 



Homo sapiens G protein-coupled receptor (HOT7T175) , mRNA 
Hs. 208229 

AI819198 
none found 
7tm_l 159-323] 

43-65, 86-108, 122-144, 159-181, 203-225, 260-282 
plasma membrane 



1 
I 

MHTVATSGPN 
SLVIYVICRH 
IQQVSVQATC 
HRLSPGPRAY 
ADSALQGQVL 
AYALKTWAHC 



11 
I 

ASWGAPANAS 
KPMRTVTNPY 
ATLTAMSVDR 
CSEAFPSRAL 
AERAGAVRAK 
MSYSNSALNP 
APARAQKPGS 



21 
I 

GCPGCGANAS 
IANLAATDVT 
WYVTVFPLRA 
ERAFALYNLL 
VSRLVAAWL 
LLYAFLGSHF 
SGLAARGLCV 



A106 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



31 41 51 

I I I 

DGPVPSPRAV DAWLVPLFPA ALMLLGLVGN 60 

FLLCCVPPTA LLYPLPGWVL GDFMCKFVNY 120 

LHRRTPRLAL AVSLSIWVGS AAVSAPVLAL 180 

ALYLLPLLAT CACYAAMLRH LGRVAVRPAP 240 

LFAACWGPIQ LPLVLQALGP AGSWHPRSYA 300 

RQAFRRVCPC APRRPRRPRR PGPSDPAAPH 360 
LGEDNAPL 



integrin, beta 8 
Hs. 52620 
AA479726 
NM_002214 

680-2990 (underlined sequences correspond to start and stop codons) 



1 11 

I I 

CCCAGAGCOG 
CTGCCGACTT 
GTTGGCCTCC 
TCCCCTCGAC 
TAGGGTGGTT 
CTAAGCTGAT 
TGTCCCGGAG 
TGGCCGTCGA 
GGCCGTAGGG 
CCGAGCCGCG 
GGCCCCGAGG 
GGGGCGGGCT 
TCTGCCTGCA 
CACTTGTTCT 
CCTGTGCCAG 
TTTCAGGTGG 
GCTCAGTTGA 
TTAATACCCA 
ATTTTATGCT 
ATGTCTCAGC 
CTAGAAAAAT 
AAACAGTTTC 
ACAATTTAGA 
TCACTGAGTT 



GTCTTTGCCC 
CTGCCCACCT 
CTCGCCGGCG 
TCCCCCCCAG 
TTATGCAGCA 
CAGGCTGCGG 
AGGAGGTGCT 
GCCCTGAGAT 
GGGTCCGCCT 
TCGCCCGGGA 
GTTTTGCATT 
AAACGACCGG 
TGGACTGGGC 
GTGCCTTGCG 
ATCAAGAAGT 
TTCAATAGAA 
GGTGACACCA 
GAAAGTTCAT 
ATCAATGCAC 
GGCATTTTTC 
ACCATACATT 
CTGCATGCCT 
TGAGAAAGCA 



21 
I 

TTGCTGGCAT 
GCTGCTCCGC 
GTGGAAGCAA 
TACCCTCCCA 
CTTCGGGCTT 
GAAGCCCCAC 
AGCCCTTGCA 
TCTCGCGGAG 
GCCGAGCGGT 
GCTAGGCCTG 
GGCCGAGCCC 
ATGT GCGGCT 
CGAGGTCCCG 
CAAGGTGAAG 
CTGGGTCCAG 
GAACGTTGTG 
TACCCATCTG 
GGAGAAGTGT 
CCTCTGAAGA 
AATAATATAG 
TCCCGTGACT 
AGCATCCACC 
CCCCATGGAT 
GTTCATAGAC 



31 
I 

CCCGAGCTTC 
AGACGGGGCT 
CTGCGCTGAT 
CAGATCCAGC 
TGTTTGGGTT 
CGGCTGGAGA 
GAGCCCTCTC 
ACCGCGGGAC 
GCCCGGGCCC 
CGGAAAACGT 
GCGTCCGGAA 
CGGCCCTGGC 
CCTCGTTCCT 
ACAATAGATG 
AATGTGGATG 
ATATTGTTTC 
TGCATGTTAT 
CTATCCAGCT 
AATATCCTGT 
AAAAATTAAA 
TTCGTCTTGG 
CCGAAAGGAT 
ACATCCATGT 
AGAAGATCTC 



41 
I 

CTCCCTTGCC 
GCAAAGCTGC 
TGATGCGCCA 
ATCACCCAGT 
TGATTGTGTT 
GAAACAAAAG 
TCCAGTCGCC 
CCGCCGTGCC 
GCTTACCTGC 
CCTAGCGACA 
GGCAGCCAGG 
TTTTTTTACC 
CTGGGCAGCC 
TGCATCTTCA 
GTGTGTTCAA 
CAATTTAATA 
AATACCCACT 
GCGTCCAGGA 
GGATCTTTAT 
TTCCGTTGGA 
ATTTGGCTCA 
TCATAATCAA 
GCTGTCTTTG 
TGGAAACATA 



51 




1 

AGCCAGGACG 


60 


AACTAATGGT 


120 


CAGACTTTTT 


180 


GAATGTACAT 


240 


TGGCTCTTCG 


300 


CTCmTLTT 


360 


GCCGGGCCCT 


420 


GAGCCGGGAG 


480 


ACCGCTTGCT 


540 


CTCGCCCGCG 


600 


CGGCGGGCGC 


660 


GCTGCATTTG 


720 


TGGGTGTTTT 


780 


AATGCAGCAT 


840 


GAGGATTTCA 


900 


AGCAAAGGCT 


960 


GAAAATGAAA 


1020 


GCCGAAGCTA 


1080 


TATCTTGTTG 


1140 


AACGATTTAT 


1200 


TACGTTGATA 


1260 


TGCAGTGACT 


1320 


ACAGAGAACA 


1380 


GATACACCAG 


1440 



881 



WO 03/042661 



PCT7US02/36810 



AAGGAGGTTT TGACGCCATG CTTCAGGCAG CTGTCTGTGA AAGTCATATC GGATGGCGAA 1500 

AAGAGGCTAA AAGATTGCTG CTGGTGATGA CAGATCAGAC GTCTCATCTC GCTCTTGATA 1S60 

GCAAATTGGC AGGCATAGTG GTGCCCAATG ACGGAAACTG TCATCTGAAA AACAAOGTCT 1620 

ACGTCAAATC GACAACCATG GAACACCCCT CACTAGGCCA ACTTTCAGAG AAATTAATAG 16B0 

ACAACAACAT TAATGTCATC TTTGCAGTTC AAGGAAAACA ATTTCATTGG TATAAGGATC 1740 

TTCTACCCCT CTTGCCAGGC ACCATTGCTG GTGAAATAGA ATCAAAGGCT GCAAACCTCA 1800 

ATAATTTGGT AGTGGAAGCC TATCAGAAGC TCATTTCAGA AGTGAAAGTT CAGGTGGAAA 1860 

ACCAGGTACA AGGCATCTAT TTTAACATTA CCGCCATCTG TCCAGATGGG TCCAGAAAGC 1920 

CAGGCATGGA AGGATGCAGA AACGTGACGA GCAATGATGA AGTTCTTTTC AATGTAACAG 1980 

TTACAATGAA AAAATGTGAT GTCACAGGAG GAAAAAACTA TGCAATAATC AAACCTATTG 2040 

GTTTTAATGA AACCGCTAAA ATTCATATAC ACAGAAACTG CAGCTGTCAG TGTGAGGACA 2100 

ACAGAGGACC TAAAGGAAAG TGTGTAGATG AAACTTTTCT AGATTCCAAG TGTTTCCAGT 2160 

GTGATGAGAA TAAATGTCAT TTTGATGAAG ATCAGTTTTC TTCTGAGAGT TGCAAGTCAC 2220 

ACAAGGATCA GCCTGTTTGC AGTGGTCGAG GAGTTTGTGT TTGTGGGAAA TGTTCATGTC 2280 

ACAAAATTAA GCTTGGAAAA GTGTATGGAA AATACTGTGA AAAGGATGAC TTTTCTT GTC 2340 

CATATCACCA TGGAAATCTG TGTGCTGGGC ATGGAGAGTG TGAAGCAGGC AGATGCCAAT 2400 

GCTTCAGTGG CTGGGAAGGT GATCGATGCC AGTGCCCTTC AGCAGCAGCC CAGCACTGTG 2460 

TCAATTCAAA GGGCCAAGTG TGCAGTGGAA GAGGCACGTG TGTGTGTGGA AGGTGTGAGT 2520 

GCACCGATCC CAGGAGCATC GGCOGCTTCT GTGAACACTG CCCCACCTGT TATACAGCCT 2S80 

GCAAGGAAAA CTGGAATTGT ATGCAATGCC TTCACCCTCA CAATTTGTCT CAGGCTATAC 2640 

TTGATCAGTG CAAAACCTCA TGTGCTCTCA TGGAACAACA GCATTATGTC GACCAAACTT 2700 

CAGAATGTTT CTCCAGCCCA AGCTACTTGA GAATATTTTT CATCATTTTC ATAGTTACAT 2760 

TCTTGATTGG GTTGCTTAAA GTCCTGATCA TTAGACAGGT GATACTACAA TGGAATAGTA 2820 

ATAAAATTAA GTCCTCATCA GATTACAGAG TGTCAGCCTC AAAAAAGGAT AAGTTGATTC 2880 

TGCAAAGTGT TTGCACAAGA GCAGTCACCT ACCGACGTGA GAAGCCTGAA GAAATAAAAA 2940 

TGGAIATCAG CAAATTAAAT GCTCATGAAA CTTTCAGGTG CAACTTCTAA AAAAAGATTT 3000 

TTAAACACTT AATGGGAAAC TGGAATTGTT AATAATTGCT CCTAAAGATT ATAATTTTAA 3060 

AAGTCACAGG AGGAGACAAA TTGCTCAOGG TCATGCCAGT TGCTGGTTGT ACACTCGAAC 3120 

GAAGACTGAC AAGTATCCTC ATCATGATGT GACTCACATA GCTGCTGACT TTTTCAGAGA 3180 

AAAATGTGTC TTACTACTGT TTGAGACTAG TGTCGTTGTA GCACTTTACT GTAATATATA 3240 

ACTTATTTAG ATCAGCATAG AATGTAGATC CTCTGAAGAG CACTGATTAC ACTTTACAGG 3300 

TACCTGTTAT CCCTACGCTT CCCAGAGAGA ACAATGCTGT GAGAGAGTTT AGCATTGTGT 3360 

CACTACAAGG GTACAGTAAT CCCTGCACTG GAGATGTGAG GAAAAAAATA ATCTGGCAAG 3420 

TATATTCTAA GGTTGCCAAA CACTTCAACA GTTGGTGGTT GAATAGACAA GAACAGCTAG 3480 

ATGAATAAAT GATTCGTGTT TCACTCTTTC AAGAGGTGAA CAGATACAAC CTTAATCTTA 3540 

AAAGATTATT GCTTTTTAAA GTGTGTAGTT TTATGCATGT GTGTTTATGG TTTGCTTATT 3600 

TTTGCAAGAT GGATACTAAT TCCAGCATTC TCTCCTCTTT GCCTTTATGT TTTGTTTTCT 3660 

TTTTTACAGG ATAAGTTTAT GTATGTCACA GATGAGTGGA TTAATTAAGT GCTAAGTTAC 3720 

TACTGCCATA AAAAACTAAT AATACAATGT CACTTTATCA GAATACTAGT TTTAAAAGCT 3780 
GAATGTTAA 



A107 Protein i 



Gene name: 
Onigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
EGF domain: 



Cellular Localization: 



Integrin, beta 8 

HS-52 620 

AA479726 

NP 002205.1 

1-39 

682-704 

552-584 

54-469 

plasma membrane 



1 11 21 31 

I I I I 



41 


51 




1 

QGEDNRCASS 


1 

NAASCARCLA 


60 


YPSVHVIIPT 


BNEINTQVTP 


120 


NNIEKLNSVG 


NDLSRKMAFF 


180 


PHGYIHYLSL 


TENT TEFEKA 


240 


LVNTDQTSHL 


ALDSKLAGIV 


300 


FAVQGKQFHW 


YKDLLPLLPG 


360 


FNITAICPDG 


SRKPGMEGCR 


420 


IHIHRNCSCQ 


CEDNRGPKGK 


480 


SGRGVCVCGK 


CSCHKIKLGK 


540 


DRCQCPSAAA 


QHCVNSKGQV 


600 


MQCLHPHNLS 


QAILDQCKTS 


660 


VLIIRQVILQ 


WNSNKIKSSS 


720 


AHETFRCNP 







A108 DNA sequence 

Gene name: ESTs 

Unigene number: Hs. 12 88 99 

Probeset Accession #: AA983251 

Nucleic Acid Accession #: AA983251 

Coding sequence: 1-1749 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

1*1 I I I I 

ATGCTGTCTG GCTTCTTGAT GAGTCCCAGT ACCCAGCACA GAGCACAGTA CACTCCCGGA 60 

GGAAAGAAAC TTCCGTGGGA GGCTTCCATC GGTGCGCACA CCTCCCGAGG GCGAGGCAGC 120 

GACCGGGAGA GGGAGAGCCG GCCGGAGGCT GCCGGGCTCC TGTGGGACCG CGCTGCAGCC 180 

GGGGAGGCGG AGAAGGGGAA CCGGGGCGAG CCGCCCGCCT GGATCCGCGC CCAGCAGCAG 240 

882 



WO 03/042661 



CCGCGGCCGC OGCCAGCTGG GCAGGCTCCC GGGACTGCGG CTGGGGGCGC GCAGGACCCT 300 

CGCCTGCGTC CTGGACGTTC CCGGGGGAGG GTCCGGTTGC CAGTGAAACC TCCAGAGGCT 360 

TCCGGACGAC AGCCCCGGGG GCCTTCTGAC TGCATCCCGA GATTTCCATC AGCGAGTGCA 420 

ACTCATAAGG CAGTCCCTAA GGGGACCGGG CCACCGGCTG AGGAOGGGGA TGGCTTAGGA 480 

GCTCCTGGAC CTAGGGCCCG GCGTOGTCGC CTCCTGGGCG TCGCGGCAGA GGGGAGTGGC 540 

CCGCGCGGAA AGCGCCGCGG GACAGTCAGT GACGAGGCCC GGGGGTCGCC GGGGCCACGA 600 

CTTCTCGGAG ACCGTCCTGC GCTCTCTGGA GACGCGCTGT CCGCGCCCAG GGTGGTGCCA 660 

TGTGGGGCGC TCGCCGCTCG TCCGTCTCCT CATCCTGGAA CGCCGCTTCG CTCCTGCAGC 720 

TGCTGCTGGC TGCGCTGCTG GCGGCGGGGG CGAGGGCCCA GCGGCGAGTA CTGCCACGGC 780 

TGGCTGGACG CGCAGGGCGT CTGGCGCATC GGCTTCCAGT GTCCCGAGCG CTTCGACGGC 840 

GGCGACGCCA CCATCTGCTG CGGCAGCTGC GCGTTGCGCT ACTGCTGCTC CAGCGCCGAG 900 

GCX3CGCCTGG ACCAGGGCGG CTGOGACAAT GACCGCCAGC AGGGCGCTGG CGAGCCTGGC 960 

CGGGCGGACA AAGACGGGCC CCGACGGCTC GGCAGGGCTT CATGTCTTAG GGGTACCCAA 1020 

GGAGACGGCG AGGGTGCGCC CCCACCCGTG AGGGCCTGGC AGCGGTGCTC CCCTGAAGGC 1080 

TCCCCGAAAG GAAGGCAGCT CCTCAGGGCT TTCCCGGGGC TGCTGCCCCG TGCCAGACGC 1140 

CGOGGATTCC CATCTTCTCC ACGCGGCGGC CCCTCTCCCC TGCAGCGGCC CGCCTTGCCC 1200 

ATCTACGTGC CGTTCCTCAT TGTTGGCTCC GTGTTTGTCG CCTTTATCAT CTTGGGGTCC 1260 

CTGGTGGCAG CCTGTTGCTG CAGATGTCTC CGGCCTAAGC AGGATCCCCA GCAGAGCCGA 1320 

GCCCCAGGGG GTAACCGCTT GATGGAGACC ATCCCCATGA TCCCCAGTGC CAGCACCTCC 1380 

CGGGGGTCGT CCTCACGCCA GTCCAGCACA GCTGCCAGTT CCAGCTCCAG OGCCAACTCC 1440 

GGGGCCCGGG CGCCCCCAAC AAGGTCACAG ACCAACTGTT GCTTGCCGGA AGGGACCATG 1500 

AACAACGTGT ATGTCAACAT GCCCACGAAT TTCTCTGTGC TGAACTGTCA GCAGGCCACC 1560 

CAGATTGTGC CACATCAAGG GCAGTATCTG CATCCCCCAT ACGTGGGGTA CACGGTGCAG 1620 

CACGACTCTG TGCCCATGAC AGCTGTGCCA CCTTTCATGG ACGGCCTGCA GCCTGGCTAC 1680 

AGGCAGATTC AGTCCCCCTT CCCTCACACC AACAGTGAAC AGAAGATGTA CCCAGCGGTG 1740 

ACTGTATAAC CGAGAGTCAC TGGTGGGTTC CTTTACTGAA GGGAGACGAA GGCAGGGGTG 1800 

GATTCTCGAG GTGGAAGTCC GCACATGTOG GTGGTATTTA TGGCACGATT CCTTTGGATG 1860 

GCTTCATTTG CCCCCAGACT GTATGAAAAC ATCTCCGAAT TAGCATTTCT GGATATGTTT 1920 

CATCCAGGGT ATCATTGATT TATGATGGAA AACOGGCCTC AGCTGGAGAT GACTGTGATG 1980 

TTGCTGATGG GTGTATAACA AATGCTTGAG TCOGAAGTGC CCTTGAGATA TGGTTGACGA 2040 

AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTTATTAT TATTTCTTTT 2100 

TTGTTGTTGA CTGCACAGGA TCAAAATGCC TGTTATCTCC CTTTTACTGG GACTTTTTTT 2160 

TTTTTTTTTT TTTTTTTTAA TCAGACAGGG TCTTGCTCTG TTGCCCAGGC TGGAGTGCAG 2220 

TGGTGCGATC TCGGCTCACT GCAACTTCAG CCTCCTGGAT TCAGGCAACA CTCCTGCCTC 2280 

AGCCTCCCAC GTGGCTGGGA TTACAGGTGC CTGCCCCCAT GGCTAATTTT TTGTATTTTT 2340 

TGTAGAGATG GGGTTTCACC ATGTTGGCTG GGCTGGTCTC ACTCTCCTGA CCTCAAGCAA 2400 

TCTGC CTGTC TCAGCCTCCC AAAGTGCTGG GATTACAGGC GTGAGCCACC GCCCCCAGCC 2460 

TGAGCCTTTT TTTTTTTCTA ATGCATCCAA GGTTAAGGGG AAGACGCAAA TAACAGGACT 2520 

ATTCTAAAAG GAAACCTGTT TGAACTCTGT GAGATCAGTC ATCAGTCTCA GTATTCCACA 2S80 

GGCACACCTT AATTTCATTG TAAAAAGATA TATATATTTT GTCTATTTTT GTGCTTTTGG 2640 

GGGCCTATTT TGTGCTTTTT TACCTTATGT AGAGATCTTA TTACAAAGTG ATTTTCTACA 2700 

TTAAAAAGAG ACTGAAATAA ATTGTATAGT TACTTAACTA ATGAAGACAT TTCAGAACTC 2760 

TGGGATGATT TTAATCTTGA AGTAGTAGGT GGTATAGTCA TAAAACCATT CATCCCCTTC 2820 

TTGATTGTAT CTTAATTTTC TGGCTTTAAG GTGACATCTG AGAGGTAATG CATTCTTTTT 2880 

TATATTGAAA TCATAAACTA TCACCCGCTG CTTCTCTGAG TTACTTTTAA TTTTGCCTTG 2940 

TGGTTATGGT TTGGCGTTTC CTTCTGTTTG GTTTTCAGAG CCCCATGTCT ATATAGTCCT 3000 

GAGTGCAAGT AATTACTATA CTTGTAAATG AAGATCAGTA TTTCTGCCTA GATCTGATAA 3060 

AAAAATTTTC TTGTCTTAGT TATAAAAATT CAAAGAAATG TGTTACAAAG ATACTTAGTA 3120 

TAGCTCCTCA GCCATAACCT GAGACTTGGG ATGAAATTTA AACCAGATAC GATTTACTTT 3180 

GCAGATCATA AGGCTTTTTA TACTCTTGTT ATCAAAATGG CTTATTTTTC AGGCACTAAG 3240 

GATTGTTAAG AGAAAAGCTT TTCAACGAAG GATTGCCTTT CTTCTCCCAC ACTGTTCTTG 3300 

ATTTCCTCTC TCTTTCAGGC CTCAACAGGC ACTGTATTCA TTGCCAATGT TCCAAATTAT 3360 

CAAATTCAAG TGAATTTATT TGTGTGTTCT TTACTTATAT AAAAAAAGAT AACTTTAAGG 3420 

ATGTGCAAGT ACATTTCCAA CTGCTAGCAC AACCAGTATT TTGTAATTAA ACAAATCGCT 3480 

GTATGGTATG GTCTTCTACA CATTTAT GTC TATAGATATC TATCGATCAT CTTTCTATTC 3540 

TGTTTCATGA CTGAATAATG TAAAACCAGT GTTGGCAATT GGTATCATCA ATGATACTCA 3600 

TTTTTTAATA ACCAAAGGCA GGGGAAAATC ATTTTACTTA TTAATAAATA TTTTATGATG 3660 
TGAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



A109 Protein sequence 

Gene name: BSTs 

Unigene number: Hs. 128899 

Protein Accession #: none found 

Signal sequence: 1-11 

Transmembrane domains: 402-424 

Cellular Localization: not determined 



1 11 21 31 41 51 

I I I I I I 

MLSGPLMSPS TQHRAQYTPG GKKLPWEASI GAHTSRGRGS DRERESRPEA AGLLWDRAAA 60 

GEAEKGNRGE PPAWIRAQQQ PRPPPAGQAP GTAAGGAQDP RLRPGRSRGR VRLPVKPPEA 120 

SGRQPRGPSD CIPRFPSASA THKAVPKGTG PPAEDGDGLG APGPRARRRR LLGVAAEGSG 180 

PRGKRRGTVS DEARGSPGPR LLGDRPALSG DALSAPRWP CGALAARPSP HPGTPLRSCS 240 

CCWLRCWRRG RGPSGEYCHG WLDAQGVWRI GFQCPERFDG GDATICCGSC ALRYCCSSAE 300 

ARLDQGGCDN DRQQGAGEPG RADKDGPRRL GRASCLRGTQ GDGEGAPPPV RAWQRCSPEG 360 

SPKGRQLLRA FPGLLPRARR RGFPSSPRGG PSPLQRPALP IYVPFLIVGS VFVAFIILGS 420 

LVAACCCRCL RPKQDPQQSR APGGNRLMET IPMIPSASTS RGSSSRQSST AASSSSSANS 480 

GARAPPTRSQ TNCCLPEGTM NNVYVNMPTN FSVLNCQQAT QIVPHQGQYL HPPYVGYTVQ 540 
HDSVPMTAVP PFMDGLQPGY RQIQSPFPHT NSEQKMYPAV TV 

A110 DNA SEQUENCE: 

Gene name: ESTs, Weakly similar to JE0350 Anterior gradient-2 tH. sapiens} 

883 



WO 03/042661 



Unigene number: Hs. 100 686 

Probeset Accession #: AA487468 

Nucleic Acid Accession AA487468 

Coding sequence: SS-S55 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 SI 

I I I I I I 

CGGCACCAAG AGCACTGGCC AAGTCAGCTT CTTCTGAQAG AGTCTCTAGA AGACATGATG 60 

CTACACTCAG CTTTGGGTCT CTGCCTCTTA CTCGTCACAG TTTCTTCCAA CCTTGCCATT 120 

GCAATAAAAA AGGAAAAGAG GCCTCCTCAG ACACTCTCAA GAGGATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAGGTCTC TTTTATGCTC AAAAAAGTAA GAAGCCATTA 240 

ATGGTTATTC ATCACCTGGA GGATTGTCAA TACTCTCAAG CACTAAAGAA AGTATTTGCC 300 

CAAAATGAAG AAATACAAGA AATGGCTCAG AATAAGTTCA TCATGCTAAA CCTTATGCAT 360 

GAAACCACTG ATAAGAATTT ATCACCTGAT GGGCAATATG TGCCTAGAAT CATGTTTGTA 420 

GACCCTTCTT TAACAGTTAG AGCTGACATA GCTGGAAGAT ACTCTAACAG ATTGTACACA 480 

TATGAGCCTC GGGATTTACC CCTATTGATA GAAAACATGA AGAAAGCATT AAGACTTATT 540 

CAGTCAGAGC TATAAGAQAT GATAGAAAAA AGCCTTCACT TCAAAGAAGT CAAATTTCAT 600 

GAAGAAAACC TCTGGCACAT TGACAAATAC TAAATGTGCA AGTATATAGA TTTTGTAATA 660 

TTACTATTTA GTTTTTTTAA TGTGTTTGCA ATAGTCTTAT TAAAATAAAT GTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 



Alll Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs, Weakly similar to JE0350 Anterior gradient -2 [H. sapiens J 

Hs. 100666 

AA4B746B 

none found 
1-23 

none found 
secreted 



1 11 21 31 41 51 

11(11! 

MMLHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSRGWGD DITWVQTYEE GLFYAQKSKK 60 
PLMVIHHLED CQYSQALKKV FAQNEEIQEM AQNKPIMLNL MHETTDKNLS PDGQYVPRIM 120 
FVDPSLTVRA DIAGRYSNRL YTYEPRDLPL LIENMKKALR LIQSEL 

A112 DNA SEQUENCE 



Homo sapiens type II membrane serine protease mRNA 
Unigene number: Hs. 63325 

Probeset Accession #: AA411502 
Nucleic Acid Accession «: NM_016425 

Coding sequence: 1-1314 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 SI 

I I I I I I 

ATGTTACAGG ATCCTGACAG TGATCAACCT CTGAACAGCC TCGATGTCAA ACCCCTGCGC 60 

AAACCCCGTA TCCCCATGGA GACCTTCAGA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTGG CGAGT AT CAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GCGGGCAGCC TCTCCACTTC ATCCCGAGGA AGCAGCTGTG TGACGGAGAG 240 

CTGGACTGTC CCTTGGGGGA GGACGAGGAG CACTGTGTCA AGAGCTTCCC CGAAGGGCCT 300 

GCAGTGGCAG TCCGCCTCTC CAAGGACCGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTCGACAAC TTCACAGAAG CTCTCGCTGA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAGATTGG CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAGC TTCGCATGCG GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCTCC CTGCACTGTC TTGCCTGTGG GAAGAGCCTG 600 

AAGACCCCCC GTGTGGTGGG TGGGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

AGCATCCAGT ACGACAAACA GCACGTCTGT GGAGGGAGCA TCCTGGACCC CCACTGGGTC 720 

CTCACGGCAG CCCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGTGCGGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCCCATCC CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AGACAATGAC ATCGCCCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCTCAG GCACAGTCAG GCCCATCTGT CTGCCCTTCT TTGATGAGGA GCTCACTCCA 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTACGAAGC AGAATGGAGG GAAGATGTCT 1020 

GACATACTGC TGCAGGCGTC AGTCCAGGTC ATTGACAGCA CACGGTGCAA TGCAGACGAT 1080 

GCGTACCAGG GGGAAGTCAC CGAGAAGATG ATGTGTGCAG GCATCCCGGA AGGGGGTGTG 1140 

GACACCTGCC AGGGTGACAG TGGTGGGCCC CTGATGTACC AATCTGACCA GTGGCATGTG 1200 

GTGGGCATCG TTAGCTGGGG CTATGGCTGC GGGGGCCCGA GCACCCCAGG AGTATACACC 1260 
AAGGTCTCAG CCTATCTCAA CTGGATCTAC AATGTCTGGA AGGCTGAGCT GTAA 



A113 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
LDLa domain: 
Tryp_SPc domain: 
Cellular Localization: 



Homo sapiens type II 

HS. 63325 

AA411502 

NP_057509 

none found 

31-53 

54-94 

204-429 

plasma membrane /ER 



serine protease mRNA 



884 



WO 03/042661 



PCT7US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



MLQDPDSDQP 
YFLCGQPLHF 
GNWFSACFDN 
GPCLSGSLVS 
LTAAHCFRKH 
TPSGTVRPIC 
AYQGEVTEKM 
KVSAYLNWIY 



11 
I 

LNSLDVKPLR 
IPRKQLCDGE 
FTEALAETAC 
LHCLACGKSL 
TDVFNWKVRA 
LPPFDEELTP 
MCAGIPEGGV 
NVWKAEL 



21 
I 

KPRIPMETPR 
LDCPLGEDEE 
RQMGYSSKPT 
KTPRWGGEB 
GSDKLGSFPS 
ATPLWIIGWG 
DTCQGDSGGP 



31 
I 

KVGIPIIIAL 
HCVKSPPEGP 
FRAVEIGPDQ 
ASVDSWPWQV 
LAVAKIIIIE 
FTKQNGGKMS 
LMYQSDQWHV 



41 
I 

LSLASIIIW 
AVAVRLSKDR 
DLDWEITEN 
SIQYDKQHVC 
FNPMYPKDND 
DILLQASVQV 
VGIVSWGYGC 



SI 
I 

VLIKVILDKY 60 

STLQVLDSAT 120 

SQELRMRNSS 180 

GGSILDPHWV 240 

IALMKLQFPL 300 

IDSTRCNADD 360 

GGPSTPGVYT 420 



All 4 DNA SEQUENCE: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



TTK protein kinase 

Hs. 169840 

M86699 

NM_00331B 

1026-35S1 (underlined sequences correspond to start and stop codons) 



1 
I 

GGAATTCCTT 
CAATGGCACA 
CTCAGCCTCT 
CTTTTCTATT 
ACCTCAGGTG 
TGCCTGGCTG 
AGGCTGGAGT 
GATCCTCCCA 
CTAATTTTTG 
CTCCTGGACT 
AGTCACCATG 
GGTCCTCACA 
AGGAAGATGA 
GGATGATGAT 
TTTGGTTTAA 
ATGTAAGACT 
TGCAGTTTTC 
CCATAATGAA 
AACTAAGCTT 
TTATGATGAT 
ACAGTGTTCC 
TTGAAGCGCT 
GATTTGCTGA 
CCAGAGCAAA 
CACAAGGTAA 
TACCACTAGA 
TTTCAGAGGA 
TTTCCGGTTC 
CTACTAAAGC 
ACCGGAATTC 
CAGTTAACCT 
GTTTTATGAA 
AACCAAGTGG 
TCAAGGAACC 
CCCTGAAGAA 
AAGAACCAGA 
GTATTAACCA 
AAGTTAATAC 
AGTCACCACC 
GCAGCAATAC 
TTCCACCTGC 
AGCATCAAAT 
ATGAATGCAT 
GTTCAAGCAA 
TGAACTTAGA 
TGAATAAACT 
ACCAGTACAT 
AGAAAAAATC 
TTCACACAAT 
TAGTTGATGG 
CAACAAGTGT 
TCAAAGATAT 
GTGATGTTTG 
AGCAGATAAT 
AATTTCCCGA 
ACCCAAAACA 
CTCATCCAGT 
AACTTGTTGG 
ACTATAGTGG 
GAAAAAAATG 
GTTATACTCT 
ATCAGCAAAA 



11 
I 

TTTTTTTTTT 
ATCTCAGCTT 
CAAGTAGCTG 
TAGTAGAGAT 
ATCCACTTGC 
ATTCTTTTTT 
GCAGTGGTGC 
CTTTAGCCTC 
TATTTTTATT 
CAAGGGATCC 
CCTGACCTTA 
ACAAATCTGC 
AGTGATTCAT 
CCTAAATCCA 
ATTAATTATC 
GTACAGACTT 
TGTAGAAATG 
CAAAGTGAGA 
GAATAAAATT 
GGCAAACAAC 
GCTAAGTGAT 
TCCCCCAGAT 
ATTAAAAGCT 
CTGCAAGAAA 
TGTCAAAAAA 
AATGCTGGAA 
GGAAAAGAAG 
ACTTGGGCAT 
CAGGTTTTTA 
ATTGAGACAA 
TCTAAATAGC 
AAGACAAACC 
AAATGATTCC 
TCTGGTGTCA 
TAAAACGGAA 
GGTTCCAGAG 
GAATCCTGCT 
AGAGCAGAAA 
AATATCAACA 
CTTGGATGAT 
TTGTCAGTTG 
ACTTGCCACT 
TTCGGTTAAA 
GGTATTTCAG 
AGAAGCAGAT 
ACAACAACAC 
CTACATGGTA 
CATTGATCCA 
CCATCAACAT 
AATGCTAAAG 
TGTTAAAGAT 
GTCTTCCTCC 
GTCCTTAGGA 
TAATCAGATT 
TATTCCAGAG 
GAGGATATCC 
TAACCAAATG 
TCTGAATTCT 
TGGTGAAAGT 
_ATTTGCAGTT 
TGAATCCCTG 
AAAATTCAGT 



21 
I 

TTTGAGATGG 
ACTGCAACCT 
GGATTACAGG 
GGGGTTTCAC 
CTTGGCCTCC 
TGTTGTTGGA 
GATCTTGGCT 
CTGAGTAGCT 
AGAGACAGGG 
GCCTGCCTCC 
TAATTCTTAA 
ATTAGGCGGT 
GATTTAGAAA 
GATACAGTAA 
TAAATATCTA 
CCTAGAAAAC 
GAATCCGAGG 
GACATTAAAA 
TCTGCTGATA 
CCAGAGGACT 
GCTCTTTTAA 
AAATATGGCC 
ATTCAAGAGC 
TTTGCTTTTG 
AGTAAACAAC 
ATTGCCCTGC 
AATTTATCAG 
TTACAGAATA 
TATGGAGAGA 
ACTAACAAAA 
CCAGATTGTG 
TCTAGATCAG 
TGTGAATTAA 
GATGAAAAGA 
TCAAGTCTTC 
AGTAACCAGA 
GCATCTTCAA 
CATACCACTT 
TCTAAATGGT 
TACATGAGCT 
TCAACACCTT 
CCACTTCAAA 
GGAAGAATTT 
GTGTTAAATG 
AACCAAACTC 
AGTGATAAGA 
ATGGAGTGTG 
TGGGAACGCA 
GGCATTGTTC 
CTAATTGATT 
TCTCAGGTTG 
AGAGAGAATG 
TGTATTTTGT 
TCTAAATTAC 
AAAGATCTTC 
ATTCCTGAGC 
GCCAAGGGAA 
CCTAACTCCA 
CATAATTCTT 
ATTCGTAATG 
TGGAAATCTA 
GAGATTATCT 



31 
I 

AGTTTCACTC 
CCGCCTCCCG 
CATGTGCCAC 
CATGTTGGTC 
CAAAGTGCTA 
TTTTTGAAAC 
CACTATAACC 
GTGATTACAG 
TTTCACCATG 
ACTTCCCAAA 
GTCATTTTTT 
ACAATAATCC 
GGGGAAGTAG 
AAATGGGGTA 
AAAACATTTT 
AGTTTGGGTT 
ATTTAAGTGG 
ATAAGTTTAA 
CTACAGATAA 
GGTTGAGTTT 
ATAAATTGAT 
AAAATGAGAG 
CAGATGATGC 
TTCATATATC 
TTCTTCAAAA 
GGAATTTAAA 
CATCTACGGT 
GGAACAACAG 
ACATGCCACC 
CTAAACAGTC 
ATGTGAAGAC 
AATGCCGAGA 
GAAATTTAAA 
GTTCTGAACT 
TAGCTAAATT 
AACAGTGGCA 
ATCACTGGCA 
TTGAGCAACC 
TTGACCCAAA 
GTTTTAGAAC 
ATGGCCAACC 
ATTTACAGGT 
ATTCCATATT 
AAAAGAAACA 
TTGATAGTTA 
TCATCCGACT 
GAAATATTGA 
AGAGTTACTG 
ACAGTGATCT 
TTGGGATTGC 
GCACAGTTAA 
GGAAATCTAA 
ACTATATGAC 
ATGCCATAAT 
AAGATGTGTT 
TCCTGGCTCA 
CCACTGAAGA 
TTTTGAAAGC 
CATCCTCCAA 
TCAGATAGGA 
CATTTGAAGA 
TTAAAAGAAA 



41 
I 

TTGTTGGCCA 
GGTTCAAGCG 
CACCCCTGGC 
AGGCTGGTCT 
GGATTACAGC 
AGGGTCTCCC 
TCCACCTCCT 
GCGTGCACCA 
TTGGCCAGGC 
GTCCCGAGAT 
CTGGTCCATT 
TTAACTTCAT 
TAAGCCCACT 
TGGGAAGGTA 
TGGATACATT 
CCATCTTTTC 
CAGAGAATTG 
AAATGAAGAC 
CTCGGGAACT 
GTTGCTCAAA 
TGGTCGTTAC 
TTTTGCTAGA 
ACGTGACTAC 
TTTTGCACAA 
AGCTGTAGAA 
CCTCCAAAAA 
ATTAACTGCC 
TTGTGATTCC 
ACAAGATGCA 
ATGCCCATTT 
AGATGATTCA 
TTTGGTTGTG 
GTCTGTTCAA 
TATTATTACT 
AGAAGAAACT 
AGCTAAGAGA 
GATTCCGGAG 
TGTCTTTTCA 
ATCTATTTGT 
TCCAGTTGTA 
TGCCTGTTTC 
TTTAGCATCT 
AAAGCAGATA 
GATATATGCT 
COGGAACGAA 
TTATGATTAT 
TCTTAATAGT 
GAAAAATATG 
TAAACCAGCT 
AAACCAAATG 
TTATATGCCA 
GTCAAAGATA 
TTACGGGAAA 
TGATCCTAAT 
AAAGTGTTGT 
TCCATATGTT 
AATGAAATAT 
TGCTAAAACT 
GACTTTTGAA 
GGTATAAAAT 
CAACATCACT 
ACTGTAAAAA 



51 

I 

GGCTGGAGTG 
ATTCTCCTGC 
TAACTAATTT 
TGAACTCCTG 
CGTGAAACTG 

GGTTTCAAGT 
CCACACCCGG 
TGTTCTCAAA 
TACAGGTGTG 
TCTTCCTTAG 
GATTCACAAA 
GCACACTCCT 
GAATACAAAA 
GTTGATGTGA 
ATTTCCCCAG 
ACAATTGATT 
CTTACTGATG 
GTTAACCAAA 
CTAGAGAAAA 
AGTCAAGCAA 
ATTCAAGTGA 
TTTCAAATGG 
TTTGAACTGT 
CGTGGAGCAG 
AAGCAGCTGC 
CAAGAATCAT 
AGAGGACAGA 
GAAATAGGTT 
GGAAGAGTCC 
GTTGTACCTT 
CCTGGATCTA 
AATAGTCATT 
GATTCAATAA 
AAAGAGTATC 
AAGTCAGAGT 
TTAGCCCGAA 
GTTTCAAAAC 
AAGACACCAA 
AAGAATGACT 
CAGCAGCAAC 
TCTTCAGCAA 
GGAAGTGGAG 
ATAAAATATG 
ATAGCTTATT 
GAAATCACGG 
TGGCTTAAAA 
TTAGAGGCAG 
AACTTTCTGA 
CAACCAGATA 
CCAGAAGCAA 
AGCCCCAAAA 
ACACCATTTC 
CATGAAATTG 
TTAAAAAGGG 
CAAATTCAAA 
GTTCTGGGCC 
TTATATGAAC 
AAAAAAAGGG 
ATATTGGACT 
CTGAAGTGTT 
TAGCAACCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



885 



WO 03/042661 



PCT/US02/36810 



TTATGGCACT GTATATATTG TAGACTTGTT TTCTCTGTTT TATGCTCTTG TGTAATCTAC 3780 
TTGACATCAT TTTACTCTTG GAATAGTGGQ TGGATAGCAA GTATATTCTA AAAAACTTTG 3840 
TAAATAAAGT TTTGTGGCTA AAATGA 



A115 Protein sequence: 

Gene name: TTK protein kinase 

Unigene number: Hs. 169840 

Probeset Accession #: MB6699 

Protein Accession «: NPJJ03309 

Signal sequence: none found 

Transmembrane domains: none found 

Protein Kinase Domain: 510-775 

Cellular Localization: cytoplasmic and nuclear 

1 11 21 31 41 51 

! I I I I 1 

KNKVRDIKNK F KM ED LTD EL SLNKISADTT DNSGTVNQIM MMANNPEDWL SLLLKLBKNS 60 

VPLSDALLNK LIGRYSQAIE ALPPDKYGQN ESFARIQVRF AELKAIQEPD DARDYFQMAR 120 

ANCKKFAFVH ISFAQFELSQ GNVKKSKQLL QKAVERGAVP LEMLEIALRN LNLQKKQLLS 180 

EEEKKNLSAS TVLTAQESFS GSLGHLQNRN NSCDSRGQTT KARFLYGENM PPQDAEIGYR 240 

NSLRQTNKTK QSCPFGRVPV NLLNSPDCDV KTDDSWPCF MKRQTSRSEC RDLWPGSKP 300 

SGNDSCELRN LKSVQNSHFK EPLVSDEKSS ELIITDSITL KNKTESSLLA KLEETKEYQE 350 

PEVPESNQKQ WQAKRKSECI NQNPAASSNH WQIPELARKV NTEQKHTTFE QPVFSVSKQS 420 

PPISTSKWFD PKSICKTPSS NTLDDYMSCF RTPWKNDFP PACQLSTPYG QPACFQQQQH 480 

QILATPLQNL QVLASSSANE CISVKGRIYS ILKQIGSGGS SKVFQVLNEK KQIYAIKYVN 540 

LEEADNQTLD SYRNEIAYLN KLQQHSDKIZ RLYDYEITDQ YIYMVMECGK IDLNSWLKKK 600 

KSIDPWERKS YWKNMLEAVH TIHQHGIVHS DLKPANFLIV DGMLKLIDFG IANQMQPDTT 660 

SWKDSQVGT VNYMPPEAIK DMSSSRENGK SKSKISPKSD VWSLGCILYY MTYGKTPFQQ 720 

IINQISKLHA IIDPNHEIEF PDIPEKDLQD VLKCCLKRDP KQRISIPELL AHPYVQIQTH 780 

PVNQMAKGTT EEMKYVLGQL VGLNSPNSIL KAAKTLYEHY SGGESHNSSS SKTFEKKRGK 840 
K 

OVARIAN 



A116 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession lh 
Nucleic Acid Accession #: 
Coding sequence: 



G protein- coupled receptor 39 

Hs. 85339 

AA349893 

NM_001508 

1-1362 (underlined sequences correspond to start and stop codons) 



1 
I 

ATGGCTTCAC 
CCCGAGTTTG 
TTCGTGATGG 
AAAGGATACT 
TTGGTGTTCC 
ACGTCCAGCT 
GCTACGCTGC 
TTCAGGTACA 
GTCACCTCCG 
GTGAACGTGC 
CAGCCCGAGA 
CAGTCCAGCA 
ATGTGCTGGA 
ACGCGGCCTC 
ACCATCATCT 
ATTCGGAGGA 
GCGTACATGA 
CCGCTCCTGT 
TGCOGCCTGT 
ACCACCGACA 
TCTGCAAGGA 
TCTAAGTCCC 
AATTCTGCTG 




TGCACGTGCT 
AGGCTGTGTC 
CCCTGGTGGC 
CCAGCCACCG 
CCTCCAATAT 
TCTTCGGCGC 
ACATGATGCA 
CGCAGCTGAG 
TCCTGAGGCT 
TCATGGCTGC 
TCCTCCTCCC 
ACACGGTGTC 
CGCTGCAGCA 
GCGCCCGCTT 
GAACTGAGAA 
AGTCATTGAG 
CAGAGAATGG 



21 
I 

GGGCAGTGAC 
CTGGATCAAA 
GAACAGCGCC 
GGTGACAGAC 
GCCCATGGAG 
CTGCAAGCTG 
GACACTCAGC 
GGGACCTTGC 
ACTGCCCTTG 
GGGTCTCACT 
GTCCATCTGT 
CTTCGTGGTC 
GGTGCTCATG 
GAAGTCCGAG 
GATTGTTGTG 
GGCCAAACCC 
CTTCTCGGAG 
CTCGCAGCAG 
CGCCAACCAC 
TGTGCAGCGC 
GATTTTCTTA 
TCTCGAGTCA 
TTTTCAGGAG 



31 
I 

TGCTCCCAAA 
ATCACCCTTA 
ACCATTCGGG 
CACATGGTGA 
TTCTACAGCA 
CACACTTTCC 
TTTGAGCGCT 
CAGGTGAAGC 
CTGTTTGCCA 
TGCAACCGCT 
ACCAACCTCT 
TACCTCGTGG 
AAAAGCCAGA 
AGCGAAGAGA 
ACATTGGCCG 
AAGCACGACT 
ACGTTTTTCT 
TTTCGGCGGG 
GAGAAGCGCC 
CCGTTGCTCT 
AGCACTTTTC 
CTAGAGCCCA 
CATGAAGTTT 



41 
I 

TCATTGATCA 
TTCTGGTGTA 
TCACCCAGGT 
GTTTGGCTTG 
TCATCTGGAA 
TCTTCGAGGC 
ACATCGCCAT 
TGCTGATTGG 
TGGGTACTGA 
CCAGCACCCG 
CCAGCCGCTG 
TCCTGCTCTC 
AGGGCTCGCT 
GCAGGACCGC 
TATGCTGGAT 
GGACGAGGTC 
ACCTCAGCTC 
TGTTCGTGCA 
TGCGCGTACA 
TCGCGTCCCG 
AGAGCGAGGC 
ACTCAGGCGC 
GA 



51 
I 

CAGTCATGTC 
CCTGATCATC 
GCTGCAGAAG 
CTCGGACATC 
TCCCCTGACC 
CTGCAGCTAC 
CTGTCACCCC 
CTTCGTCTGG 
GTACCCCCTG 
CCACCACGAG 
GACCGTGTTC 
CGTAGCCTTC 
GGCCGGGGGC 
CAGGAGGCAG 
GCCCAACCAG 
CTACTTCCGG 
GGTCATCAAC 
GGTGCTGTGC 
TGCGCACTCC 
GCGCCAGTCC 
CGAGCCCCAG 
GAAACCAGCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



A117 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #i 
Protein Accession #: 
Signal sequence: 
Pfam domains: 
Transmembrane domains: 
Cellular Localization: 



G protein -coupled receptor 39 

Hs. 85339 

AA349893 

NM_001508, NP_001409 
none found 

7tm_l [72-172, 224-344] 

32-54, 68-90, 111-133, 151-173, 

plasma membrane 



221-243, 280-301, 320-342 



1 11 21 31 41 51 

I I I 1 I I 

MASPSLPGSD CSQIIDHSHV PEFEVATWIK ITLILVYLII PVMGLLGNSA TIRVTQVLQK 

886 



WO 03/042661 



PCT/US02/36810 



KGYLQKEVTD 
ATLLHVLTLS 
VNVPSHRGLT 
MCWNMMQVLM 
IRRIMAAAKP 
CRLSLQHANH 



HMVSLACSDI 
FERYIAICHP 
CNRSSTRHHE 
KSQKGSLAGG 
KHDWTRSYFR 
EKRLRVHAHS 
LEPNSGAKPA 



LVPLIGMPME 
FRYKAVSGPC 
QPETSNMSIC 
TRPPQLRKSE 
AYMILLPPSE 
TTDSARFVQR 
NSAAENGFQE 



FYSIIWNPLT 
QVKLLIGFVW 
TNLSSRWTVF 
SEESRTARRQ 
TFFYLSSVIN 
PLLFASRRQS 
HEV 



TSSYTLSCKL HTFLFEACSY 120 

VTSALVALPL LFAMGTEYPL 180 

QSSIFGAFW YLWLLSVAF 240 

TIIFLRLIW TLAVCWMPNQ 300 

PLLYTVSSQQ FRRVFVQVLC 360 

SARRTEKIFL STFQSEAEPQ 420 



Alia dna sequence 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



bone tnorphogenetic protein receptor IB (ALK-6) 
Hs. 87223 
AA250737 
NM_0 01203 

274-1782 (underlined sequences correspond to start and stop codons) 



CGCGGGGCGC 
GAGGACGCGG 
GTGAAAGGAA 
CATAACCATT 
TGCCATAAGT 
AATGTGGGCA 
TTGCGTTGTA 
GACGGATATT 
GGTTGCCTAG 
AGAAGATCAA 
CTGCCTCCAT 
ATATCTGTGA 
TATAAAAGAC 
ATTCCTCCTG 
TCAGGCCTCC 
ATTGGAAAAG 
GTGAAAGTGT 
ACAGTGTTGA 
GGGTCCTGGA 
TATCTGAAGT 
AGTGGCTTAT 
CATCGAGATC 
GACCTGGGCC 
ACTOGAGTTG 
AATCACTTCC 
GTTGCTAGGA 
CTAGTGCCCA 
CGCCOCTCAT 
ATGACAGAAT 
ACACTTGCCA 
CATCTCTGCA 
TAAGCATCCA 
CTTTCAGGGA 
TCTGTTTGTA 



11 
I 

GGAGTCGGCG 
GAGCCGGGAG 
AGGAAGATCA 
TGGCTCTGAG 
GAGAAGCAAA 
CCAAGAAAGA 
AATGCCACCA 
GTTTCACGAT 
GACTAGAAGG 
TTGAATGCTG 
TGAAAAACAG 
CTGTCTGTAG 
AAGAAACCAG 
GAGAATCCCT 
CTCTGCTGGT 
GTCGCTATGG 
TCTTCACCAC 
TGAGGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATTTACA 
TGAAAAGTAA 
TGGCTGTTAA 
GCACCAAACG 
AGTCTTACAT 
GATGTGTATC 
GTGACCCCTC 
TCCCAAACCG 
GCTGGGCTCA 
AAATGTCAGA 
GAAAGCCAAC 
CAGTACAAGC 
GCGACCTGGG 
GGCGGAGAAA 



21 
I 

GGGCCTCGCG 
CGCACGCGCG 
TTTCATGCCT 
CTATGACAAG 
CTTCCTTGAT 
GGATGGTGAG 
CCATTGTCCA 
GATAGAAGAG 
CTCAGATTTT 
CACAGAAAGG 
AGATTTTGTT 
TTTGCTCTTG 
ACCTCGATAC 
GAGAGACTTA 
CCAAAGGACT 
GGAAGTTTGG 
AGAGGAAGCC 
AAACATTTTG 
CCTAATCACA 
AGACGCTAAA 
CACAGAAATC 
AAACATTCTG 
ATTTATTAGT 
CTATATGCCT 
CATGGCTGAC 
AGGAGGTATA 
TTATGAGGAC 
GTGGAGCAGT 
CAATCCTGCA 
GTCCCAGGAC 
AGGTACTCTT 
CTTGAACATC 
CAAAGACAGA 
CCGTTGGGTA 



31 
I 

GGACGCGGGC 
GGGTGGAGTT 
TGTTGATAAA 
AGAGGAAACA 
AACATGCTTT 
AGTACAGCCC 
GAAGACTCAG 
GATGACTCTG 
CAGTGTCGGG 
AAGGAATGTA 
GATGGACCTA 
GTCCTTATCA 
AGCATTGGGT 
ATTGAGCAGT 
ATAGCTAAGC 
ATGGGAAAGT 
AGCTGGTTCA 
GGTTTCATTG 
GACTATCATG 
TCAATGCTGA 
TTTAGTACTC 
GTGAAGAAAA 
GATACAAATG 
CCAGAAGTGT 
ATGTATAGTT 
GTGGAAGAAT 
ATGAGGGAGA 
GATGAGTGTC 
TCAAGGCTGA 
ATTAAACTCT_ 
CTGTTTGTGG 
GTCCTGCTTC 
GAAGCTCCCA 
ACTTGTTCAA 



41 
I 

AGTGCGGAGA 
CAGCCTACTC 
GGTTCAGACT 
AAAAGTTAAA 
TGCGAAGTGC 
CCACCCCCCG 
TCAACAATAT 
GGTTGCCTGT 
ACACTCCCAT 
ATAAAGACCT 
TACACCACAG 
TATTATTTTG 
TAGAACAGGA 
CTCAGAGCTC 
AGATTCAGAT 
GGCGTGGCGA 
GAGAGACAGA 
CTGCAGATAT 
AAAATGGTTC 
AGTTAGCCTA 
AAGGCAAACC 
ATGGAACTTG 
AAGTTGACAT 
TGGACGAGAG 
TTGGCCTCAT 
ACCAGCTTCC 
TTGTGTGCAT 
TAAGGCAGAT 
CAGCCCTGCG 
GATAGGAGAG 
GCAGAGCAAA 
CGAGTGGGTT 
GAAGGAGAGA 
GATATGATGC 



51 
I 

CCGCGGCGCT 
TTTCTTAGAT 
TCTGCTGATT 
CTTACAAGCC 
AGGAAAATTA 
TCCAAAGGTC 
TTGCAGCACA 
GGTCACTTCT 
TCCTCATCAA 
ACACCCTACA 
GGCTTTACTT 
TTACTTCCGG 
TGAAACTTAC 
AGGAAGTGGA 
GGTGAAACAG 
AAAGGTAGCT 
AATATATCAG 
CAAAGGGACA 
CCTTTATGAT 
CTCTTCTGTC 
AGCAATTGCC 
CTGTATTGCT 
ACCACCTAAC 
CTTGAACAGA 
CCTTTGGGAG 
TTATCATGAC 
CAAGAAGTTA 
GGGAAAACTC 
GGTTAAGAAA 
GAAAAGTAAG 
AGACATCAAA 
CAGACCTCAC 
TTGATCCGTG 
AT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 



All 9 Protein sequence 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
PFAM domains: 
Cellular Localization: 



bone morphogenetic protein receptor IB (ALK-6) 
HS. 72472 / Hs. 87223 
AA2S0737 / U89326 
NP_001194 

1-13 
128-144 

activin_receptor [30-111] , protein kinase [204-4911 
plasma membrane 



MLLRSAGKLN 
DSGLPWTSG 
GPIHHRALLI 
EQSQSSGSGS 
WFRETEIYQT 
MLKLAYSSVS 
TNEVDIPPNT 
EEYQLPYHDL 
RLTALRVKKT 



11 
I 



CLGLEGSDFQ 
SVTVCSLLLV 
GLPLLVQRTI 
VLMRHENILG 
GLCHLHTEIF 
RVGTKRYMPP 
VPSDPSYEDM 
LAKMSESQDI 



21 
I 

TAPTPRPKVL 
CRDTPIPHQR 
LIILFCYFRY 
AKQIQMVKQI 
FIAADIKGTG 
STQGKPAIAH 
EVLDESLNRN 
REIVCIKKLR 
KL 



31 
I 



RSIECCTERN 
KRQETRPRYS 
GKGRYGEVWM 
SWTQLYLITD 
RDLKSKNILV 
HFQSYIMADM 



41 
\ 

DSVNNICSTD 
ECNKDLHPTL 
IGLEQDETYI 
GKWRGEKVAV 
YHENGSLYDY 
KKNGTCCIAD 
YSFGLILWEV 
ECLRQMGKLM 



51 
I 

GYCFTMIEED 60 

PPLKHRDFVD 120 

PPGESLRDLI 180 

KVFFTTEEAS 240 

LKSTTLDAKS 300 

LGLAVKFISD 360 

ARRCVSGGIV 420 

TECWAHNPAS 480 



A120 DNA SEQUENCE 

Gene name: LIV-1 protein, estrogen regulated 
Unigene number: Hs.79136 
Probeset Accession #: U41060 
Nucleic Acid Accession #: NM_012319.2 

Coding sequence: 138-2405 (underlined sequences correspond to start and stop codons) 



51 

887 



WO 03/042661 



PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



I I I 1 I I 

CTCGTGCCGA ATTCGGCACG AGACCGCGTG TTCGCGCCTG GTAGAGATTT CTCGAAGACA 60 

CCAGTGGGCC CGTGTGGAAC CAAACCTGCG CGCGTGGCCG GGCCGTGGOA CA ACGAG GCC 120 

GCGGAGACGA AGGCGCAATG GCGAGGAAGT TATCTGTAAT CTTGATCCTG ACCTTTGCCC 180 

TCTCTGTCAC AAATCCCCTT CATGAACTAA AAGCAGCTGC TTTCCCCCAG ACCACTGAGA 240 

AAATTAGTCC GAATTGGGAA TCTGGCATTA ATGTTGACTT GGCAATTTCC ACACGGCAAT 300 

ATCATCTACA ACAGCTTTTC TACCGCTATG GAGAAAATAA TTCTTTGTCA GTTGAAGGGT 360 

TCAGAAAATT ACTTCAAAAT ATAGGCATAG ATAAGATTAA AAGAATCCAT ATACACCATG 420 

ACCACGACCA TCACTCAGAC CACGAGCATC ACTCAGACCA TGAGCGTCAC TCAGACCATG 480 

AGCATCACTC AGACCACGAG CATCACTCTG ACCATGATCA TCACTCTCAC CATAATCATG 54 0 

CTGCTTCTGG TAAAAATAAG CGAAAAGCTC TTTGCCCAGA CCATGACTCA GATAGTTCAG 600 

GTAAAGATCC TAGAAACAGC CAGGGGAAAG GAGCTCACCG ACCAGAACAT GCCAGTGGTA 660 

GAAGGAATGT CAAGGACAGT GTTAGTGCTA GTGAAGTGAC CTCAACTGTG TACAACACTG 720 

TCTCTGAAGG AACTCACTTT CTAGAGACAA TAGAGACTCC AAGACCTGGA AAACTCTTCC 780 

CCAAAGATGT AAGCAGCTCC ACTCCACCCA GTGTCACATC AAAGAGCCGG GTGAGCCGGC 840 

TGGCTGGTAG GAAAACAAAT GAATCTGTGA GTGAGCCCCG AAAAGGCTTT ATGTATTCCA 900 

GAAACACAAA TGAAAATCCT CAGGAGTGTT TCAATGCATC AAAGCTACTG ACATCTCATG 960 

GCATGGGCAT CCAGGTTCCG CTGAATGCAA CAGAGTTCAA CTATCTCTGT CCAGCCATCA 1020 

TCAACCAAAT TGATGCTAGA TCTTGTCTGA TTCATACAAG TGAAAAGAAG GCTGAAATCC 1080 

CTCCAAAGAC CTATTCATTA CAAATAGCCT GGGTTGGTGG TTTTATAGCC ATTTCCATCA 1140 

TCAGTTTCCT GTCTCTGCTG GGGGTTATCT TAGTGCCTCT CATGAATCGG GTGTTTTTCA 1200 

AATTTCTCCT GAGTTTCCTT GTGGCACTGG CCGTTGGGAC TTTGAGTGGT GATGCTTTTT 1260 

TACACCTTCT TCCACATTCT CATGCAAGTC ACCACCATAG TCATAGCCAT GAAGAACCAG 1320 

CAATGGAAAT GAAAAGAGGA CCACTTTTCA GTCATCTGTC TTCTCAAAAC ATAGAAGAAA 1380 

GTGCCTATTT TGATTCCACG TGGAAGGGTC TAACAGCTCT AGGAGGCCTG TATTTCATGT 1440 

TTCTTGTTGA ACATGTCCTC ACATTGATCA AACAATTTAA AGATAAGAAG AAAAAGAATC 1500 

AGAAGAAACC TGAAAATGAT GATGATGTGG AGATTAAGAA GCAGTTGTCC AAGTATGAAT 1560 

CTCAACTTTC AACAAATGAG GAGAAAGTAG ATACAGATGA TCGAACTGAA GGCTATTTAC 1620 

GAGCAGACTC ACAAGAGCCC TCCCACTTTG ATTCTCAGCA GCCTGCAGTC TTGGAAGAAG 1680 

AAGAGGTCAT GATAGCTCAT GCTCATCCAC AGGAAGTCTA CAATGAATAT GTACCCAGAG 1740 

GGTGCAAGAA TAAATGCCAT TCACATTTCC ACGATACACT CGGCCAGTCA GACGATCTCA 1800 

TTCACCACCA TCATGACTAC CATCATATTC TCCATCATCA CCACCACCAA AACCACCATC 1860 

CTCACAGTCA CAGCCAGCGC TACTCTCGGG AGGAGCTGAA AGATGCCGGC GTOGCCACTT 1920 

TGGCCTGGAT GGTGATAATG GGTGATGGCC TGCACAATTT CAGCGATGGC CTAGCAATTG 1980 

GTGCTGCTTT TACTGAAGGC TTATCAAGTG GTTTAAGTAC TTCTGTTGCT GTGTTCTGTC 2040 

ATGAGTTGCC TCATGAATTA GGTGACTTTG CTGTTCTACT AAAGGCTGGC ATGACCGTTA 2100 

AGCAGGCTGT CCTTTATAAT GCATTGTCAG CCATGCTGGC GTATCTTGGA ATGGCAACAG 2160 

GAATTTTCAT TGGTCATTAT GCTGAAAATG TTTCTATGTG GATATTTGCA CTTACTGCTG 2220 

GCTTATTCAT GTATGTTGCT CTGGTTGATA TGGTACCTGA AATGCTGCAC AATGATGCTA 2280 

GTGACCATGG ATGTAGCCGC TGGGGGTATT TCTTTTTACA GAATGCTGGG ATGCTTTTGG 2340 

GTTTTGGAAT TATGTTACTT ATTTCCATAT TTGAACATAA AATCGTGTTT CGTATAAATT 2400 

TCTAGTTAAQ GTTTAAATGC TAGAGTAGCT TAAAAAGTTG TCATAGTTTC AGTAGGTCAT 2460 

AGGGAGATGA GTTTGTATGC TGTACTATGC AGCGTTTAAA GTTAGTGGGT TTTGTGATTT 2520 

TTGTATTGAA TATTGCTGTC TGTTACAAAG TCAGTTAAAG GTACGTTTTA ATATTTAAGT 2580 

TATTCTATCT TGGAGATAAA ATCTGTATGT GCAATTCACC GGTATTACCA GTTTATTATG 2640 

TAAACAAGAG ATTTGGCATG ACATGTTCTG TATGTTTCAG GGAAAAATGT CTTTAATGCT 2700 

TTTTCAAGAA CTAACACAGT TATTCCTATA CTGGATTTTA GGTCTCTGAA GAACTGCTGG 2760 

TGTTTAGGAA TAAGAATGTG CATGAAGCCT AAAATACCAA GAAAGCTTAT ACTGAATTTA 2820 

AGCAAAGAAA TAAAGGAGAA AAGAGAAGAA TCTGAGAATT GGGGAGGCAT AGATTCTTAT 2880 

AAAAATCACA AAATTTGTTG TAAATTAGAG GGGAGAAATT TAGAATTAAG TATAAAAAGG 2940 

CAGAATTAGT ATAGAGTACA TTCATTAAAC ATTTTTGTCA GGATTATTTC CCGTAAAAAC 3000 

GTAGTGAGCA CTCTCATATA CTAATTAGTG TACATTTAAC TTTGTATAAT ACAGAAATCT 3060 

AAATATATTT AATGAATTCA AGCAATATAC ACTTGACCAA GAAATTGGAA TTTCAAAATG 3120 

TTCGTGCGGG TTATATACCA GATGAGTACA GTGAGTAGTT TATGTATCAC CAGACTGGGT 3180 

TATTGCCAAG TTATATATCA CCAAAAGCTG TATGACTGGA TGTTCTGGTT ACCTGGTTTA 3240 

CAAAATTATC AGAGTAGTAA AACTTTGATA TATATGAGGA TATTAAAACT ACACTAAGTA 3300 

TCATTTGATT CGATTCAGAA AGTACTTTGA TATCTCTCAG TGCTTCAGTG CTATCATTGT 3360 

GAGCAATTGT CTTTATATAC GGTACTGTAG CCATACTAGG CCTGTCTGTG GCATTCTCTA 3420 
GATGTTTCTT TTTTACACAA TAAATTCCTT ATATCAGCTT G 



A121 PROTEIN SEQUENCE 

Gene name: 
Unlgene number: 
Protein Accession #: 
Signal sequence: 
Pfam domain: 
Transmembrane domains: 
Cellular Localization: 



1 
I 

MARKLSVILI 
FYRYGENNSL 



SVSASEVTST 
NESVSEPRKG 
RSCLIHTSEK 
LVALAVGTLS 
TWKGLTALGG 
EEKVDTDDRT 
HSHFKDTLGQ 



NALSAMLAYL 



11 
I 

LTFALSVTNP 
SVEGFRKLLQ 
HHNKAASGKN 
VYNTVSEGTH 
FMYSRNTNEN 
KAEIPPKTYS 
GDAFLHLLPH 
LYFMFLVEHV 
EGYLRADSQE 
SDDLIHHHHD 
GLAIGAAPTE 
GMATGIFIGH 



21 
I 

LHELKAAAFP 
NIGIDKIKRI 
KRKALCPDHD 
FLETIETPRP 
PQECFNASKL 
LQIAWVGGPI 
SHASHHHSHS 
LTLIKQFKDK 
PSHFDSQQPA 



LIV-l protein, estrogen regulated 
Hs. 79136 

NP_036451 

1-21 

Zip [591-7431 

330-346, 3S2-368, 427-444, 663-679, 688-703, 730-745 
plasma membrane 



31 
t 

QTTEKISPNW 



SDSSGKDPRN 
GKLFPKDVSS 
LTSHGMGIQV 
AISIlSFIiSL 
HEEPAMEMKR 



VLEEEEVMIA 



GLSSGLSTSV AVFCHELPHE 
YAENVSMWIF ALTAGLFMYV 



41 


51 




1 

ESGINVDLAI 


1 

STRQYHLQQL 


60 


DHBHHSDHER 


HSDHEHHSDH 


120 


SQGKGAHRPE 


HASGRRNVKD 


180 


STPPSVTSKS 


RVSRLAGRKT 


240 


PLNATEFNYL 


CPAIINQIDA 


300 


LGVILVPLMN 


RVFFKFLLSF 


360 


GPLFSHLSSQ 


NIEESAYFDS 


420 


DDDVEIKKQL 


SKYESQLSTN 


480 


HAHPQEVYNE 


YVPRGCKNKC 


540 


RYSREELKDA 


GVATLAWMVI 


600 


LGDFAVLLKA 


GMTVKQAVLY 


660 


ALVDMVPEML 


HNDASDHGCS 


720 



888 



WO 03/042661 



PCT/US02/36810 



RWGYFFLQNA GMLLGFGIML LISIFEHKIV FRINF 



A122 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession 
Nucleic Acid Accession ff: 
Coding sequence: 



EGF- like-domain; multiple 6 

Hs. 12844 

N67551 

NM_015507 

241-1902 (underlined sequences correspond to start and stop codons) 



CCGCAGAGGA 
CGCCCCTGCC 
CGAGTGGAGC 
GGGTCCGGCC 
ATGCCTCTGC 
GGGAACGCGG 
TGTCACTATG 
TGTGAAGCTA 
AGATGCTTTC 
AAACCCCGGC 
CTCAGTGGCC 
ATAAACTGTC 
TCAGGACTCC 
GGTAAAGTCA 
AAATGTCACA 
AATGAATGTA 
GGGTCCTTCA 
ATCCCTGAAA 
AAGAAGTTGC 
CCAGAACCCA 
ATAGTTTCCA 
GAGGGGCTTG 
AGCCTGCGAG 
CTGGTCCAAA 
GACTGCAGCT 
TGGAATCCTG 
GGTCACAAGA 
AACTTCTGTT 
TTTGTGAAAA 
TGGAAGACAG 
GAAGCAGAAC 
TCAGGCTTAT 
TTGACTTTGT 
TTAGAATTAC 
TCTTGTATAA 
TTTCTGAATC 
CAGTATATCT 
TAGAAAAAAA 
TATGACATCA 
TGTATATTTA 



11 
I 

GCCTCGGCCA 
GCGGTGCCTG 
GGAGGACCOG 
GGCGCCCTCC 
CCTGGAGCCT 
CCAGTGCAAG 
GAACTAAACT 
CATGCGAACC 
CAGGATACAC 
CATGCCAACA 
ACATGCTCAT 
AGTACAGCTG 
GCCTGGCCCC 
TCTGTCCCTA 
TTGGTTTCGA 
CTATGGATAG 
AGTGTAAATG 
ATTCTGTGAA 
TTGCTCACAA 
CCAGGACTCC 
GAGGCGGGAA 
AGGATGAGAA 
GAGATGTGTT 
GGAAAGCGCT 
TCAATCATGG 
CTGATCGAGA 
AAGACATTGG 
TGCTCTTTGA 
ACAGTAACAA 
GGAAAATTCA 
GTGGCAAGGG 
GTCCAGATAG 
ATGTCAGTTC 
TAGCTGAAAA 
GATATGCCAA 
TTTCCACATT 
GATTTGTATA 
AGCACAGAGA 
AAGATAGACT 
AATTCTTTGT 



21 
I 

GGCTAGCCAG 
GCCTCCCCTC 
AGCGGCTGAG 
CGAGGGGGGC 
TGCGCTCCCG 
GCATCACGGG 
GGCCTGCTGC 
TGGATGTAAG 
CGGGAAAACC 
CAGATGTGTG 
GCCAGATGCT 
TGAAGACACA 
AAATGGAAGA 
CAATCGAAGA 
ACTGCAATAT 
CCATACGTGC 
CAAGCAGGGA 
GGAAGTCCTC 
AAACAGCATG 
TACCCCTAAG 
CTCTCATGGA 
AAGAGAAGAG 
TTTCCCTAAG 
AACTTCCAAA 
GATCTGTGAC 
TAATGCTATT 
CCGATTGAAA 
TTACCGGCTG 
TGCCCTGGCA 
GTTGTATCAA 
CAAAACCGGC 
CCTTTTATCT 
CCTGGTTTTT 
ATTGTAATGT 
TATTTGCTTT 
ATATTATAAA 
AGTAAGTTGA 
AATGTTTAAC 
TTTGCCTAAG 
AATAATAATA 



31 
I 

GGCGCCCCCA 
CCAGACTGCA 
GAGAGAGGAG 
TCAGGAGGAG 
CTGCTGCTCT 
TTGTTAGCAT 
TACGGCTGGA 
TTTGGTGAGT 
TGCAGTCAAG 
AATACACACG 
ACGTGTGTGA 
GAAGAAGGGC 
GACTGTCTAG 
TGTGTGAACA 
ATCAGTGGAC 
AGCCACCATG 
TATAAAGGCA 
AGAGCACCTG 
AAAAAGAAGG 
GTGAACTTGC 
GGTAAAAAAG 
AAAGCCCTGA 
GTGAATGAAG 
CTGGAACATA 
TGGAAACAGG 
GGCTTCTATA 
CTTCTCCTAC 
GCCGGAGACA 
TGGGAGAAGA 
GGAACTGATG 
GAAATCGCAG 
GTGGATGACT_ 
TTGATATTGC 
ACCAACAGAA 
AAATATCATA 
ATATGGAAAT 
TGAGCTTCTC 
TGTTTGACTC 
TGGCTTAGCT 
TCCAAATCAT 



41 
I 

GCCCCTCCCC 
GGGACAGCAC 
GCGGCGGCTT 
GAAGGAGGAC 
CCTGGGTGGC 
CGGCACGTCA 
GAAGAAACAG 
GCGTGGGACC 
ATGTGAATGA 
GAAGCTACAA 
ACTCTAGGAC 
CACAGTGCCT 
ATATTGATGA 
CATTTGGAAG 
GATATGACTG 
CCAATTGCTT 
ATGGACTTCG 
GTACCATCAA 
CAAAAATTAA 
AGCCCTTCAA 
GGAATGAAGA 
AGAATGACAT 
CAGGTGAATT 
AAGATTTAAA 
ATAGAGAAGA 
TGGCAGTTCC 
CTGACCTGCA 
AAGTCGGGAA 
CCACGAGTGA 
CTACCAAAAG 
TGGATGGCGT 
GAATGTTACT 
ATCATAGGAC 
ATATTATTGT 
TCACTGTATC 
GTCAGTTTAT 
TCTACAACAT 
TTATGATACT 
GGGTCTTTCA 
CAAAAAAAAA 



51 
I 

AGGCCGCGAG 
CCGGTAACTG 
AGCTGCTACG 
CCGTGCGAGA 
AGGTGGTTTC 
GCCTGGGGTC 
CAAGGGAGTC 
AAACAAATGC 
GTGTGGAATG 
GTGCTTTTGC 
ATGTGCCATG 
GTGTCCATCC 
ATGTGCCTCT 
CTACTACTGC 
TATAGATATA 
CAATACCCAA 
GTGTTCTGCT 
AGACAGAATC 
AAATGTTACC 
CTATGAAGAG 
GAAAATGAAA 
AGAGGAGCGA 
CGGCCTGATT 
TATCTCGGTT 
TGATTTTGAC 
GGCCTTGGCA 
ACCCCAAAGC 
ACTTOGAGTG 
GGATGAAAAG 
CATCATTTTT 
CTTGCTTGTT 
ATCTTTATAT 
CTCTGGCATT 
AAGATGCCTT 
TTCTCAGTCA 
CTCCCCTCCT 
TTCTAGAAAA 
TCTTGGAAAC 
TAGCCAAACT 
AAAAAAAA 



A123 Protein sequence i 



Unigene number: 
Probeset Accession #: 
Protein Accession # » 
Signal sequence: 
Transmembrane domains: 
MAM domain: 
EGF domain: 

Cellular Localization: 



EGF-like-domain; 
Hs. 12844 
N67S51 
NP_0S6322.2 
1-21 

none found 
402-546 
B0-2S9 
secreted 



multiple 6 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
I960 
2040 
2100 
2160 
2220 
2280 
2340 



1 11 21 31 41 51 

I I I I I I 

MPLPWSLALP LLLSWVAGGF GNAASARHHG LLASARQPGV CHYGTKLACC YGWRRNSKGV 60 

CEATCEPGCK FGECVGPNKC RCFPGYTGKT CSQDVNECGM KPRPCQHRCV NTHGSYKCFC 120 

LSGHMLMPDA TCVNSRTCAM INCQYSCEDT EEGPQCLCPS SGLRLAPNGR DCLDIDECAS 180 

GKVICPYNRR CVNTFGSYYC KCHIGFELQY ISGRYDCIDI NECTMDSHTC SHHANCFNTQ 240 

GSFKCKCKQG YKGNGLRCSA IPENSVKEVL RAPGTIKDRI KKLLAHKNSM KKKAKIKNVT 300 

PEPTRTPTPK VNLQPFNYEE IVSRGGNSHG GKKGNEEKMK EGLEDEKREE KALKNDIEER 360 

SLRGDVFFPK VNEAGEFGLI LVQRKALTSK LEHKDLNISV DCSFNHGICD WKQDREDDFD 420 

WNPADRDNAI GFYMAVPALA GHKKDIGRLK LLLPDLQPQS NFCLLFDYRL AGDKVGKLRV 480 

FVKNSNNALA WEKTTSEDEK WKTGKIQLYQ GTDATKSIIF EAERGKGKTG EIAVDGVLLV 540 
SGLCPDSLLS VDD 



A124 DNA SEQUENCE 

Gene name: bone morphogenetic protein 7 {osteogenic protein l) (BMP7) 

Unigene number: Hs. 170195 

Probeset Accession # : BE616633 
Nucleic Acid Accession #: NM_001719 

889 



WO 03/042661 



PCT/US02/36810 



Coding sequence: 



-141B (underlined sequences correspond to start and stop codons) 



GGGCGCAGCG 
CTGCCACCTG 
CGATGCACOT 
CCCTGTTCCT 
GCTTCATCCA 
CCATTTTGGG 
CCATGTTCAT 
GCCAGGGCTT 
GCCTGCAAGA 
TGGAACATGA 
TTTCCAAGAT 
ACATCCGGGA 
AGCACTTGGG 
AGGAGGGCTG 
GGCACAACCT 
AGTTGGCGGG 
TCTTCAAGGC 
GCCAGAACCG 
AGAACAGCAG 
GAGACCTGGG 
AGGGGGAGTG 
AGACGCTGGT 
AGCTCAATGC 
ACAGAAACAT 
TTGGGGCCAA 
CTGCCTTTTG 
AAACATGAGC 
TCCTACAAGC 
GCCGGGCCAG 
TTATGAGCGC 
GGGCACATTG 
CAATAAAAOG 



11 
I 

GGGCCCGTCT 
GGGCGGTGCG 
GCGCTCACTG 
GCTGCGCTCC 
CCGGCGCCTC 
CTTGCCCCAC 
GCTGGACCTG 
CTCCTACCCC 
TAGCCATTTC 
CAAGGAATTC 
CCCAGAAGGG 
ACGCTTCOAC 
CAGGGAATCG 
GCTGGTGTTT 
GGGCCTGCAG 
CCTGATTGGG 
CAOGGAGGTC 
CTCCAAGACG 
CAGCGACCAG 
CTGGCAGGAC 
TGCCTTCCCT 
CCACTTCATC 
CATCTCCGTC 

GTTTTTCTGG 
TGAGACCTTC 
AGCATATGGC 
TGTGCAGGCA 
GTCATTGGCT 
CTACCAGCCA 
GTGTCTGTGC 
AATGAATG 




TACAACGCCA 
TACAAGGCCG 
CTCACCGACG 
TTCCACCCAC 
GAAGCTGTCA 
AATGAGACGT 
GATCTCTTCC 
GACATCACAG 
CTCTCGGTGG 
CGGCACGGGC 
CACTTCCGCA 
CCCAAGAACC 
AGGCAGGCCT 
TGGATCATCG 
CTGAACTCCT 
AACCCGGAAA 
CTCTACTTCG 

ATCCTCCATT 
CCCTCCCTAT 
TTTTGATCAG 
AAACCTAGCA 
GGGAAGTCTC 
GGCCACCCAG 
GAAAGGAAAA 



31 
I 

ACCGACGGCC 
CCGGAGCCCG 
CGCCGCACAG 
ACTTCAGCCT 
AGCGGCGGGA 
CGCACCTCCA 
TGGCGGTGGA 
TCTTCAGTAC 
CCGACATGGT 
GCTACCACCA 
CGGCAGCCGA 
TCCGGATCAG 
TGCTCGACAG 
CCACCAGCAA 
AGACGCTGGA 
CCCAGAACAA 
GCATCCGGTC 
AGGAAGCCCT 
GTAAGAAGCA 
CGCCTGAAGG 
ACATGAACGC 
CGGTGCCCAA 
ATGACAGCTC 
GCCACTAGCT 
GCTCGCCTTG 
CCCCAACTTT 
TTTTTCAGTG 
GGAAAAAAAA 
AGCCATGCAC 
CCGTGGGAGG 
TTGACCCGGA 



41 
I 

GGGACGGCCG 
GGTAGCGCGT 
CTTCGTGGCG 
GGACAACGAG 
GATGCAGCGC 
GGGCAAGCAC 
GGAGGGCGGC 
CCAGGGCCCC 
CATGAGCTTC 
TCGAGAGTTC 
ATTCCGGATC 
CGTTTATCAG 
CCGTACCCTC 
CCACTGGGTG 
TGGGCAGAGC 
GCAGCCCTTC 
CACGGGGAGC 
GCGGATGGCC 
CGAGCTGTAT 
CTACGCCGCC 
CACCAACCAC 

CAACGTCATC 
CCTCCGAGAA 
GCCAGGAACC 
AAAGGTGTGA 
GCAGCATCCA 
ACAACGCATA 
GGACTCGTTT 
AAGGGGGGGT 
AGTTCCTGTA 



SI 
I 

CCTGCCCCCT 
AGAGCCGGCG 
CTCTGGGCAC 
GTGCACTCGA 
GAGATCCTCT 
AACTCGGCAC 
GGGCCCGGCG 
CCTCTGGCCA 
GTCAACCTCG 
CGGTTTGATC 
TACAAGGACT 
GTGCTCCAGG 
TGGGCCTCGG 
GTCAATCCGC 
ATCAACCCCA 
ATGGTGGCTT 
AAACAGCGCA 
AACGTGGCAO 
GTCAGCTTCC 
TACTACTGTG 
GCCATCGTGC 
GCGCCCACGC 
CTGAAGAAAT 
TTCAGACCCT 
AG CAGACCAA 
GAGTATTAGG 
ATGAACAAGA 
AAGAAAAATG 
CCAGAGGTAA 
GGCAAGGGGT 
ATAAATGTCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
13B0 
1440 
1S00 
1560 
1620 
1680 
1740 
1800 
1860 



A12S Protein sequence t 

Gene name: bone morphogenetic protein 



7 (osteogenic protein 1) (BMP7) 



Unigene numbers 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Pfam domains: 
Transmembrane domains: 
Cellular Localization: 



Hs. 170195 
BE616633 
NP_001710.1 
1-30 

TGPbjpropeptide [37-281] 

none found 

secreted 



I 



11 



21 

! 



31 



41 
I 



51 
I 



MHVRSLRAAA PHSFVALWAP LFLLRSALAD FSLDNEVHSS FIHRRLRSQS RREMQREILS 60 

ILGLPHRPRP HLQGKHNSAP MFMLDLYNAM AVEEGGGPGG QGFSYPYKAV FSTQGPPLAS 120 

LQDSHFLTDA DMVMSFVNLV EHDKEFPHPR YHHREFRFDL SKIPEGEAVT AAEFRIYKDY 180 

IRERFDNETF RISVYQVLQE HLGRESDLFL LDSRTLWASE EGWLVFDITA TSNHWWNPR 240 

HNLGLQLSVE TLDGQSINPK LAGLIGRHGP QNKQPFMVAF FKATEVHFRS IRSTGSKQRS 300 

QNRSKTPKNQ EALRMANVAE NSSSDQRQAC KKHELYVSFR DLGWQDWIIA PEGYAAYYCE 360 

GECAFPLNSY MNATNHAIVQ TLVHFTNPET VPKPCCAPTQ LNAISVLYFD DSSNVILKKY 420 
RNMWRACGC H 



A126 m 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



integrin, beta 8 
Hs. 52620 
AA479726 
NM_002214 

680-2990 (underlined sequences correspond to start and stop codons) 



1 
I 

CCCAGAGCCG 
CTGCCGACTT 
GTTGGCCTCC 
TCCCCTCGAC 
TAGGGTGGTT 
CTAAGCTGAT 
TGTCCCGGAG 
TGGCCGTCGA 
GGCCGTAGGG 
CCGAGCCGCG 
GGCCCCGAGG 
GGGGCGGGCT 
TCTGCCTGCA 



11 
I 

CCTCCCCCTG 
GTCTTTGCCC 
CTGCCCACCT 
CTCGCCGGCG 
TCCCCCCCAG 
TTATGCAGCA 
CAGGCTGCGG 
AGGAGGTGCT 
GCCCTGAGAT 
GGGTCCGCCT 
TCGCCCGGGA 
GTTTTGCATT 
AAACGACOGG 



21 
I 

TTGCTGGCAT 
GCTGCTCCGC 
GTGGAAGCAA 
TACCCTCCCA 
CTTCGGGCTT 
GAAGCCCCAC 
AGCCCTTGCA 
TCTCGCGGAG 
GCCGAGCGGT 
GCTAGGCCTG 
GGCCGAGCCC 
ATGTGCGGCT 
CGAGGTCCCG 



31 
I 

CCCGAGCTTC 
AGACGGGGCT 
CTGCGCTGAT 
CAGATCCAGC 
TGTTTGGGTT 
CGGCTGGAGA 
GAGCCCTCTC 
ACCGCGGGAC 
GCCCGGGCCC 
CGGAAAACGT 
GCGTCCGGAA 
CGGCCCTGGC 
CCTCGTTCCT 



41 
I 

CTCCCTTGCC 
GCAAAGCTGC 
TGATGCGCCA 
ATCACCCAGT 
TGATTGTGTT 
GAAACAAAAG 
TCCAGTCGCC 
CCGCCGTGCC 
GCTTACCTGC 
CCTAGCGACA 
GGCAGCCAGG 
TTTTTTTACC 
CTGGGCAGCC 



51 
I 

AGCCAGGACG 
AACTAATGGT 
CAGACTTTTT 
GAATGTACAT 
TGGCTCTTCG 
CTCTTTTCTT 
GCCGGGCCCT 
GAGCCGGGAG 
ACCGCTTGCT 
CTCGCCCGCG 
CGGCGGGCGC 
GCTGCATTTG 
TGGGTGTTTT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



890 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 



CACTTGTTCT TGGACTGGGC CAAGGTGAAG 
CCTGTGCCAG GTGCCTTGCG CTGGGTCCAG 
TTTCAGGTGG ATCAAGAAGT GAACGTTGTG 
GCTCAGTTGA TTCAATAGAA TACCCATCTG 
TTAATACCCA GGTGACACCA GGAGAAGTGT 
ATTTTATGCT GAAAGTTCAT CCTCTGAAGA 
ATGTCTCAGC ATCAATGCAC AATAATATAG 
CTAGAAAAAT GGCATTTTTC TCCCGTGACT 
AAACAGTTTC ACCATACATT AGCATCCACC 
ACAATTTAGA CTGCATGCCT CCCCATGGAT 
TCACTGAGTT TGAGAAAGCA GTTCATAGAC 
AAGGAGGTTT TGACGCCATG CTTCAGGCAG 
AAGAGGCTAA AAGATTGCTG CTGGTGATGA 
GCAAATTGGC AGGCATAGTG GTGCCCAATG 
ACGTCAAATC GACAACCATG GAACACCCCT 
ACAACAACAT TAATGTCATC TTTGCAGTTC 
TTCTACCCCT CTTGCCAGGC ACCATTGCTG 
ATAATTTGGT AGTGGAAGCC TATCAGAAGC 
ACCAGGTACA AGGCATCTAT TTTAACATTA 
CAGGCATGGA AGGATGCAGA AACGTGACGA 
TTACAATGAA AAAATGTGAT GTCACAGGAG 
GTTTTAATGA AACCGCTAAA ATTCATATAC 
ACAGAGGACC TAAAGGAAAG TGTGTAGATG 
GTGATGAGAA TAAATGTCAT TTTGATGAAG 
ACAAGGATCA GCCTGTTTGC AGTGGTCGAG 
ACAAAATTAA GCTTGGAAAA GTGTATGGAA 
CATATCACCA TGGAAATCTG TGTGCTGGGC 
GCTTCAGTGG CTGGGAAGGT GATCGATGCC 
TCAATTCAAA GGGCCAAGTG TGCAGTGGAA 
GCACCGATCC CAGGAGCATC GGCCGCTTCT 
GCAAGGAAAA CTGGAATTGT ATGCAATGCC 
TTGATCAGTG CAAAACCTCA TGTGCTCTCA 
CAGAATGTTT CTCCAGCCCA AGCTACTTGA 
TCTTGATTGG GTTGCTTAAA GTCCTGATCA 
ATAAAATTAA GTCCTCATCA GATTACAGAG 
TGCAAAGTGT TTGCACAAGA GCAGTCACCT 
TGGATATCAG CAAATTAAAT GCTCATGAAA 
TTAAACACTT AATGGGAAAC TGGAATTGTT 
AAGTCACAGG AGGAGACAAA TTGCTCACGG 
GAAGACTGAC AAGTATCCTC ATCATGATGT 
AAAATGTGTC TTACTACTGT TTGAGACTAG 
ACTTATTTAG ATCAGCATAG AATGTAGATC 
TACCTGTTAT CCCTACGCTT CCCAGAGAGA 
CACTACAAGG GTACAGTAAT CCCTGCACTG 
TATATTCTAA GGTTGCCAAA CACTTCAACA 
ATGAATAAAT GATTCGTGTT TCACTCTTTC 
AAAGATTATT GCTTTTTAAA GTGTGTAGTT 
TTTGCAAGAT GGATACTAAT TCCAGCATTC 
TTTTTACAGG ATAAGTTTAT GTATGTCACA 
TACTGCCATA AAAAACTAAT AATACAATGT 
GAATGTTAA 



ACAATAGATG TGCATCTTCA AATGCAGCAT 840 

AATGTGGATG GTGTGTTCAA GAGGATTTCA 900 

ATATTGTTTC CAATTTAATA AGCAAAGGCT 960 

TGCATGTTAT AATACCCACT GAAAATGAAA 1020 

CTATCCAGCT GCGTCCAGGA GCCGAAGCTA 1080 

AATATCCTGT GGATCTTTAT TATCTTGTTG 1140 

AAAAATTAAA TTCCGTTGGA AACGATTTAT 1200 

TTOGTCTTGG ATTTGGCTCA TACGTTGATA 12 GO 

CCGAAAGGAT TCATAATCAA TGCAGTGACT 1320 

ACATCCATGT GCTGTCTTTG ACAGAGAACA 1380 

AGAAGATCTC TGGAAACATA GATACACCAG 1440 

CTGTCTGTGA AAGTCATATC GGATGGCGAA IS 00 

CAGATCAGAC GTCTCATCTC GCTCTTGATA 1560 

ACGGAAACTG TCATCTGAAA AACAACGTCT 1620 

CACTAGGCCA ACTTTCAGAG AAATTAATAG 1680 

AAGGAAAACA ATTTCATTGG TATAAGGATC 1740 

GTGAAATAGA ATCAAAGGCT GCAAACCTCA 1800 

TCATTTCAGA AGTGAAAGTT CAGGTGGAAA 1860 

CCGCCATCTG TCCAGATGGG TCCAGAAAGC 1920 

GCAATGATGA AGTTCTTTTC AATGTAACAG 1980 

GAAAAAACTA TGCAATAATC AAACCTATTG 2040 

ACAGAAACTG CAGCTGTCAG TGTGAGGACA 2100 

AAACTTTTCT AGATTCCAAG TGTTTCCAGT 2160 

ATCAGTTTTC TTCTGAGAGT TGCAAGTCAC 2220 

GAGTTTGTGT TTGTGGGAAA TGTTCATGTC 2280 

AATACTGTGA AAAGGATGAC TTTTCTTGTC 2340 

ATGGAGAGTG TGAAGCAGGC AGATGCCAAT 2400 

AGTGCCCTTC AGCAGCAGCC CAGCACTGTG 2460 

GAGGCACGTG TGTGTGTGGA AGGTGTGAGT 2S20 

GTGAACACTG CCCCACCTGT TATACAGCCT 2580 

TTCACCCTCA CAATTTGTCT CAGGCTATAC 2640 

TGGAACAACA GCATTATGTC GACCAAACTT 2700 

GAATATTTTT CATCATTTTC ATAGTTACAT 2760 

TTAGACAGGT GATACTACAA TGGAATAGTA 2820 

TGTCAGCCTC AAAAAAGGAT AAGTTGATTC 2880 

ACCGACGTGA GAAGCCTGAA GAAATAAAAA 2940 

CTTTCAGGTG CAACTTCTAA AAAAAGATTT 3000 

AATAATTGCT CCTAAAGATT ATAATTTTAA 3060 

TCATGCCAGT TGCTGGTTGT ACACTCGAAC 3120 

GACTCACATA GCTGCTGACT TTTTCAGAGA 3180 

TGTCGTTGTA GCACTTTACT GTAATATATA 3240 

CTCTGAAGAG CACTGATTAC ACTTTACAGG 3300 

ACAATGCTGT GAGAGAGTTT AGCATTGTGT 3360 

GACATGTGAG GAAAAAAATA ATCTGGCAAG 3420 

GTTGGTGGTT GAATAGACAA GAACAGCTAG 3480 

AAGAGGTGAA CAGATACAAC CTTAATCTTA 3540 

TTATGCATGT GTGTTTATGG TTTGCTTATT 3600 

TCTCCTCTTT GCCTTTATGT TTTGTTTTCT 3660 

GATGACTGGA TTAATTAAGT GCTAAGTTAC 3720 

CACTTTATCA GAATACTAGT TTTAAAAGCT 3780 



55 



60 



65 



A127 Protein sequence t 
Gene name: 
Unigene number t 
Probeeet Accession #: 
Protein Accession 
Signal sequence: 
Transmembrane domains: 
EGP domain: 
INB domain: 

Cellular Localization: 



Integrin, beta 8 

Hs. 52620 

AA479726 

NP_002205.1 

1-39 

682-704 

552-584 

S4-469 

plasma membrane 



70 
75 
80 



MCGSALAFFT 
LGPECGWCVQ 
GEVSIQLRPG 
SRDFRLGFGS 
VHRQKISGNI 
VPNDGNCHLK 
TIAGEIESKA 
NVTSNDEVLF 
CVDETFLDSK 
VYGKYCEKDD 
CSGRGTCVCG 
CALMEQQHYV 
DYRVSASKKD 



11 
I 

AAFVCLQNDR 
EDPISGGSRS 
AEANFMLKVH 
YVDKTVSPYI 
DTP EGG FD AM 
NNVYVKSTTM 
ANLNNLWEA 
NVTVTMKKCD 
CFQCDENKCH 
FSCPYHHGNL 
RCECTDPRSI 
DQTSECPSSP 
KLILQSVCTR 



21 
I 

RGPASPLWAA 
ERCDIVSNLI 
PLKKYPVDLY 
S1HPERIHNQ 
LQAAVCESHI 
EHPSLGQLSE 
YQKLISEVKV 
VTGGKNYAII 
FDEDQPSSES 
CAGHGECEAG 
GRFCEHCPTC 
SYLRIFFIIF 
AVTYRREKPE 



31 
I 

WVFSLVLGLG 
SKGCSVDSIE 
YLVDVSASMH 
CSDYNLDCMP 
GWRKEAKRLL 
KLIDNNINVI 
QVENQVQGIY 
KPIGPNETAK 
CKSHKDQPVC 
RCQCFSGWEG 
YTACKENWNC 
IVTFLIGLLK 
EIKMDISKLN 



41 

I 

QGEDNRCASS 
YPSVHVIIPT 
NNIEKLNSVG 
PHGYIHVLSI* 
LVMTDQTSHL 
PAVQGKQFHW 
FNITAICPDG 
IHIHRNCSCQ 
SGRGVCVCGK 
DRCQCPSAAA 
MQCLHPHNL.S 
VLIIRQVILQ 
AHETFRCNP 



51 
I 

NAASCARCLA 
ENEINTQVTP 
NDLSRKMAFF 
TENITEFEKA 
ALDSKLAGIV 
YKDIiLPLLPG 
SRKPGMEGCR 
CEDNRGPKGK 
CSCHKIKLGK 
QHCVNSKGQV 
QAILDQCKTS 



A128 DMA SEQUENCE 

G protein- coupled receptor 64 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



891 



WO 03/042661 



PCT/US02/36810 



Unigene number: Hs. 184942 

Probeset Accession ft: AA435577 

Nucleic Acid Accession ft: NM_005756 

Coding sequence: 73-3117 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

AGCCAGCCCG AQGACGCGAG CGGCAGGTGT GCACAGAGGT TCTCCACTTT GTTTTCTGAA 60 

CTCGCGGTCA GGATGGTTTT CTCTGTCAGG CAGTGTGGCC ATGTTGGCAG AACTGAAGAA 120 

GTTTTACTGA CGTTCAAGAT ATTCCTTGTC ATCATTTGTC TTCATGTCGT TCTGGTAACA 180 

TCCCTGGAAG AAGATACTGA TAATTCCAOT TTGTCACCAC CACCTGCTAA ATTAT CTGT T 240 

GTCAGTTTTG CCCCCTCCTC CAATGAGGTT GAAACAACAA GCCTCAATGA TGTTACTTTA 300 

AGCTTACTCC CTTCAAACGA AACAGAAAAA ACTAAAATCA CTATAGTAAA AACCTTCAAT 360 

GCTTCAGGCG TCAAACCCCA GAGAAATATC TGCAATTTGT CATCTATTTG CAATGACTCA 420 

GCATTTTTTA GAGGTGAGAT CATGTTTCAA TATGATAAAG AAAGCACTGT TCCCCAGAAT 480 ' 

CAACATATAA CGAATGGCAC CTTAACTGGA GTCCTGTCTC TAAGTGAATT AAAACGCTCA 540 

GAGCTCAACA AAACCCTGCA AACCCTAAGT GAGACTTACT TTATAATGTG TGCTACAGCA 600 

GAGGCCCAAA GCACATTAAA TTGTACATTC ACAATAAAAC TGAATAATAC AATGAATGCA 660 

TGTGCTGCAA TAGCCGCTTT GGAAAGAGTA AAGATTCGAC CAATGGAACA CTGCTGCTGT 720 

TCTGTCAGGA TACCCTGCCC TTCCTCCCCA GAAGAGTTGG GAAAGCTTCA GTGTGACCTG 780 

CAGGATCCCA TTGTCTGTCT TGCTGACCAT CCACGTGGCC CACCATTTTC TTCCAGCCAA 840 

TCCATCCCAG TGGTGCCTCG GGCCACTGTG CTTTCCCAGG TCCCCAAAGC TACCTCTTTT 900 

GCTGAGCCTC CAGATTATTC ACCTGTGACC CACAATGTTC CCTCTCCAAT AGGGGAGATT 960 

CAACCCCTTT CACCCCAGCC TTCAGCTCCC ATAGCTTCCA GCCCTGCCAT TGACATGCCC 1020 

CCACAGTCTG AAACGATCTC TTCCCCTATG CCCCAAACCC ATGTCTCCGG CACCCCACCT 1080 

CCTGTGAAAG CCTCATTTTC CTCTCCCACC GTGTCTGCCC CTGCGAATGT CAACACTACC 1140 

AGCGCACCTC CTGTCCAGAC AGACATCGTC AACACCAGCA GTATTTCTGA TCTTGAGAAC 1200 

CAAGTGTTGC AGATGGAGAA GGCTCTGTCC TTGGGCAGCC TGGAGCCTAA CCTCGCAGGA 1260 

GAAATGATCA ACCAAGTCAG CAGACTCCTT CATTCCCCGC CTGACATGCT GGCCCCTCTG 1320 

GCTCAAAGAT TGCTGAAAGT AGTGGATGAC ATTGGCCTAC AGCTGAACTT TTCAAACAGG 1380 

ACTATAAGTC TAACCTCCCC TTCTTTGGCT CTGGCTGTGA TCAGAGTGAA TGCCAGTAGT 1440 

TTCAACACAA CTACCTTTGT GGCCCAAOAC CCTGCAAATC TTCAGGTTTC TCTGGAAACC 1500 

CAAGCTCCTG AGAACAGTAT TGGCACAATT ACTCTTCCTT CATCGCTGAT GAATAATTTA 1560 

CCAGCTCATG ACATGGAGCT AGCTTCCAGG GTTCAGTTCA ATTTTTTTGA AACACCTGCT 1620 

TTGTTTCAGG ATCCTTCCCT GGAGAACCTC TCTCTGATCA GCTACGTCAT ATCATCGAGT 1680 

GTTGCAAACC TGACCGTCAG GAACTTGACA AGAAACGTGA CAGTCACATT AAAGCACATC 1740 

AACCCGAGCC AGGATGAGTT AACAGTGAGA TGTGTATTTT GGGACTTGGG CAGAAATGGT 1800 

GGCAGAGGAG GCTGGTCAGA CAATGGCTGC TCTGTCAAAG ACAGGAGATT GAATGAAACC 1860 

ATCTGTACCT GTAGCCATCT AACAAGCTTC GGCGTTCTGC TGGACCTATC TAGGACATCT 1920 

GTGCTGCCTG CTCAAATGAT GGCTCTGACG TTCATTACAT ATATTGGTTO TGGGCTTTCA 1980 

TCAATTTTTC TGTCAGTGAC TCTTGTAACC TACATAGCTT TTGAAAAGAT CCGGAGGGAT 2040 

TACCCTTCCA AAATCCTCAT CCAGCTGTGT GCTGCTCTGC TTCTGCTGAA CCTGGTCTTC 2100 

CTCCTGGACT CGTGGATTGC TCTGTATAAG ATGCAAGGCC TCTGCATCTC AGTGGCTGTA 2160 

TTTCTTCATT ATTTTCTCTT GGTCTCATTC ACATGGATGG GCCTAGAAGC ATTCCATATG 2220 

TACCTGGCCC TTGTCAAAGT ATTTAATACT TACATCCGAA AATACATCCT TAAATTCTGC 2280 

ATTGTGGGTT GGGGGGTACC AGCTGTGGTT GTGACCATCA TCCTGACTAT ATCCCCAGAT 2340 

AACTATGGGC TTGGATCCTA TGGGAAATTC CCCAATGGTT CACCGGATGA CTTCTGCTGG 2400 

ATCAACAACA ATGCAGTATT CTACATTACG GTGGTGGGAT ATTTCTGTGT GATATTTTTG 2460 

CTGAACGTCA GCATGTTCAT TGTGGTCCTG GTTCAGCTCT GTCGAATTAA AAAGAAGAAG 2520 

CAACTGGGAG CCCAGOGAAA AACCAGTATT CAAGACCTCA GGAGTATCGC TGGCCTTACA 2580 

TTTTTACTGG GAATAACTTG GGGCTTTGCC TTCTTTGCCT GGGGACCAGT TAACGTGACC 2640 

TTCATGTATC TGTTTGCCAT CTTTAATACC TTACAAGGAT TTTTCATATT CATCTTTTAC 2700 

TGTGTGGCCA AAGAAAATGT CAGGAAGCAA TGGAGGCGGT ATCTTTGTTG TGGAAAGTTA 2760 

CGGCTGGCTG AAAATTCTGA CTGGAGTAAA ACTGCTACTA ATGGTTTAAA GAAGCAGACT 2820 

GTAAAOCAAG GAGTGTCCAG CTCTTCAAAT TCCTTACAGT CAAGCAGTAA CTCCACTAAC 2880 

TCCACCACAC TGCTAGTGAA TAATGATTGC TCAGTACACG CAAGOGGGAA TGGAAATGCT 2940 

TCTACAGAGA GGAATGGGGT CTCTTTTAGT GTTCAGAATG GAGATGTGTG CCTTCACGAT 3000 

TTCACTGGAA AACAGCACAT GTTTAACGAG AAGGAAGATT CCTGCAATGG GAAAGGCGGT 3060 

ATGGCTCTCA GAAGGACTTC AAAGOGGGGA AGCTTACACT TTATTGAGCA AATGTGATTC 3120 

CTTTCTTCTA AAATCAAAGC ATGATGCTTG ACAGTGTGAA ATGTCCAATT TTACCTTTTA 3180 

CACAATGTGA GATGTATGAA AATCAACTCA TTTTATTCTC GGCAACATCT GGAGAAGCAT 3240 

AAGCTAATTA AGGGCGATGA TTATTATTAC AAGAAGAAAC CAAGACATTA CACCATGGTT 3300 

TTTAGACATT TCTGATTTGG TTTCTTATCT TTCATTTTAT AAGAAGGTTG GTTTTAAACA 3360 

ATACACTAAG AATGACTCCT ATAAAGAAAA CAAAAAAAGG TAGTGAACTT TCAGCTACCT 3420 

TTTAAAGAGG CTAAGTTATC TTTGATAACA TCATATAAAG CAACTGTTGA CTTCAGCCTG 3480 

TTGGTGAGTT TAGTTGTGCA TGCCTTTGTT GTATATAAGC TAAATTCTAG TGACCCATGT 3540 

GTCAAAAATC TTACTTCTAC ATTTTTTTGT ATTTATTTTC TACTGTGTAA ATGTATTCCT 3600 

TTGTAGAATC ATGGTTGTTT TGTCTCACGT GATAATTCAG AAAATOCTTG CTCGTTCCGC 3660 

AAATCCTAAA GCTCCTTTTG GAGATGATAT AGGATGTGAA ATACAGAAAC CTCAGTGAAA 3720 

TCAAGAAATA ATGATCCCAG CCAGACTGAG AAAATGTAAG CAGACAGTGC CACAGTTAGC 3780 

TCATACAGTG CCTTTGAGCA AGTTAGGAAA AGATGCCCCC ACTGGGCAGA CACAGCCCTA 3840 

TGGGTCATGG TTTGACAAAC AGAGTGAGAG ACCATATTTT AGCCCCACTC ACCCTCTTGG 3900 

GTGCACGACC TGTACAGCCA AACACAGCAT CCAATATGAA TACCCATCCC CTGACCGCAT 3960 

CCCCAGTAGT CAGATTATAG AATCTGCACC AAGATGTTTA GCTTTATACC TTGGCCACAG 4020 

AGAGGGATGA ACTGTCATCC AGACGATGTG TCAGGAAAAT TGTGAACGTA GATGAGGTAC 4080 

ATACACTGCC GCTTCTCAAA TCCCCAGAGC CTTTAGGAAC AGGAGAGTAG ACTAGGATTC 4140 

CTTCTCTTAA AAAGGTACAT ATATATGGAA AAAAATCATA TTGCCGTTCT TTAAAAGGCA 4200 

ACTGCATGGT ACATTGTTGA TTGTTATGAC TGGTACACTC TGGCCCAGCC AGAGCTATAA 4260 

TTGTTTTTTA AATGTGTCTT GAAGAATGCA CAGTGACAAG GGGAGTAGCT ATTGGGAACA 4320 

GGGAACTGTC CTACACTGCT ATTGTTGCTA CATGTATCGA GCCTTGATTG CTCCTAGTTA 4380 

TATACAGGGT CTATCTTGCT TCCTACCTAC ATCTGCTTGA GCAGTGCCTC AAGTACATCC 4440 

TTATTAGGAA CATTTCAAAC CCCTTTTAGT TAAGTCTTTC ACTAAGGTTC TCTTG CAT AT 4500 

ATTTCAAGTG AATGTTGGAT CTCAGACTAA CCATAGTAAT AATACACATT TCTGTGAGTG 4S60 
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CTGACTTGTC TTTGCAATAT TTCTTTTCTG ATTTATTTAA TTT T CTTG TA TTTATATGTT 
AAAATCAAAA ATOTTAAAAT CAATGAAATA AATTTGCAGT TAAGA 



4620 
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A129 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession ft: 
Signal sequence: 
GPS domain: 

Transmembrane domains: 
Cellular Localization: 



564-615 



G protein- coupled receptor 64 
Hs. 184942 

NP 005747.1 

1-38 

624-646, 660-682, 688-710, 733-755, 783-805, 828-850, 858-880 
plasma membrane 



MVFSVRQCGH 
PSSNEVETTS 
GEIMFQYDKE 
TLNCTFTIKL 
VCLADHPRGP 
PQPSAPIASS 
VQTDIVNTSS 
LKWDDIGLQ 
NSIGTITLPS 
TVRNLTKNVT 
SHLTSFGVLL 
ILIQLCAALL 
VKVFNTYIRK 
AVFYITWGY 
ITWGPAPPAW 
NSDWSKTATN 
NGVSPSVQNG 



11 

I 

VGRTEBVLLT 
LNDVTLSLLP 
STVPQNQHIT 
NNTMNACAAI 
PPSSSQSIPV 
PAIDMPPQSB 
ISDLENQVLQ 
LNFSNTTISL 
SLMNNLPAHD 
VTLKHINPSQ 
DLSRTSVLPA 
LLNLVFLLDS 
YILKPCIVGW 
FCVIFLLNVS 
GPWVTFMYL 
GLKKQTVNQG 
DVCLHDFTGK 



21 
I 

FKIFLVIICL 
SNBTEKTKIT 
NGTLTGVLSL 
AALERVKIRP 
VPRATVLSQV 
TISSPMPQTH 
MEKALSLGSL 
TSPSLALAVI 
MELASRVQFN 
DELTVRCVFW 
QMMALTFITY 
WIALYKMQGL 
GVPAWVTII 
MFIWLVQLC 
FA I FNTLQGF 
VSSSSNSLQS 



31 
I 

HWLVTSLEE 
IVKTFNASGV 
SELKRSELNK 
MEHCCCSVRI 
PKATSFAEPP 
VSGTPPPVKA 
EPNLAGEMIN 
RVNASSFNTT 
FFETPALFQD 
DLGRNGGRGG 
IGCGLSSIFL 
CISVAVFLHY 
LTISPDNYGL 
RIKKKKQliGA 
FIFIFYCVAK 
SSNSTNSTTL 
CNGKGRMALR 



41 
I 

DTDNSSLSPP 
KPQRNICNLS 
TLQTLSETYF 
PCPSSPEELG 
DYSPVTHNVP 
SFSSPTVSAP 
QVSRLLHSPP 
TFVAQDPANL 
PSLENLSLIS 
WSDNGCSVKD 
SVTLVTYIAP 
FLLVSFTWMG 
GSYGKFPNGS 
QRKTSIQDLR 
ENVRKQWRRY 
LVNNDCSVHA 
RTSKRGSLHP 



51 

! 

PAKLSWSFA 
SICNDSAFFR 
IMCATAEAQS 
KLQCDLQDPI 
SPIGEIQPLS 
ANVNTTSAPP 
DMLAPLAQRL 
QVSLETQAPE 
YVISSSVANL 
RRLNETICTC 
EKIRRDYPSK 
LEAFHMYLAL 
PDDFCWINNN 
S1AGLTFLLG 
LCCGKLRLAE 
SGNGNASTER 
IEQM 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



A130 DNA SEQUENCE 

Gene name: G protein -coupled receptor 49 (GPR49) (HG38) (LGR5) 
Unigene number: Hs. 285 52 9 

Probeset Accession ft: AA460530 
Nucleic Acid Accession ft: NM_003667 

Coding sequence: 201-2924 (underlined sequences correspond to start and stop codons) 



1 
I 

GTGGCGGCAA 
TCAGGAACGC 
CGCCCGGCGC 
GGCCCCCTAC 
TGCTGCTGCA 
GCCCCACACA 
ACCTGGGGCT 
GTATGAACAA 
AGTTACGTCT 
ACAGTCTTAA 
TGCAGAATTT 
CCCCAAGCTG 
TAACAGAAAT 
CCCTGAACAA 
TTCTACATCT 
ACAGCCTAGA 
GGACACTCTC 
AGAAAGCATT 
AATTTGTTGG 
GTGCCTCACA 
CTTTAACTGG 
TCCAAGTGCT 
AAAAGCTTCA 
TCCAGCAGTT 
ACCCCAATGC 
TGTCGTCTTT 
ATGCCTTACA 
CTTATGCTTA 
AATGGAATAA 
TTCAGGCTCA 
AAGCCCTTCA 
TGCTTGATGG 
GTAATGCTTT 
TGTTAATTGG 
CTGGTGTGGA 
GGGTTGGTTG 
TGCTTACTCT 
CGAAAGCTCC 
CCATGGCCGC 
CTTTGCCTTT 
CCCTTTGCTT 



11 
I 

CCGGCACCTC 
GGCGTCTGGC 
GCCACGGCCC 
TTCGGGCACC 
GCTGGCGACC 
CTGTCATTGC 
CTCGGAGCTG 
CATCAGTCAG 
TGCGGGAAAC 
AGTTCTTATG 
GCGAAGCCTT 
TTTCAGTGGC 
CCCOGTCCAG 
AATACACCAC 
CCATAACAAT 
GACTTTAGAT 
CAACCTTAAA 
TGTAGGCAAC 
GAGATCTGCT 
AATAACTGAA 
AGCACAGATC 
AGATCTGTCT 
GAAAATTGAC 
GCTTAGCCTC 
ATTTTCCACT 
TCCTATAACT 
GAGCTTGATA 
CCAGTGCTGT 
AGGTGACAAC 
AGATGAACGT 
TTCAGTGCAG 
CTGGCTGATC 
GGTGACTTCA 
GGTCATCGCA 
TGCGTTCACT 
CCATGTCATT 
GGCAGCCCTG 
ATTTTCTAGC 
AGTTCCCCTG 
TGGGGAGCCC 
CCTCATGATG 



21 
I 

AGTCCCCGCC 
GCTGCAGACG 
GTAGCAGTCC 
ATGGACACCT 
GGGGGCAGCT 
GAGCCCGACG 
CCTTCCAACC 
CTGCTCCCGA 
GCTCTGACAT 
CTGCAGAATA 
CAATCCCTGC 
CTGCATTCCC 
GCTTTTAGAA 
ATACCAGACT 
AGAATCCACT 
TTAAATTACA 
GAACTAGGAT 
CCTTCTCTTA 
TTTCAACATT 
TTTCCTGATT 
TCATCTCTTC 
TACAACCTAT 
CTAAGACATA 
CGATCGCTGA 
TTGCCATCCC 
GGGTTACATG 
TCATCTGAAA 
GCATTTGGAG 
AGCAGTATGG 
GACCTTGAAG 
TGTTCACCTT 
AGAATTGGAG 
ACAGTTTTCA 
GCAGTGAACA 
TTTGGCAGCT 
GGTTTTTTGT 
GAGCGTGGGT 
CTGAAAGTAA 
CTGGGTGGCA 
AGCACCATGG 
ACCATTGCCT 



31 
I 

GCGCTTCTCC 
CCCGCTGAGT 
GGTGCTGCTC 
CCCGGCTCGG 
CTCCCAGGTC 
GCAGGATGTT 
TCAGCGTCTT 
ATCCCCTGCC 
ACATTCCCAA 
ATCAGCTAAG 
GTCTGGATGC 
TGAGGCACCT 
GTTTATCGGC 
ATGCCTTTGG 
CCCTGGGAAA 
ATAACCTTGA 
TTCATAGCAA 
TTACAATACA 
TACCTGAACT 
TAACTGGAAC 
CTCAAACCGT 
TAGAAGATTT 
ATGAAATCTA 
ATTTGGCTTG 
TAATAAAGCT 
GTTTAACTCA 
ACTTTCCAGA 
TGTGTGAGAA 
ACGACCTTCA 
ATTTCCTGCT 
CCCCAGGCCC 
TGTGGACCAT 
GATCCCCTCT 
TGCTCACGGG 
TTGCACGACA 
CCATTTTTGC 
TCTCTGTGAA 
TCATTTTGCT 
GCAAGTATGG 
GCTACATGGT 
ACACCAAGCT 



41 
I 

TCGCCGCCCA 
TGCAGAAGCC 
TCCGCCCGCG 
TGTGCTCCTG 
TGGTGTGTTG 
GCTCAGGGTG 
CACCTCCTAC 
CAGTCTCCGC 
GGGAGCATTC 
ACACGTACCC 
TAACCACATC 
GTGGCTGGAT 
ATTGCAAGCC 
AAACCTCTCC 
GAAATGCTTT 
TGAATTCCCC 
CAATATCAGG 
TTTCTATGAC 
AAGAACACTG 
TGCAAACCTG 
CTGCAATCAG 
ACCCAGTTTT 
CGAAATTAAA 
GAACAAAATT 
GGACCTATCG 
CTTAAAATTA 
ACTCAAGGTT 
TGCCTATAAG 
TAAGAAAGAT 
TGACTTTGAG 
CTTCAAACCC 
AGCAGTTCTG 
GTACATTTCC 
AGTCTCCAGT 
TGGTGCCTGG 
TTCAGAATCA 
ATATTCTGGA 

CTGTGCCCTG 
CGCCTCCCCT 
CGCTCTCATC 
CTACTGCAAT 



CGCCGTGGGG 


60 


CACGGAGCGG 


120 


TCCGGCTCGT 


180 




240 


CTGAGGGGCT 


300 


GACTGCTCCG 


360 


CTAGACCTCA 


420 


TTCCTGGAGG 


480 


ACTGGCCTTT 


540 


ACAGAAGCTC 


600 


AGCTATGTGC 


660 


GACAATGCGT 


720 


ATGACCTTGG 


780 


AGCTTGGTAG 


840 


GATGGOCTCC 


900 


ACTGCAATTA 


960 


TCGATACCTG 


1020 


AATCCCATCC 


1080 


ACTCTGAATG 


1140 


GAGAGTCTGA 


1200 


TTACCTAATC 


1260 


TCAGTCTGCC 


1320 


GTTGACACTT 


1380 


GCTATTATTC 


1440 


TCCAACCTCC 


1500 


ACAGGAAATC 


1560 


ATAGAAATGC 


1620 


ATTTCTAATC 


1680 


GCTGGAATGT 


1740 


GAAGACCTGA 


1800 


TGTGAACACC 


1860 


GCACTTACTT 


1920 


CCCATTAAAC 


1980 


GCCGTGCTGG 


2040 


TGGGAGAATG 


2100 


TCTGTTTTCC 


2160 


AAATTTGAAA 


2220 


CTGGCCTTGA 


2280 


CTCTGCCTGC 


2340 


TTGCTCAATT 


2400 


TTGGACAAGG 


2460 



893 
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GAGACCTGGA GAATATTTGG GACTGCTCTA TGGTAAAACA CATTGCCCTG TTGCTCTTCA 2520 

CCAACTGCAT CCTAAACTGC CCTGTGGCTT TCTTGTCCTT CTCCTCTTTA ATAAACCTTA 2580 

CATTTATCAG TCCTGAAGTA ATTAAGTTTA TCCTTCTGGT GGTAGTCCCA CTTCCTGCAT 2640 

GTCTCAATCC CCTTCTCTAC ATCTTGTTCA ATCCTCACTT TAAGGAGGAT CTGGTGAGCC 2700 

TGAGAAAGCA AACCTACGTC TGGACAAGAT CAAAACACCC AAGCTTGATG TCAATTAACT 27S0 

CTGATGATGT CGAAAAACAG TCCTGTGACT CAACTCAAGC CTTGGTAACC TTTACCAGCT 2820 

CCAGCATCAC TTATGACCTG CCTCCCAGTT CCGTGCCATC ACCAGCTTAT CCAGTGACTG 2880 

AGAGCTGCCA TCTTTCCTCT GTGGCATTTG TCCCATGTCT CTAATTAATA TGTGAAGGAA 2940 

AATGTTTTCA AAGGTTGAGA ACCTGAAAAT GTGAGATTGA GTATATCAGA GCAGTAATTA 3000 
ATAAGAAGAG CTGAGGTGAA ACTCGGTTTA AA 



A131 Protein sequence 
Gene names 
Unigene number: 
Protein Accession # : 
Signal sequence : 
Transmembrane domains: 
Cellular Localization: 



G protein-coupled receptor 49 (GPR49) (HG38) (LGR5) 
Hs. 285529 

NP_0036S8.1 

1-22 

557-579, 596-618, 641-663, 687-709, 724-746, 770-792, 803-8: 
plasma membrane 



1 11 21 31 41 51 

I I 1 I I I 

MDTSRLGVLL SLPVLLQLAT GGSSPRSGVL LRGCPTHCHC EPDGRMLLRV DCSDLGLSEL 60 

PSNLSVFTSY LDLSMNNISQ LLPNPLPSLR FLEELRLAGN ALTYIPKGAF TGLYSLKVLM 120 

LQNNQLRHVP TEALQNLRSL QSLRLDANHI SYVPPSCFSG LHSLRHLWLD DNALTEIPVQ 180 

AFRSLSALQA MTLALNKIHH IPDYAFGNLS SLWLHLHNN RIHSLGKKCF DGLHSLETLD 240 

LNYNNLDEFP TAIRTLSNLK ELGPHSNNIR SIPEKAFVGN PSLITIHFYD NPIQFVGRSA 300 

FQHLPELRTL TLNGASQITE FPDLTGTANL ESLTLTGAQI SSLPQTVCNQ LPNLQVLDLS 360 

YNLLEDLPSF SVCQKLQKID LRHNEIYEIK VDTFQQLLSXj RSLNLAWNKI AIIHPNAFST 420 

LPSLIKLDLS SNLLSSFPIT GLHGLTHIjKL TGNHALQSLI SSENFPEliKV IEMPYAYQCC 480 

AFGVCENAYK ISNQWNKGDN SSMDDLHKKD AGMFQAQDER DLEDFLLDFE EDLKALHSVQ 540 

CSPSPGPFKP CEHLLDGWLI RIGVWTIAVL ALTCNALVTS TVFRSPLYIS PIKLLIGVIA 600 

AVNMLTGVSS AVLAGVDAFT FGSFARHGAW WENGVGCHVI GFLSIFASES SVFLLTLAAL 660 

ERGFSVKYSA KFETKAPFSS LKVIILLCAL LALTMAAVPL LGGSKYGASP LCLPLPFGEP 720 

STMGYMVALI LLNSLCFLMM TIAYTKLYCN LDKGDLENIW DCSMVKHIAL LLFTNCILNC 780 

PVAFLSFSSL INLTFISPEV IKFILLWVP LPACLNPLLY ILFNPHFKED LVSLRKQTYV 840 

WTRSKHPSLM SINSDDVEKQ SCDSTQALVT FTSSSITYDL PPSSVPSPAY PVTESCHLSS 900 
VAFVPCL 

A132 DMA SEQUENCE 

Gene name: parathyroid hormone receptor 2 
Unigene number: Hs. 159499 

Probeset Accession tt: U25128 
Nucleic Acid Accession #: NMJJ0S048 

Coding sequence: 143-1795 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

GGCCGGTGGC CCGGGCCCGA CCACCCCAGC TGCGCGTCGT TACTGGCCAC AAGTTTGCTC 60 

TGGGCCAGCC AAGTTGGCAA CTTGGAAGCT TCTCCCGGGC TCTGGAGGAG GGTCCCTGCT 120 

TCTTCCTACA GCCGTTCCGG G CATGG CCGG GCTGGGGGCG TCGCTCCACG TCTGGGGTTG 180 

GCTAATGCTC GGCAGCTGCC TCCTGGCCAG AGCCCAGCTG GATTCTGATG GCACCATTAC 240 

TATAGAGGAG CAGATTGTCC TTGTGCTGAA AGCGAAAGTA CAATGTGAAC TCAACATCAC 300 

AGCTCAACTC CAGGAGGGAG AAGGTAATTG TTTCCCTGAA TGGGATGGAC TCATTTGTTG 360 

GCCCAGAGGA ACAGTGGGGA AAATATCGGC TGTTCCATGC CCTCCTTATA TTTATGACTT 420 

CAACCATAAA GGAGTTGCTT TCCGACACTG TAACCCCAAT GGAACATGGG ATTTTATGCA 480 

CAGCTTAAAT AAAACATGGG CCAATTATTC AGACTGCCTT CGCTTTCTGC AGCCAGATAT 540 

CAGCATAGGA AAGCAAGAAT TCTTTGAACG CCTCTATGTA ATGTATACCG TTGGCTACTC 600 

CATCTCTTTT GGTTCCTTGG CTGTGGCTAT TCTCATCATT GGTTACTTCA GACGATTGCA 660 

TTGCACTAGG AACTATATCC ACATGCACTT ATTTGTGTCT TTCATGCTGA GAGCTACAAG 720 

CATCTTTGTC AAAGACAGAG TAGTCCATGC TCACATAGGA GTAAAGGAGC TGGAGTCCCT 780 

AATAATGCAG GATGACCCAC AAAATTCCAT TGAGGCAACT TCTGTGGACA AATCACAATA 640 

TATCGGGTGC AAGATTGCTG TTGTGATGTT TATTTACTTC CTGGCTACAA ATTATTATTG 900 

GATCCTGGTG GAAGGTCTCT ACCTGCATAA TCTCATCTTT GTGGCTTTCT TTTCGGACAC 960 

CAAATACCTG TGGGGCTTCA TCTTGATAGG CTGGGGGTTT CCAGCAGCAT TTGTTGCAGC 1020 

ATGGGCTGTG GCACGAQCAA CTCTGGCTGA TGCGAGGTGC TGGGAACTTA GTGCTGGAGA 1080 

CATCAAGTGG ATTTATCAAG CACCGATCTT AGCAGCTATT GGGCTGAATT TTATTCTGTT 1140 

TCTGAATACG GTTAGAGTTC TAGCTACCAA AATCTGGGAG ACCAATGCAG TTGGGCATGA 1200 

CACAAGGAAG CAATACAGGA AACTGGCCAA ATCGACACTG GTCCTGGTCC TAGTCTTTGG 1260 

AGTGCATTAC ATCGTGTTCG TATGCCTGCC TCACTCCTTC ACTGGGCTCG GGTGGGAGAT 1320 

CCGCATGCAC TGTGAGCTCT TCTTCAACTC CTTTCAGGGT TTCTTTGTGT CTATCATCTA 1380 

CTGCTACTGC AATGGAGAGG TTCAGGCAGA GGTGAAGAAG ATGTGGAGTC GGTGGAATCT 1440 

CTCCGTGGAC TGGAAAAGGA CACCGCCATG TGGCAGCCGC AGATGCGGCT CAGTGCTCAC 1500 

CACCGTGACG CACAGCACCA GCAGCCAGTC ACAGGTGGCG GCCAGCACAC .GCATGGTGCT 1560 

TATCTCTGGC AAAGCTGCCA AGATCGCCAG CAGACAGCCT GACAGCCACA TCACTTTACC 1620 

TGGCTATGTC TGGAGTAACT CAGAGCAGGA CTGCCTGCCA CACTCTTTCC ACGAGGAGAC 1680 

CAAGGAAGAT AGTGGGAGGC AGGGAGATGA TATTCTAATG GAGAAGCCTT CCAGGCCTAT 1740 

GGAATCTAAC CCAGACACTG AAGGATGCCA AGGAGAAACT GAGGATGTTC TCTGAATGGA 1800 

CATTTGTGGC TGACTTTCAT GGGCTGGTCC AATGGCTGGT TGTGTGAGAG GGCTTGGCTG 1860 

ATACTCCTAT GCTTGAGTTC AAAGGCTGAA AATTCAGTTA AGGTGTTACT TAATAATAGT 1920 

TTTTAGGCTC CATGAATTGG CTCCTGTAAA TACTAACGAC ATGAAAATGC AAGTGTCAAT 1980 
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GGAGTAGTTT ATTACCTTCT ATTGGCATCA AGTTTTCCTC TAAATTAATG TATGGTATTT 2040 

GCTCTGTGAT TGTTCATTTT TTTCTGCTAC TTTTGGGTAG AAAAAAGATT CAATTGCTTG 2100 

GCTGTAGCTT TCTCTCATAT ATATCACCCT AAATATAATG AAGATCTTTT AGTGTGTATC 2160 

ATTTTCCTTT TAGAAACTAG TATTCTCTTA TTTCTTACTT TAATGTACTT CTATCACTGC 2220 

ATTTATTTTG CCTGTGCATA GGAGCAATTA GGATCTAAAA AAATATATGG GAAGATAAAA 2280 

GATCTAAGAA CAAGTACTTG CTGGAAAATT AGTTGGCTGG ACATTGATAA AATAATGCAT 2340 

TTATAACAAT TACATGTGTT TTTGGGAACA AGGAAAATTT CTCAAAAAAG AATATTTCAC 2400 

ACATCCCTTC TTTTGAATGG CCTCTTTGTG ACCAGCCAGA CCTCAGGTCT TCACTCTTTC 2460 

TTCTTTGTAA ACCATGTCAT GTGGAAAGAT TTCCTCAGTT AGTGAGCTTG TGTCTGCAAA 2520 

TTGATTTTGT TTGTAATGTA TTTTGATAGC AAATCATGCT GCATCTATAT CTTTTTCTTG 2580 

TTTGAGCTGT TACTACATTG TACATGGCAT GTGGGATCAA TTAAAAATTT GTTTTAAAAA 2640 
T 



A133 PROTEIN SEQUENCE 
Gene name: 
Unigene number: 
Protein Accession 8: 
Signal sequence: 
Pfam domain i 
Transmembrane domains: 
Cellular Localization: 



parathyroid hormone receptor 2 
Hs. 159499 

NPJ>05039.1 

1-25 

7tm 2 [141-420] 

177-197, 223-250, 253-275, 280-302, 
plasma membrane 



320-342, 363-385, 398-419 



1 11 21 31 41 51 

I I I I I I 

MAGLGASLHV WGWLMLGSCL LARAQLDSDG TITIEEQIVL VLKAKVQCEL NITAQLQEGE 60 

GNCFPEWDGL ICWPRGTVQK ISAVPCPPYI YDFNHKGVAF RHCNPNGTWD FMHSLNKTWA 120 

NYSDCLRFLQ PDISIGKQEF FERLYVMYTV GYSISFGSLA VAILIIGYFR RLHCTRNYIH 180 

MHLFVSFMLR ATSIFVKDRV VHAHIGVKEL ESLIHQDDPQ NSIEATSVDK SQYIGCKIAV 240 

VMPIYFLATN YYWILVEGLY LHNLIFVAFP SDTKYLWGPI LIGWGFPAAF VAAWAVARAT 300 

LADARCWELS AGDIKWIYQA PILAAIGLNP ILFLNTVRVL ATK1WETNAV GHDTRKQYRK 360 

LAKSTLVLVL VFGVHYIVFV CLPHSPTGLG WEIRMHCELF FNSFQGFFVS IIYCYCNGEV 420 

QAEVKKMWSR WNLSVDWKRT PPCGSRRCGS VLTTVTHSTS SQSQVAASTR MVLI SGKAAK 480 

IASRQPDSHI TLPGYVWSNS EQDCLPHSFH EETKEDSGRQ GDDILMEKPS RPMESNPDTE 540 
GCQGETEDVLi 

A134 DNA sequence 

Gene name: ESTs 

Unigene number: Hs. 128899 

Probeset Accession #: AA983251. 

Nucleic Acid Accession #: AA983251 

Coding sequence: 1-1749 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGCTGTCTG GCTTCTTGAT GAGTCCCAGT ACCCAGCACA GAGCACAGTA CACTCCCGGA 60 

GGAAAGAAAC TTCCGTGGGA GGCTTCCATC GGTGCGCACA CCTCCOGAGG GCGAGGCAGC 120 

GACCGGGAGA GGGAGAGCCG GCCGGAGGCT GCCGGGCTCC TGTGGGACCG CGCTGCAGCC 180 

GGGGAGGCGG AGAAGGGGAA CCGGGGCGAG CCGCCCGCCT GGATCCGCGC CCAGCAGCAG 240 

CCGCGGCCGC CGCCAGCTGG GCAGGCTCCC GGGACTGCGG CTGGGGGCGC GCAGGACCCT 300 

CGCCTGCGTC CTGGACGTTC CCGGGGGAGG GTCCGGTTGC CAGTGAAACC TCCAGAGGCT 360 

TCCGGACGAC AGCCCCGGGG GCCTTCTGAC TGCATCCCGA GATTTCCATC AGCGAGTGCA 420 

ACTCATAAGG CAGTCCCTAA GGGGACCGGG CCACCGGCTG AGGACGGGGA TGGCTTAGGA 480 

GCTCCTGGAC CTAGGGCCCG GCGTCGTCGC CTCCTGGGCG TCGCGGCAGA GGGGAGTGGC 540 

CCGCGCGGAA AGCGCCGCGG GACAGTCAGT GACGAGGCCC GGGGGTCGCC GGGGCCACGA 600 

CTTCTCGGAG ACCGTCCTGC GCTCTCTGGA GACGCGCTGT CCGOGCCCAG GGTGGTGCCA 660 

TGTGGGGCGC TCGCCGCTCG TCCGTCTCCT CATCCTGGAA CGCCGCTTCG CTCCTGCAGC 720 

TGCTGCTGGC T6CGCTGCTG GCGGCGGGGG CGAGGGCCCA GCGGCGAGTA CTGCCACGGC 780 

TGGCTGGACG CGCAGGGCGT CTGGCGCATC GGCTTCCAGT GTCCCGAGCG CTTCGACGGC 840 

GGCGACGCCA CCATCTGCTG CGGCAGCTGC GCGTTGCGCT ACTGCTGCTC CAGCGCCGAG 900 

GCGCGCCTGG ACCAGGGCGG CTGCGACAAT GACCGCCAGC AGGGCGCTGG CGAGCCTGGC 960 

CGGGCGGACA AAGACGGGCC CCGACGGCTC GGCAGGGCTT CATGTCTTAG GGGTACCCAA 1020 

GGAGACGGCG AGGGTGCGCC CCCACCCGTG AGGGCCTGGC AGCGGTGCTC CCCTGAAGGC 1080 

TCCCCGAAAG GAAGGCAGCT CCTCAGGGCT TTCCCGGGGC TGCTGCCCCG TGCCAGACGC 1140 

CGCGGATTCC CATCTTCTCC ACGCGGCGGC CCCTCTCCCC TGCAGCGGCC CGCCTTGCCC 1200 

ATCTACGTGC CGTTCCTCAT TGTTGGCTCC GTGTTTGTCG CCTTTATCAT CTTGGGGTCC 1260 

CTGGTGGCAG CCTGTTGCTG CAGATGTCTC CGGCCTAAGC AGGATCCCCA GCAGAGCCGA 1320 

GCCCCAGGGG GTAACCGCTT GATGGAGACC ATCCCCATGA TCCCCAGTGC CAGCACCTCC 1380 

CGGGGGTCGT CCTCAOGCCA GTCCAGCACA GCTGCCAGTT CCAGCTCCAG CGCCAACTCC 1440 

GGGGCCCGGG CGCCCCCAAC AAGGTCACAG ACCAACTGTT GCTTGCCGGA AGGGACCATG 1500 

AACAACGTGT ATGTCAACAT GCCCACGAAT TTCTCTGTGC TGAACTGTCA GCAGGCCACC 1560 

CAGATTGTGC CACATCAAGG GCAGTATCTG CATCCCCCAT ACGTGGGGTA CACGGTGCAG 1620 

CAOGACTCTG TGCCCATGAC AGCTGTGCCA CCTTTCATGG ACGGCCTGCA GCCTGGCTAC 1680 

AGGCAGATTC AGTCCCCCTT CCCTCACACC AACAGTGAAC AGAAGATGTA CCCAGCGGTG 1740 

ACTGTATAAC CGAGAGTCAC TGGTGGGTTC CTTTACTGAA GGGAGACGAA GGCAGGGGTG 1800 

GATTCTCGAG GTGGAAGTCC GCACATGTCG GTGGTATTTA TGGCACGATT CCTTTGGATG 1860 

GCTTCATTTG CCCCCAGACT GTATGAAAAC ATCTCCGAAT TAGCATTTCT GGATATGTTT 1920 

CATCCAGGGT ATCATTGATT TATGATGGAA AACCGGCCTC AGCTGGAGAT GACTGTGATG 1980 

TTGCTGATGG GTGTATAACA AATGCTTGAG TCCGAAGTGC CCTTGAGATA TGGTTGACGA 2040 

AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTTATTAT TATTTCTTTT 2100 

TTGTTGTTGA CTGCACAGGA TCAAAATGCC TGTTATCTCC CTTTTACTGG GACTTTTTTT 2160 

TO T'r r m T TTTTTTTTAA TCAGACAGGG TCTTGCTCTG TTGCCCAGGC TGGAGTGCAG 2220 

TGGTGCGATC TCGGCTCACT GCAACTTCAG CCTCCTGGAT TCAGGCAACA CTCCTGCCTC 2280 

AGCCTCCCAC GTGGCTGGGA TTACAGGTGC CTGCCCCCAT GGCTAATTTT TTGTATTTTT 2340 
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TGTAGAGATG GGGTTTCACC ATGTTGGCTG GGCTGGTCTC ACTCTCCTGA CCTCAAGCAA 2400 

TCTGCCTGTC TCAGCCTCCC AAAGTGCTGG GATTACAGGC GTGAGCCACC GCCCCCAGCC 2460 

TGAGCCTTTT TTTTTTTCTA ATGCATCCAA GGTTAAGGGG AAGAOGCAAA TAACAGGACT 2520 

ATTCTAAAAG GAAACCTGTT TGAACTCTGT GAGATCAGTC ATCAGTCTCA GTATTCCACA 2580 

GGCACACCTT AATTTCATTG TAAAAAGATA TATATATTTT GTCTATTTTT GTGCTTTTGG 2640 

GGGCCTATTT TGTGCTTTTT TACCTTATGT AGAGATCTTA TTACAAAGTG ATTTTCTACA 2700 

TTAAAAAGAG ACTGAAATAA ATTGTATAGT TACTTAACTA ATGAAGACAT TTCAGAACTC 2760 

TGGGATGATT TTAATCTTGA AGTAGTAGGT GGTATAGTCA TAAAACCATT CATCCCCTTC 2820 

TTGATTGTAT CTTAATTTTC TGGCTTTAAG GTGACATCTG AGAGGTAATG CATTCTTTTT 2880 

TATATTGAAA TCATAAACTA TCACCCGCTQ CTTCTCTGAG TTACTTTTAA TTTTGCCTTG 2940 

TGGTTATGGT TTGGCGTTTC CTTCTGTTTG GTTTTCAGAG CCCCATGTCT ATATAGTCCT 3000 

GAGTGCAAGT AATTACTATA CTTGTAAATG AAGATCAGTA TTTCTGCCTA GATCTGATAA 3060 

AAAAATTTTC TTGTCTTAGT TATAAAAATT CAAAGAAATG TGTTACAAAG ATACTTAGTA 3120 

TAGCTCCTCA GCCATAACCT GAGACTTGGG ATGAAATTTA AACCAGATAC GATTTACTTT 3180 

GCAGATCATA AGGCTTTTTA TACTCTTGTT ATCAAAATGG CTTATTTTTC AGGCACTAAG 3240 

GATTGTTAAG AGAAAAGCTT TTCAACGAAG GATTGCCTTT CTTCTCCCAC ACTGTTCTTG 3300 

ATTTCCTCTC TCTTTCAGGC CTCAACAGGC ACTGTATTCA TTGCCAATGT TCCAAATTAT 3360 

CAAATTCAAG TGAATTTATT TGTGTGTTCT TTACTTATAT AAAAAAAGAT AACTTTAAGG 3420 

ATGTGCAAGT ACATTTCCAA CTGCTAGCAC AACCAGTATT TTGTAATTAA ACAAATCGCT 3480 

GTATGGTATG GTCTTCTACA CATTTATGTC TATAGATATC TATCGATCAT CTTTCTATTC 3540 

TGTTTCATGA CTGAATAATG TAAAACCAGT GTTGGCAATT GGTATCATCA ATGATACTCA 3600 

TTTTTTAATA ACCAAAGGCA GGGGAAAATC ATTTTACTTA TTAATAAATA TTTTATGATG 3660 
TGAAAAAAAA AAAAAAAAAA 



A135 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession # : 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs. 128899 

none found 

1-11 
402-424 

not determined 



1 11 21 31 41 51 

I I I I I I 

MLSGFLMSPS TQHRAQYTPG GKKLPVJEASI GAHTSRGRGS DRERESRPEA AGLLWDRAAA 60 

GEAEKGNRGE PPAWIRAQQQ PRPPPAGQAP GTAAGGAQDP RLRPGRSRGR VRLPVKPPEA 120 

SGRQPRGPSD CIPRFPSASA THKAVPKGTG PPAEDGDGLG APGFRARRRR LLGVAAEGSG 180 

PRGKRRGTVS DEARGSPGPR LLGDRPALSG DALSAPRWP CGALAARPSP HPGTPLRSCS 240 

CCWLRCWRRG RGPSGEYCHG WLDAQGVWRI GFQCPERFDG GDATICCGSC ALRYCCSSAE 300 

ARU3QGGCDN DRQQGAGEPG RADKDGPRRL GRASCLRGTQ GDGEGAPPPV RAWQRCSPEG 360 

SPKGRQLLRA FPGLLPRARR RGFPSSPRGG PSPLQRPALP IYVPFLIVGS VFVAFIILGS 420 

LVAACCCRCL RPKQDPQQSR APGGNRLHET IPMIPSASTS RGSSSRQSST AASSSSSANS 480 

GARAPPTRSQ TNCCLPEGTM NNVYVNMPTN FSVLNCQQAT QIVPHQGQYL HPPYVGYTVQ 540 
HDSVPMTAVP PFMDGLQPGY RQIQSPFPHT NSEQKMYPAV TV 



A136 DNA SEQUENCE 

Gene name: selectin E (endothelial adhesion molecule 1) 

Unigene number: Hs. 89546 

Probeset Accession ff t M24736 

Nucleic Acid Accession #: NMJ) 00450 

Coding sequence: 1-1833 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGATTGCTT CACAGTTTCT CTCAGCTCTC ACTTTGGTGC TTCTCATTAA AGAGAGTGGA 60 

GCCTGGTCTT ACAACACCTC CACGGAAGCT ATGACTTATG ATGAGGCCAG TGCTTATTGT 120 

CAGCAAAGGT ACACACACCT GGTTGCAATT CAAAACAAAG AAGAGATTGA GTACCTAAAC 180 

TCCATATTGA GCTATTCACC AAGTTATTAC TGGATTGGAA TCAGAAAAGT CAACAATGTG 240 

TGGGTCTGGG TAGGAACCCA GAAAOCTCTG ACAGAAGAAG CCAAGAACTG GGCTCCAGGT 300 

GAACCCAACA ATAGGCAAAA AGATGAGGAC TGCGTGGAGA TCTACATCAA GAGAGAAAAA 360 

GATGTGGGCA TGTGGAATGA TGAGAGGTGC AGCAAGAAGA AGCTTGCCCT ATGCTACACA 420 

GCTGCCTGTA CCAATACATC CTGCAGTGGC CACGGTGAAT GTGTAGAGAC CATCAATAAT 480 

TACACTTGCA AGTGTGACCC TGGCTTCAGT GGACTCAAGT GTGAGCAAAT TGTGAACTGT 540 

ACAGCCCTGG AATCCCCTGA GCATGGAAGC CTGGTTTGCA GTCACCCACT GGGAAACTTC 600 

AGCTACAATT CTTCCTGCTC TATCAGCTGT GATAGGGGTT ACCTGCCAAG CAGCATGGAG 660 

ACCATGCAGT GTATGTCCTC TGGAGAATGG AGTGCTCCTA TTCCAGCCTG CAATGTGGTT 720 

GAGTGTGATG CTGTGACAAA TCCAGCCAAT GGGTTCGTGG AATGTTTCCA AAACCCTGGA 780 

AGCTTCCCAT GGAACACAAC CTGTACATTT GACTGTGAAG AAGGATTTGA ACTAATGGGA 840 

GCCCAGAGCC TTCAGTGTAC CTCATCTGGG AATTGGGACA ACGAGAAGCC AACGTGTAAA 900 

GCTGTGACAT GCAGGGCCGT CCGCCAGCCT CAGAATGGCT CTGTGAGGTG CAGCCATTCC 960 

CCTGCTGGAG AGTTCACCTT CAAATCATCC TGCAACTTCA CCTGTGAGGA AGGCTTCATG 1020 

TTGCAGGGAC CAGCCCAGGT TGAATGCACC ACTCAAGGGC AGTGGACACA GCAAATCCCA 1080 

GTTTGTGAAG CTTTCCAGTG CACAGCCTTG TCCAACCCOG AGCGAGGCTA CATGAATTGT 1140 

CTTCCTAGTG CTTCTGGCAG TTTCCGTTAT GGGTCCAGCT GTGAGTTCTC CTGTGAGCAG 1200 

GGTTTTGTGT TGAAGGGATC CAAAAGGCTC CAATGTGGCC CCACAGGGGA GTGGGACAAC 1260 

GAGAAGCCCA CATGTGAAGC TGTGAGATGC GATGCTGTCC ACCAGCCCCC GAAGGGTTTG 1320 

GTGAGGTGTG CTCATTCCCC TATTGGAGAA TTCACCTACA AGTCCTCTTG TGCCTTCAGC 1380 

TGTGAGGAGG GATTTGAATT ATATGGATCA ACTCAACTTG AGTGCACATC TCAGGGACAA 1440 

TGGACAGAAG AGGTTCCTTC CTGCCAAGTG GTAAAATGTT CAAGCCTGGC AGTTCCGGGA 1500 

AAGATCAACA TGAGCTGCAG TGGGGAGCCC GTGTTTGGCA CTGTGTGCAA GTTCGCCTGT 1560 

CCTGAAGGAT GGACGCTCAA TGGCTCTGCA GCTCGGACAT GTGGAGCCAC AGGACACTGG 1620 

TCTGGCCTGC TACCTACCTG TGAAGCTCCC ACTGAGTCCA ACATTCCCTT GGTAGCTGGA 1680 

CTTTCTGCTG CTGGACTCTC CCTCCTGACA TTAGCACCAT TTCTCCTCTG GCTTCGGAAA 1740 
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TGCTTACGGA AAGCAAAGAA ATTTGTTCCT GCCAGCAGCT GCCAAAGCCT TGAATCAGAC 1800 
GGAAGCTACC AAAAGCCTTC TTACATCCTT TAA 



A137 Protein sequence; 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
C-lectin domain: 
Cellular Localization: 



Selectin E (endothelial 

Hs. 89546 

M24736 

NP 000441 

1-22 

555-573 

23-139 

plasma membrane 



adhesion molecule 1) 



1 11 21 31 41 51 

I I I I I I 

MIASQFLSAL TLVLLIKESG AWSYNTSTEA MTYDBASAYC QQRYTHLVAI QNKEEIEYLN 60 

SILSYSPSYY WIGIRKVNNV WVWVGTQKPL TEEAKNWAPG BPNNRQKDED CVEIYIKREK 120 

DVGMWNDERC SKKKLALCYT AACTNTSCSG HGECVETINN YTCKCDPGFS GLKCEQIVNC 180 

TALESPEHGS LVCSHPLGNF SYNSSCSISC DRGYLPSSME TMQCMSSGEW SAPIPACNW 240 

ECDAVTNPAN GFVECFQNPG SPPWNTTCTF DCEEGFELMG AQSLQCTSSG NWDNEKPTCK 300 

AVTCRAVRQP QNGSVRCSHS PAGEFTFKSS CNFTCEEGFM LQGPAQVECT TQGQWTQQIP 360 

VCEAFQCTAL SNPERGYMNC LPSASGSFRY GSSCEFSCEQ GFVLKGSKPX QCGPTGEWDN 420 

EKPTCEAVRC DAVHQPPKGL VRCAHSPIGE FTYKSSCAFS CEEGFELYGS TQLECTSQGQ 480 

WTEEVPSCQV VKCSSLAVPG KINMSCSGEP VFGTVCKFAC PEGWTLNGSA ARTCGATGHW 540 

SGLLPTCEAP TESNIPLVAG LSAAGLSLLT LAPFLLWLRK CLRKAKKFVP ASSCQSLESD 600 
GSYQKPSYIL 



A138 DNA SEQUENCE: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession ft* 
Coding sequence: 



ESTs, Weakly similar to JE0350 Anterior gradient -2 (H. sapiens] 

Hs. 100686 

AA487468 

AA487468 

S5-55S (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CGGCACCAAG AGCACTGGCC AAGTCAGCTT CTTCTGAGAG AGTCTCTAGA AGACATGATG 60 

CTACACTCAG CTTTGGGTCT CTGCCTCTTA CTCGTCACAG TTTCTTCCAA CCTTGCCATT 120 

GCAATAAAAA AGGAAAAGAG GCCTCCTCAG ACACTCTCAA GAGGATGGGG AGATGACATC 180 

ACTTGGGTAC AAACTTATGA AGAAGGTCTC TTTTATGCTC AAAAAAGTAA GAAGCCATTA 240 

ATGGTTATTC ATCACCTGGA GGATTGTCAA TACTCTCAAG CACTAAAGAA AGTATTTGCC 300 

CAAAATGAAG AAATACAAGA AATGGCTCAG AATAAGTTCA TCATGCTAAA CCTTATGCAT 360 

GAAACCACTG ATAAGAATTT ATCACCTGAT GGGCAATATG TGCCTAGAAT CATGTTTGTA 420 

GACCCTTCTT TAACAGTTAG AGCTGACATA GCTGGAAGAT ACTCTAACAG ATTGTACACA 480 

TATGAGCCTC GGGATTTACC CCTATTGATA GAAAACATGA AGAAAGCATT AAQACTTATT 540 

CAGTCAGAGC TATAAGAGAT GATAGAAAAA AGCCTTCACT TCAAAGAAGT CAAATTTCAT 600 

GAAGAAAACC TCTGGCACAT TGACAAATAC TAAATGTGCA AGTATATAGA TTTTGTAATA 660 

TTACTATTTA GTTTTTTTAA TGTGTTTGCA ATAGTCTTAT TAAAATAAAT GTTTTTTAAA 720 
TCTGAAAAAA AAAAAAAAAA AAAAAAAAA 



A139 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs, Weakly similar to JE0350 Anterior gradient-2 (H. sapiens] 

Hs. 100686 

AA487468 

none found 

1-23 

none found 
secreted 



1 11 21 31 41 51 

I I I I I I 

MMLHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSRGWGD DITWVQTYEE GLFYAQKSKK 60 
PLMVIHHLED CQYSQALKKV FAQNEEIQEM AQNKFIMLNL MHETTDKNLS PDGQYVPRIM 120 
PVDPSLTVRA DIAGRYSNRL YTYEPRDLPL LIENMKKALR LIQSEL 

A140 DNA SEQUENCE 

Gene name: TMPRSS3a 
Unigene number: Hs. 298241 

Probeset Accession ft: AI538613 

Nucleic Acid Accession ft: AB038157 

Coding sequence: 202-1566 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I.I I 1 I I 

ACCGGGCACC GGACGGCTCG GGTACTTTCG TTCTTAATTA GGTCATGCCC GTGTGAGCCA 60 

GGAAAGGGCT GTGTTTATGG GAAGCCAGTA ACACTGTGGC CTACTATCTC TTCCGTGGTG 120 

CCATCTACAT TTTTGGGACT CGGGAATTAT GAGGTAGAGG TGGAGGCGGA GCCGGATGTC 180 

AGAGGTCCTG AAATAGTCAC CATGGGGGAA AATGATCCGC CTGCTGTTGA AGCCCCCTTC 240 
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TCATTCCQAT CGCTTTTTQG CCTTGATGAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTGCACAGAT CCTGTCACTG CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TTGCATTGAT ATTAGCACTG GCCATTGGTC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAAGT ACAGATGTCG CTCATCCTTT AAGTGTATCG AGCTGATAGC TCGATGTGAC 4 SO 

GGAGTCTCGG ATTGCAAAGA CGGGGAGGAC GAGTACCGCT GTGTCCGGGT GGGTGGTCAG 540 

AATGCCGTGC TCCAGGTGTT CACAGCTGCT TCGTGGAAGA CCATGTGCTC CGATGACTGG 600 

AAGGGTCACT ACGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTGAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 780 

TGTGCCTCTG GCCACGTGGT TACCTTGCAG TGCACAGCCT GTGGTCATAG AAGGGGCTAC 840 

AGCTCACGCA TCGTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTG GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTGTGCGGG GGCTCTGTCA TCACGCCCCT GTGGATCATC 960 

ACTGCTGCAC ACTGTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTAGTTTCCC TGTTGGACAA TCCAGCCCCA TCCCACTTGG TGGAGAAGAT TGTCTACCAC 1080 

AGCAAGTACA AGCCAAAGAG GCTGGGCAAT GACATCGCCC TTATGAAGCT GGCOGGGCCA 1140 

CTCACGTTCA ATGAAATGAT CCAGCCTGTG TGCCTGCCCA ACTCTGAAGA GAACTTCCCC 1200 

GATGGAAAAG TGTGCTGGAC GTCAGGATGG GGGGCCACAG AGGATGGAGC AGGTGACGCC 1260 

TCCCCTGTCC TGAACCACGC GGCCGTCCCT TTGATTTCCA ACAAGATCTG CAACCACAGG 1320 

GACGTGTACG GTGGCATCAT CTCCCCCTCC ATGCTCTGCG CGGGCTACCT GACGGGTGGC 1380 

GTGGACAGCT GCCAGGGGGA CAGCGGGGGG CCCCTGGTGT GTCAAGAGAG GAGGCTGTGG 1440 

AAGTTAGTGG GAGCGACCAG CTTTGGCATC GGCTGCGCAG AGGTGAACAA GCCTGGGGTG 1500 

TACACCCGTG TCACCTCCTT CCTGGACTGG ATCCACGAGC AGATGGAGAG AGACCTAAAA 1560 

ACCTGAAGAG GAAGGGGACA AGTAGCCACC TGAGTTCCTG AGGTGATGAA GACAGCCCGA 1620 

TCCTCCCCTG GACTCCCGTG TAGGAACCTG CACACGAGCA GACACCCTTG GAGCTCTGAG 1680 

TTCCGGCACC AGTAGCAGGC CCGAAAGAGG CACCCTTCCA TCTGATTCCA GCACAACCTT 1740 

CAAGCTGCTT TTTGTTTTTT GTTTTTTTGA GGTGGAGTCT CGCTCTGTTG CCCAGGCTGG 1800 

AGTGCAGTGG CGAAATCCCT GCTCACTGCA GCCTCCGCTT CCCTGGTTCA AGCGATTCTC 1860 

TTGCCTCAGC TTCCCCAGTA GCTGGGACCA CAGGTGCCCG CCACCACACC CAACTAATTT 1920 

TTGTATTTTT AGTAGAGACA GGGTTTCACC ATGTTGGCCA GGCTGCTCTC AAACCCCTGA 1980 

CCTCAAATGA TGTGCCTGCT TCAGCCTCCC ACAGTGCTGG GATTACAGGC ATGGGCCACC 2040 

ACGCCTAGCC TCACGCTCCT TTCTGATCTT CACTAAGAAC AAAAGAAGCA GCAACTTGCA 2100 

AGGGCGGCCT TTCCCACTGG TCCATCTGGT TTTCTCTCCA GGGGTCTTGC AAAATTCCTG 2160 

ACGAGATAAG CAGTTATGTG ACCTCACGTG CAAAGCCACC AACAGCCACT CAGAAAAGAC 2220 

GCACCAGCCC AGAAGTGCAG AACTGCAGTC ACTGCACGTT TTCATCTCTA GGGACCAGAA 2280 

CCAAACCCAC CCTTTCTACT TCCAAGACTT ATTTTCACAT GTGGGGAGGT TAATCTAGGA 2340 

ATGACTOGTT TAAGGCCTAT TTTCATGATT TCTTTGTAGC ATTTGGTGCT TGACGTATTA 2400 

TTGTCCTTTG ATTCCAAATA ATATGTTTCC TTCCCTCAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAAAAA 

A141 Protein sequence; 

Gene name: TMPRSS3a 
Unigene number: Hs. 2 9 82 41 

Probeset Accession 8: AZ538613 
Protein Accession #: BAB20077 
Signal sequence: none found 

Transmembrane domains: 43-65, 239*261 

Tryp_SPc domain: 216-444 
Cellular Localization: plasma membrane 



1 . 11 21 31 41 51 

I I I I I 1 

MGENDPPAVE APFSFRSLFG LDDLKISPVA PDADAVAAQI LSIiLPLKFFP IIVIGIIALI 60 

LALAIGLGIH FDCSGKYRCR SSFKCIELIA RCDGVSDCKD GEDEYRCVRV GGQNAVLQVP 120 

TAASWKTMCS DDWKGHYANV ACAQLGFPSY VSSDNLRVSS LEGQPREBPV SIDHLLPDDK 180 

VTALHHSVYV REGCASGHW TLQCTACGHR RGYSSRIVGG NMSLLSQWPW QASLQFQGYH 240 

LCGGSVITPL WIITAAHCVY DLYLPKSWTI QVGLVSLLDN PAPSHLVEKI VYHSKYKPKR 300 

LGHDIALMKL AGPLTFNEMI QPVCLPNSEE NFPDGKVCWT SGWGATEDGA GDASPVLNHA 360 

AVPLISNKIC NHRDVYGGII SPSMLCAGYL TGGVDSCQGD SGGPLVCQER RLWKLVGATS 420 
FGIGCAEVNK PGVYTRVTSF LDWIHEQMER DLKT 

A142 DNA SEQUENCE 

Gene namei ESTs? Weakly similar to LITHOSTATHINE 1 BETA PRECURSOR [H. sapiens] 

Unigene number: Hs. 105484 

Probeset Accession #: AA314779 
Nucleic Acid Accession ft: none found 

Coding sequence: 103-579 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CCAAACAGAT TTGCAGATCA AGGAGAACCC AGGAGTTTCA AAGAAGCGCT AGTAAGGTCT 60 

CTGAGATCCT TGCACTAGCT ACATCCTCAG GGTAGGAGGA AGATGGCTTC CAGAAGCATG 120 

CGGCTGCTCC TATTGCTGAG CTGCCTGGCC AAAACAGGAG TCCTGGGTGA TATCATCATG 180 

AGACCCAGCT GTGCTCCTGG ATGGTTTTAC CACAAGTCCA ATTGCTATGG TTACTTCAGG 240 

AAGCTGAGGA ACTGGTCTGA TGCCGAGCTC GAGTGTCAGT CTTACGGAAA CGGAGCCCAC 300 

CTGGCATCTA TCCTGAGTTT AAAGGAAGCC AGCACCATAG CAGAGTACAT AAGTGGCTAT 360 

CAGAGAAGCC AGCCGATATG GATTGGCCTG CACGACCCAC AGAAGAGGCA GCAGTGGCAG 420 

TGGATTGATG GGGCCATGTA TCTGTACAGA TCCTGGTCTG GCAAGTCCAT GGGTGGGAAC 480 

AAGCACTGTG CTGAGATGAG CTCCAATAAC AACTTTTTAA CTTGGAGCAG CAACGAATGC 540 

AACAAGCGCC AACACTTCCT GTGCAAGTAC CGACCATAGA GCAAGAATCA AGATTCTGCT 600 

AACTCCTGCA CCAGCCCCGT CCTCTTCCTT TCTGCTAGCC TGGCTAAATC TGCTCATTAT 660 

TTCAGAGGGG AAACCTAGCA AACTAAGAGT GATAAGGGCC CTACTACACT GGCTTTTTTA 720 



898 



WO 03/042661 



PCT/US02/36810 



GGCTTAGAGA CAGAAACTTT AGCATTGGGC CCAGTAGTGG CTTCTAGCTC TAAATGTTTG 780 

CCCCGCCATC CCTTTCCACA GTATCCTTCT TCCCTCCTCC CCTGTCTCTG GCTGTCTCGA 840 

GCAGTCTAGA AGAGTGCATC TCCAGCCTAT GAAACAGCTG GGTCTTTGGC CATAAGAAGT 900 

AAAGATTTGA AGACAGAAGG AAGAAACXCA GGAGTAAGCT TCTAGACCCC TTCAGCTTCT 960 

ACACCCTTCT GCCCTCTCTC CATTGCCTGC ACCCCACCCC AGCCACTCAA CTCCTGCTTG 1020 

TTTTTCCTTT GGCCATAGGA AGGTTTACCA GTAGAATCCT TGCTAGGTTG ATGTGGGCCA 1080 
TACATTCCTT TAATAAACCA TTGTGTACAT AAGAGAAAAA AAAAAAAAAA AAAAAAAAAA 



A143 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession # : 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
C-type lectin domain: 
Cellular Localization: 



ESTS; Weakly similar to LITHOSTATHINE 1 BETA PRECURSOR [H. sapiens) 

HS.10S484 

AA314779 

none found 

1-22 

none found 

47-1S6 

secreted 



1 11 21 31 41 51 

I I I I I I 

MASRSMRLLZ* LLSCLAKTGV LGDIIKRPSC APGWFYHKSN CYGYFRKLRN WSDAELECQS 60 
YGNGAHLASI LSLKEASTIA EYISGYQRSQ PIWIGLHDPQ KRQQWQWIDG AMYLYRSWSG 120 
KSMGGNKHCA EMSSNNNFLT WSSNECNKRQ HFLCKYRP 



A144 DNA SEQUENCE 

Gene name: Cadherin 3, P-cadherin (placental) 

Unigene number: Hs.2877 

Probeset Accession fts X63629 

Nucleic Acid Accession ft: X63629 

Coding sequence: 54-2543 (start and stop codons are underlined) 



1 11 21 31 41 51 

I I I I I I 

GCGGAACACC GGCCCGCCGT CGCGGCAGCT GCTTCACCCC TCTCTCTGCA GCCATGGGGC 60 

TCCCTCGTGG ACCTCTCGCG TCTCTCCTCC TTCTCCAGGT TTGCTGGCTG CAGTGCGCGG 120 

CCTCCGAGCC GTGCCGGGCG GTCTTCAGGG AGGCTGAAGT GACCTTGGAG GCGGGAGGCG 180 

CGGAGCAGGA GCCCGGCCAG GCGCTGGGGA AAGTATTCAT GGGCTGCCCT GGGCAAGAGC 240 

CAGCTCTGTT TAGCACTGAT AATGATGACT TCACTGTGCG GAATGGCGAG ACAGTCCAGG 300 

AAAGAAGGTC ACTGAAGGAA AGGAATCCAT TGAAGATCTT CCCATCCAAA CGTATCTTAC 360 

GAAGACACAA GAGAGATTGG GTGGTTGCTC CAATATCTGT CCCTGAAAAT GGCAAGGGTC 420 

CCTTCCCCCA GAGACTGAAT CAGCTCAAGT CTAATAAAGA TAGAGACACC AAGATTTTCT 4 B0 

ACAGCATCAC GGGGCCGGGG GCAGACAGCC CCCCTGAGGG TGTCTTCGCT GTAGAGAAGG 540 

AGACAGGCTG GTTGTTGTTG AATAAGCCAC TGGACCGGGA GGAGATTGCC AAGTATGAGC 600 

TCTTTGGCCA CGCTGTGTCA GAGAATGGTG CCTCAGTGGA GGACCCCATG AACATCTCCA 660 

TCATCGTGAC CGACCAGAAT GACCACAAGC CCAAGTTTAC CCAGGACACC TTCCGAGGGA 720 

GTGTCTTAGA GGGAGTCCTA CCAGGTACTT CTGTGATGCA GGTGACAGCC ACAGATGAGG 780 

ATGATGCCAT CTACACCTAC AATGGGGTGG TTGCTTACTC CATCCATAGC CAAGAACCAA 840 

AGGACCCACA CGACCTCATG TTCACAATTC ACCGGAGCAC AGGCACCATC AGCGTCATCT 900 

CCAGTGGCCT GGACCGGGAA AAAGTCCCTG AGTACACACT GACCATCCAG GCCACAGACA 960 

TGGATGGGGA CGGCTCCACC ACCACGGCAG TGGCAGTAGT GGAGATCCTT GATGCCAATG 1020 

ACAATGCTCC CATGTTTGAC CCCCAGAAGT ACGAGGCCCA TGTGCCTGAG AATGCAGTGG 1080 

GCCATGAGGT GCAGAGGCTG ACGGTCACTG ATCTGGACGC CCCCAACTCA CCAGCGTGGC 1140 

GTGCCACCTA CCTTATCATG GGCGGTGACG ACGGGGACCA TTTTACCATC ACCACCCACC 1200 

CTGAGAGCAA CCAGGGCATC CTGACAACCA GGAAGGGTTT GGATTTTGAG GCCAAAAACC 1260 

AGCACACCCT GTACGTTGAA GTGACCAACG AGGCCCCTTT TGTGCTGAAG CTCCCAACCT 1320 

CCACAGCCAC CATAGTGGTC CACGTGGAGG ATGTGAATGA GGCACCTGTG TTTGTCCCAC 1380 

CCTCCAAAGT CGTTGAGGTC CAGGAGGGCA TCCCCACTGG GGAGCCTGTG TGTGTCTACA 1440 

CTGCAGAAGA CCCTGACAAG GAGAATCAAA AGATCAGCTA CCGCATCCTG AGAGACCCAG 1500 

CAGGGTGGCT AGCCATGGAC CCAGACAGTG GGCAGGTCAC AGCTGTGGGC ACCCTCGACC 1560 

GTGAGGATGA GCAGTTTGTG AGGAACAACA TCTATGAAGT CATGGTCTTG GCCATGGACA 1620 

ATGGAAGCCC TCCCACCACT GGCACGGGAA CCCTTCTGCT AACACTGATT GATGTCAACG 1680 

ACCATGGCCC AGTCCCTGAG CCCOGTCAGA TCACCATCTG CAACCAAAGC CCTGTGCGCC 1740 

ACGTGCTGAA CATCACGGAC AAGGACCTGT CTCCCCACAC CTCCCCTTTC CAGGCCCAGC 1800 

TCACAGATGA CTCAGACATC TACTGGACGG CAGAGGTCAA CGAGGAAGGT GACACAGTGG 1860 

TCTTGTCCCT GAAGAAGTTC CTGAAGCAGG ATACATATGA CGTGCACCTT TCTCTGTCTG 1920 

ACCATGGCAA CAAAGAGCAG CTGACGGTGA TCAGGGCCAC TGTGTGCGAC TGCCATGGCC 1980 

ATGTCGAAAC CTGCCCTGGA CCCTGGAAAG GAGGTTTCAT CCTCCCTGTG CTGGGGGCTG 2040 

TCCTGGCTCT GCTGTTCCTC CTGCTGGTGC TGCTTTTGTT GGTGAGAAAG AAGCGGAAGA 2100 

TCAAGGAGCC CCTCCTACTC CCAGAAGATG ACACCCGTGA CAACGTCTTC TACTATGGCG 2160 

AAGAGGGGGG TGGCGAAGAG GACCAGGACT ATGACATCAC CCAGCTCCAC CGAGGTCTGG 2220 

AGGCCAGGCC GGAGGTGGTT CTCCGCAATG ACGTGGCACC AACCATCATC CCGACACCCA 2280 

TGTACCGTCC TAGGCCAGCC AACCCAGATG AAATCGGCAA CTTTATAATT GAGAACCTGA 2340 

AGGCGGCTAA CACAGACCCC ACAGCCCCGC CCTACGACAC CCTCTTGGTG TTCGACTATG 2400 

AGGGCAGCGG CTCCGACGCC GCGTCCCTGA GCTCCCTCAC CTCCTCCGCC TCCGACCAAG 2460 

ACCAAGATTA CGATTATCTG AACGAGTGGG GCAGCCGCTT CAAGAAGCTG GCAGACATGT 2520 

ACGGTGGCGG GGAGGACGAC TAGGCGGCCT GCCTGCAGGG CTGGGGACCA AACGTCAGGC 2580 

CACAGAGCAT CTCCAAGGGG TCTCAGTTCC CCCTTCAGCT GAGGACTTCG GAGCTTGTCA 2640 

GGAAGTGGCC GTAGCAACTT GGCGGAGACA GGCTATGAGT CTGACGTTAG AGTGGTTGCT 2700 

TCCTTAGCCT TTCAGGATGG AGGAATGTGG GCAGTTTGAC TTCAGCACTG AAAACCTCTC 2760 

CACCTGGGCC AGGGTTGCCT CAGAGGCCAA GTTTCCAGAA GCCTCTTACC TGCCGTAAAA 2820 

TGCTCAACCC TGTGTCCTGG GCCTGGGCCT GCTGTGACTG ACCTACAGTG GACTTTCTCT 2880 

CTGGAATGGA ACCTTCTTAG GCCTCCTGGT GCAACTTAAT TTTTTTTTTT AATGCTATCT 2940 



899 



WO 03/042661 
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TCAAAACGTT AGAGAAAGTT CTTCAAAAGT GCAGCCCAGA GCTGCTGGGC CCACTGGCCG 3000 

TCCTGCATTT CTGGTTTCCA GACCCCAATG CCTCCCATTC GGATGGATCT CTGCGTTTTT 3060 

ATACTGAGTG TGCCTAGGTT GCCCCTTATT TTTTATTTTC CCTGTTGCGT TGCTATAGAT 3120 

GAAGGGTGAG gacaatcgtg tatatgtact agaacttttt TATTAAAGAA a 



A145 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domain: 

Cellular localization: 



Cadherin 3, P-cadherin (placental) 

Hs.2877 

X63629 

CAA45177 

1-24 

6S9-675 

plasma membrane 



1 
I 

MGLPRGPLAS 
QEPALFSTDN 
KGPFPQRI.NQ 
YELFGHAVSE 
DEDDAIYTYN 
TDMDGDGSTT 
AWRATYLIMG 
PTSTATIWH 
DPAGWLAMDP 
VNDHGPVPEP 
TWLSLKKFL 
GAVLALLFLL 
GLEARPEWL 
DYEGSGSDAA 



11 
I 

LLLLQVCWLQ 
DDFTVRNGET 
LKSNKDRDTK 
NGASVEDPMN 
GWAYSIHSQ 
TAVAWEILD 
GDDGDHFTIT 
VEDVNEAPVF 
DSGQVTAVGT 
RQITICNQSP 
KQDTYDVHLS 
LVLLLLVRKK 
RNDVAPTIIP 
SLSSLTSSAS 



21 
I 

CAASEPCRAV 
VQERRSLKER 
I FYS I TG PGA 
ISIIVTDQMD 
EPKDPHDLMF 
ANDNAPMFDP 
THPESNQGIL 
VPPSKWEVQ 
LDREDEQFVR 
VRHVLNITDK 
LSDHGNKEQL 
RKIKEPLLLP 
TPMYRPRPAN 
DQDQDYDYLN 



31 
I 

FREAEVTLEA 
NPLKIFPSKR 
DSPPEGVFAV 
HKPKFTQDTF 
TIHRSTGTIS 
QKYEAHVPEN 
TTRKGLDFEA 
EGIPTGEPVC 
NNIYEVMVLA 
DLSPHTSPFQ 
TVIRATVCDC 
EDDTRDNVFY 
PDEIGNFIIE 
EWGSRFKKLA 



41 
I 

GGAEQEPGQA 
ILRRHKRDWV 
EKETGWLLLN 
RGSVLEGVLP 
VISSGLDREK 
AVGHEVQRLT 
KNQHTLYVEV 
VYTAEDPDKE 
MDNGSPPTTG 
AQLTDDSDIY 
HGHVETCPGP 



NLKAANTDPT 
DMYGGGEDD 



51 
I 

LGKVFMGCPG 
VAPISVPENG 
KPLDREEIAK 
GTSVMQVTAT 
VPEYTLTIQA 
VTDLDAPNSP 
TNEAPFVLKL 
KQKISYRILR 
TGTLLLTLID 
WTABVNEEGD 
WKGGFILPVL 
QDYDITQLHR 
APPYDTLLVF 



60 
120 
160 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A146 DNA SEQUENCE: 
Gene name: 
Unigene number: 
Probeset Accession 8: 
Nucleic Acid Accession #: 
Coding sequence: 



TTK protein kinase 

He. 169840 

M86699 

NM_003318 

1026-3551 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

GGAATTCCTT TTTTTTTTTT TTTGAGATGG AGTTTCACTC TTGTTGGCCA GGCTGGAGTG 60 

CAATGGCACA ATCTCAGCTT ACTGCAACCT CCGCCTCCCG GGTTCAAGCG ATTCTCCTGC 120 

CTCAGC CTCT CAAGTAGCTG GGATTACAGG CATGTGCCAC CACCCCTGGC TAACTAATTT 180 

CTTTTCTATT TAGTAGAGAT GGGGTTTCAC CATGTTGGTC AGGCTGGTCT TGAACTCCTG 240 

ACCTCAGGTG ATCCACTTGC CTTGGCCTCC CAAAGTGCTA GGATTACAGC CGTGAAACTG 300 

TGCCTGGCTG ATTCTTTTTT TGTTGTTGGA TTTTTGAAAC AGGGTCTCCC TTGGTCGCCC 360 

AGGCTGGAGT GCAGTGGTGC GATCTTGGCT CACTATAACC TCCACCTCCT GGTTTCAAGT 420 

GATCCTCCCA CTTTAGCCTC CTGAGTAGCT GTGATTACAG GCGTGCACCA CCACACCCGG 480 

CTAATTTTTG TATTTTTATT AGAGACAGGG TTTCACCATG TTGGCCAGGC TGTTCTCAAA 540 

CTCCTGGACT CAAGGGATCC GCCTGCCTCC ACTTCCCAAA GTCCCGAGAT TACAGGTGTG 600 

AGTCACCATG CCTGACCTTA TAATTCTTAA GTCATTTTTT CTGGTCCATT TCTTCCTTAG 660 

GGTCCTCACA ACAAATCTGC ATTAGGCGGT ACAATAATCC TTAACTTCAT GATTCACAAA 720 

AGGAAGATGA AGTGATTCAT GATTTAGAAA GGGGAAGTAG TAAGCCCACT GCACACTCCT 780 

GGATGATGAT CCTAAATCCA GATACAGTAA AAATGGGGTA TGGGAAGGTA GAATACAAAA 840 

TTTGGTTTAA ATTAATTATC TAAATATCTA AAAACATTTT TGGATACATT GTTGATGTGA 900 

ATGTAAGACT GTACAGACTT CCTAGAAAAC AGTTTGGGTT CCATCTTTTC ATTTCCCCAG 960 

TGCAGTTTTC TGTAGAAATG GAATCCGAGG ATTTAAGTGG CAGAGAATTG ACAATTGATT 1020 

CCATAATGAA CAAAGTGAGA GACATTAAAA ATAAGTTTAA AAATGAAGAC CTTACTGATG 1080 

AACTAAGCTT GAATAAAATT TCTGCTGATA CTACAGATAA CTCGGGAACT GTTAACCAAA 1140 

TTATGATGAT GGCAAACAAC CCAGAGGACT GGTTGAGTTT GTTGCTCAAA CTAGAGAAAA 1200 

ACAGTGTTCC GCTAAGTGAT GCTCTTTTAA ATAAATTGAT TGGTCGTTAC AGTCAAGCAA 1260 

TTGAAGCGCT TCCCCCAGAT AAATATGGCC AAAATGAGAG TTTTGCTAGA ATTCAAGTGA 1320 

GATTTGCTGA ATTAAAAGCT ATTCAAGAGC CAGATGATGC ACGTGACTAC TTTCAAATGG 1380 

CCAGAGCAAA CTGCAAGAAA TTTGCTTTTG TTCATATATC TTTTGCACAA TTTGAACTGT 1440 

CACAAGGTAA TGTCAAAAAA AGTAAACAAC TTCTTCAAAA AGCTGTAGAA CGTGGAGCAG 1500 

TACCACTAGA AATGCTGGAA ATTGCCCTGC GGAATTTAAA CCTCCAAAAA AAGCAGCTGC 1560 

TTTCAGAGGA GGAAAAGAAG AATTTATCAG CATCTACGGT ATTAACTGCC CAAGAATCAT 1620 

TTTCCGGTTC ACTTGGGCAT TTACAGAATA GGAACAACAG TTGTGATTCC AGAGGACAGA 1680 

CTACTAAAGC CAGGTTTTTA TATGGAGAGA ACATGCCACC ACAAGATGCA GAAATAGGTT 1740 

ACCGGAATTC ATTGAGACAA ACTAACAAAA CTAAACAGTC ATGCCCATTT GGAAGAGTCC 1800 

CAGTTAACCT TCTAAATAGC CCAGATTGTG ATGTGAAGAC AGATGATTCA GTTGTACCTT 1860 

GTTTTATGAA AAGACAAACC TCTAGATCAG AATGCCGAGA TTTGGTTGTG CCTGGATCTA 1920 

AACCAAGTGG AAATGATTCC TGTGAATTAA GAAATTTAAA GTCTGTTCAA AATAGTCATT 1980 

TCAAGGAACC TCTGGTGTCA GATGAAAAGA GTTCTGAACT TATTATTACT GATTCAATAA 2040 

CCCTGAAGAA TAAAACGGAA TCAAGTCTTC TAGCTAAATT AGAAGAAACT AAAGAGTATC 2100 

AAGAACCAGA GGTTCCAGAG AGTAACCAGA AACAGTGGCA AGCTAAGAGA AAGTCAGAGT 2160 

GTATTAACCA GAATCCTGCT GCATCTTCAA ATCACTGGCA GATTCCGGAG TTAGCCCGAA 2220 

AAGTTAATAC AGAGCAGAAA CATACCACTT TTGAGCAACC TGTCTTTTCA GTTTCAAAAC 2280 

AGTCACCACC AATATCAACA TCTAAATGGT TTGACCCAAA ATCTATTTGT AAGACACCAA 2340 



900 



WO 03/042661 



PCT/US02/36810 



GCAGCAATAC CTTGGATGAT TACATGAGCT GTTTTAGAAC TCCAGTTGTA AAGAATGACT 2400 

TTCCACCTGC TTGTCAGTTG TCAACACCTT ATGGCCAACC TGCCTGTTTC CAGCAGCAAC 2460 

AGCATCAAAT ACTTGCCACT CCACTTCAAA ATTTACAGGT TTTAGCATCT TCTTCAGCAA 2S20 

ATGAATGCAT TTCGGTTAAA GGAAGAATTT ATTCCATATT AAAGCAGATA GGAAGTGGAG 2580 

GTTCAAGCAA GGTATTTCAG GTGTTAAATG AAAAGAAACA GATATATGCT ATAAAATATG 2640 

TGAACTTAGA AGAAGCAGAT AACCAAACTC TTGATAGTTA CCGGAACGAA ATAGCTTATT 2700 

TGAATAAACT ACAACAACAC AGTGATAAGA TCATCCGACT TTATGATTAT GAAATCACGG 2760 

ACCAGTACAT CTACATGGTA ATGGAGTGTG GAAATATTGA TCTTAATAGT TGGCTTAAAA 2820 

AGAAAAAATC CATTGATCCA TGGGAACGCA AGAGTTACTG GAAAAATATG TTAGAGGCAG 2880 

TTCACACAAT CCATCAACAT GGCATTGTTC ACAGTGATCT TAAACCAGCT AACTTTCTGA 2940 

TAGTTGATGG AATGCTAAAG CTAATTGATT TTGGGATTGC AAACCAAATG CAACCAGATA 3000 

CAACAAGTGT TGTTAAAGAT TCTCAGGTTG GCACAGTTAA TTATATGCCA CCAGAAGCAA 3060 

TCAAAGATAT GTCTTCCTCC AGAGAGAATG GGAAATCTAA GTCAAAGATA AGCCCCAAAA 3120 

GTGATGTTTG GTCCTTAGGA TGTATTTTGT ACTATATGAC TTACGGGAAA ACACCATTTC 3180 

AGCAGATAAT TAATCAGATT TCTAAATTAC ATGCCATAAT TGATCCTAAT CATGAAATTG 3240 

AATTTCCCGA TATTCCAGAG AAAGATCTTC AAGATGTGTT AAAGTGTTGT TTAAAAAGGG 3300 

ACCCAAAACA GAGGATATCC ATTCCTGAGC TCCTGGCTCA TCCATATGTT CAAATTCAAA 3360 

CTCATCCAGT TAACCAAATG GCCAAGGGAA CCACTGAAGA AATGAAATAT GTTCTGGGCC 3420 

AACTTGTTGG TCTGAATTCT CCTAACTCCA TTTTGAAAGC TGCTAAAACT TTATATGAAC 3480 

ACTATAGTGG TGGTGAAAGT CATAATTCTT CATCCTCCAA GACTTTTGAA AAAAAAAGGG 3540 

GAAAAAAA TG ATTTGCAGTT ATTCGTAATG TCAGATAGGA GGTATAAAAT ATATTGGACT 3600 

GTTATACTCT TGAATCCCTG TGGAAATCTA CATTTGAAGA CAACATCACT CTGAAGTGTT 3660 

ATCAGCAAAA AAAATTCAGT GAGATTATCT TTAAAAGAAA ACTGTAAAAA TAGCAACCAC 3720 

TTATGGCACT GTATATATTG TAGACTTGTT TTCTCTGTTT TATGCTCTTG TGTAATCTAC 37B0 

TTGACATCAT TTTACTCTTG GAATAGTGGG TGGATAGCAA GTATATTCTA AAAAACTTTG 3840 
TAAATAAAGT TTTGTGGCTA AAATGA 



A147 Protein sequence t 
Gene name-. 
Unigene number: 
Probeset Accession # : 
Protein Accession fl: 
Signal sequence: 
Transmembrane domains: 
Protein Kinase Domain: 
Cellular Localization: 



TTK protein kinase 

HS. 169840 
M86699 
NP_003309 
none found 
none found 
510-775 

cytoplasmic and nuclear 



1 
I 

MNKVRDIKNK 
VPLSDALLNK 
ANCKKFAFVH 



NSLRQTNKTK 
SGNDSCBLRN 
PEVPESNQKQ 
PPISTSKWFD 
QILATPLQNL 
LEEADNQTLD 
KSIDPWERKS 
SWKDSQVGT 
IINQISKLHA 
PVNQMAKGTT 
K 



11 
I 

FKNEDLTDEL 
LIGRYSQAIE 
ISFAQFELSQ 
TVLTAQESFS 
QSCPFGRVPV 
LKSVQNSHFK 
WQAKRKSECI 
PKSICKTPSS 
QVLASSSANE 
SYRNEIAYLN 
YWKNMLEAVH 
VNYMPPEAIK 
IIDPNHEIEF 
EEMKYVLGQL 



21 
I 

SLNKISADTT 
ALPPDKYGQN 
GNVKKSKQLL 



NLLNSPDCDV 
EPLVSDEKSS 
NQNPAASSNH 
NTLDDYMSCF 
CISVKGRIYS 
KLQQHSDKI I 
TIHQHGIVHS 
DMSSSRENGK 
PDIPEKDLQD 
VGLNSPNSIL 



31 
I 

DNSGTVKQIM 
ESFARIQVRF 
QKAVERGAVP 
NSCDSRGQTT 
KTDDSWPCF 
ELIITDSITL 
WQIPBIiARKV 
RTPWKNDFP 
ILKQIGSGGS 
RLYDYEITDQ 
DLKPANFLIV 
SKSKISPKSD 
VLKCCLKRDP 
KAAKTLYEHY 



41 

I 

MMANNPEDWL 
AELKAIQEPD 
LEMLEIALRN 
KARFLYGENM 
MKRQTSRSEC 
KNKTBSSLLA 
NTEQKHTTFE 
PACQLSTPYG 
SKVFQVLNEK 
YIYKVMECGN 
DGMLKLIDFG 
VWSLGCILYY 
KQRISIPELL 



51 
I 

SLLLKLEKNS 
DARDYFQMAR 
LNLQKKQLLS 
PPQDAEIGYR 
RDLWPGSKP 
KLEETKEYQE 
QPVFSVSKQS 
QPACFQQQQH 
KQIYAIKYVN 
IDLNSWLKKK 
IANQMQPDTT 
MTYGKTPFQQ 
AHPYVQIQTH 
SKTFEKKRGK 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 



A148 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession ft: 
Coding sequence: 



endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor, 7 
Hs .258583 
NM_0121S2 
NM_012152 

43-1104 (underlined sequences correspond to start and stop codons) 



1 11 21 

I I I 

CTTCTTTAAA TTTCTTTCTA GGATGTTCAC 
GACAAGCACA TGGACTTTTT TTATAATAGG 
GGAACAAAGC TTGTGATTGT TTTGTGTGTT 
TCTAATTCTC TGGTCATCGC GGCAGTGATC 
TACCTGTTGG CTAATTTAGC TGCTGCCGAT 
ATGTTTAACA CAGGCCCAGT TTCAAAAACT 
GGGCTTCTGG ACAGTAGCTT GACTGCTTCC 
AGGCACATGT CAATCATGAG GATGCGGGTC 
CTGCTCATTT TGCTTGTCTG GGCCATCGCC 
TGGAATTGCC TCTGCAACAT CTCTGCCTGC 
TACCTTGTTT TCTGGACAGT GTCCAACCTC 
CTGCGGATCT ACGTGTACGT CAAGAGGAAA 
TCCATCAGCC GCCGGAGGAC ACCCATGAAG 
GCGTTTGTGG TATGCTGGAC CCCGGGCCTG 
AGGCAGTGTG GCGTGCAGCA TGTGAAAAGG 
GTCGTGAACC CCATCATCTA CTCCTACAAG 
ATGATCTGCT GCTTCTCTCA GGAGAACCCA 
GTCCTCAGCA GGAGTGACAC AGGCAGCCAG 



31 41 51 

I I I 

TTCTTCTCCA CAATGAATGA GTGTCACTAT 60 

AGCAACACTG ATACTGTCGA TGACTGGACA 120 

GGGACGTTTT TCTGCCTGTT TATTTTTTTT 180 

AAAAACAGAA AATTTCATTT CCCCTTCTAC 240 

TTCTTCGCTG GAATTGCCTA TGTATTCCTG 300 

TTGACTGTCA ACCGCTGGTT TCTCCGTCAG 360 

CTCACCAACT TGCTGGTTAT CGCCGTGGAG 420 

CATAGCAACC TGACCAAAAA GAGGGTGACA 480 

ATTTTTATGG GGGCGGTCCC CACACTGGGC 540 

TCTTCCCTGG CCCCCATTTA CAGCAGGAGT 600 

ATGGCCTTCC TCATCATGGT TGTGGTGTAC 660 

ACCAACGTCT TGTCTCCGCA TACAAGTGGG 720 

CTAATGAAGA CGGTGATGAC TGTCTTAGGG 780 

GTGGTTCTGC TCCTCGACGG CCTGAACTGC 840 

TGGTTCCTGC TGCTGGCGCT GCTCAACTCC 900 

GACGAGGACA TGTATGGCAC CATGAAGAAG 960 

GAGAGGCGTC CCTCTCGCAT CCCCTCCACA 1020 

TACATAGAGG ATAGTATTAG CCAAGGTGCA 1080 



901 



WO 03/042661 



PCT/US02/36810 



GTCTGCAATA AAAGCACTTC CTAAACTCTG GATGCCTCTC GGCCCACCCA GGTGATGACT 1140 
GTCTTAGG 



5 

10 
15 
20 
25 
30 



A149 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



endothelial differentiation, lysophosphatidic acid G-protein-coupled receptor 7 

HB.258S83 

NM_0121S2 

NP_036284 

none found 

31-53, 66-88, 150-172, 190-211, 239-261, 277-295 
plasma membrane 



1 11 21 

I I 1 

MNECHYDKHM DFFYNRSNTD TVDDWTGTKL 
FHFPFYYLLA NLAAADFFAG IAYVPLMFNT 
LVIAVBRHMS IMRMRVHSNL TKKRVTLLIL 
PIYSRSYLVF WTVSNLMAFL IMVWYLRIY 
VMTVLGAFW CWTPGLWLL LDGLNCRQCG 
YGTMKKMICC FSQENPERRP SRIPSTVLSR 



Prostate 

A150 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 



31 41 51 

I I I 

VIVLCVGTFF CLFIFFSNSL VIAAVIKNRK 
GPVSKTLTVN RWFLRQGLLD SSLTASLTNL 
LVWAIAIFMG AVPTLGWNCL CN I SACS SLA 
VYVKRKTNVL SPHTSGSISR RRTPMKLMKT 
VQHVKRWFLL LALLNSWNP IIYSYKDEDM 
SDTGSQYIED SISQGAVCKK STS 



ESTS 

Hs. 293616 
AW043782 
none found 



60 
120 
180 
240 
300 



Coding sequence: 38-1075 (underlined sequence corresponds to start and stop codon) 



35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



AGCAACGACG 
CCTGCTGCTG 
GTGCAACATA 
GTGTGACGGG 
GTCGAAATGT 
CTTCCGGTGC 
AAACCCTCTG 
GAGCTTCATC 
AAGTTCTCAA 
TTACCCCAGC 
CCTGCTGGCA 
GCACCGGCTG 
CTGCAACGTC 
GAATGCGTCG 
TGCGTGGTAT 
CGACCTGCCC 
CAGCAGCCTC 
GGGCACTGCT 
AGTTATTCCA 
TGCTCATGGG 
AACTATCTCT 
TGACATGATC 
CACCCTCATT 
AAATAGGCTG 
QGCTGGACCC 
ATGATCTAAC 
ATCAAAACCT 
AAGAAAACTT 
AAGGACTCTG 
CTCATTCTGA 
GAGCCCCTCC 
TACACCTGCC 
ACCTGCCCGT 
GTATGTCCCT 
CTCCAAAGTT 
ACTGGTTTCT 
CTGCACTGTG 
GGTCAGGGTC 
AGACAATTTG 
TGAAACAGTG 
AGCTGTCTCT 
ACACCCTTGC 
ACATTTGTGC 
AGAGGGACTC 
TTCTCTGTGT 
AGGTGTTGTT 
CCACTCCGGG 



11 
I 

CCGGGCAGCG 
AGCAGCGCCG 
CCAGGCAACT 
CTGCCTGACT 
GGCCCAACCT 
AATGGGTTTG 
CTTTGCTCCA 
TGCGATGGAC 
GAACCCGGCA 
ATCACCTATG 
CTGGTCTTGC 
CAGCACCCTG 
ACCTACAACG 
GAAGTAGGCT 
GACCTTCCTC 
CCCTACCGCT 
CTGAGCGTGG 
GAGCCCAGGG 
AAGTCCATAT 
AAGCTCTTTA 
GCATTCCCCT 
TGTTGTGCGT 
TTTCACATTA 
GGAGAGAGCA 
AATTCTCTCT 
CAGGAGGCCA 
GCTTTGCACA 
TGGACGTGAG 
AAACCATCTA 
GAGCTTTCCT 
CATGAGTTTA 
CTGGCTCTAC 
AGCCAAGGAA 
GTGGCCCACA 
CCCTTAACAC 
ATCACAGGTG 
CACGCTCCTC 
AGGCCTCTCC 
GAGTCAAGAT 
TGTTTGTTTT 
TTTTTTGTTT 
CCCGCTGAGC 
ATTGTTGCAC 
CTCTCTCCCT 
CCAGTCAGCC 
TGGCAAGAAA 
CAGCTGTCAC 



21 
I 

GGAGCGGCGG 
CGGAGAGCCA 
TCATGTGCAG 
GCTTOGACAA 
TCTTCCCCTG 
AGGACTGTCC 
CCGCCCGCTA 
AGAATAACTG 
GTGGGCAGGT 
CCATCATCGG 
ACCACCAGCG 
TGCTGCTGTC 
TCAATAATGG 
CCCCACCCTC 
CACCGCCCTA 
CCCGGTCCGG 
AAGACACCAG 
ACTCTGAGCC 
GGGTTAATCT 
AGCACCTGTA 

arrcccccAG 

CTTTTCTGTC 
TTCTGTTTCT 
ATGTTTCTGT 
GCTGGGTAGT 
TCACTGGATG 
ATCCTATTTG 
TAACACCCTT 
CCCTGTATAA 
CAGCAGCATA 
TCCAAGTTCT 
AGCCACTTAC 
TGAGGACCTA 
CCCAGCCTGT 
TTGCAAAGTC 
AGAGCCATGT 
TTCCCAAGGT 
CAACATCCCA 
TTTCCATTTG 
TTCCCTTCTA 
TTCCTTTAAC 
CCCGTGATAA 
TTTGAGGTTA 
CCGTGTATAG 
ACAGGGCCOG 
CCACACTGAC 
CCATTCAGAA 



31 
1 

CCGCGCCATG 
GCTGCTCCCC 
CAATGGACGG 
GAGTGATGAG 
TGCCAGCGGC 
CGATGGCAGC 
CCACTGCAAG 
TCAAGACAAC 
GTTTGTGACT 
CAGCTCCGTC 
GAAGCGGAAC 
CCGCCTGGTG 
CATCCAGTAT 
CTACTCCGAG 
CTCTTCTGAC 
GAGTGCCAAC 
CCACAGCCCG 
CAGCCAGGGC 
GCTCTGACTT 
AGGATGTCTC 
ACTTCAGAGA 
AGGTCACTCT 
GTTGGAGAGA 
GCTATATTGG 
TACCTTATAG 
GTCACCCCCC 
ATGCCCCCAG 
CAGCAGTCGC 
ATTCTGGCTT 
TATCATCAGC 
CAGCTCCTAA 
CTGGTTTCTG 
ACTTGAGTTG 
CTTGCTCATT 
CTTTTTACCT 
TCAATACCTC 
CCCAATACCA 
GTAGTTTCTC 
GATCTATTTT 
GTTAAGGGAC 
AAGGTCCAAA 
CAAGTCACTC 
TTATTTATCA 
TCTCTATGTT 
CCTCCCTGCA 
TGATGAGGGG 
CTTCTTTCCG 



41 
I 

TGGCTGCTGG 
GGGAACAACT 
TGCATCCCGG 
AAGGAGTGCC 
ATCCATTGCA 
GATGAAGAGA 
AACGGCCTCT 
AGTGATGAGG 
TCAGAGAACC 
ATTTTTGTGC 
AACCTCATGA 
GTCCTGGACC 
GTGGCCAGCC 
GCCTTGCTGG 
ACGGAATCTC 
AGTGCCAGCT 
GGGCAGCCTG 
ACTGAAGAAG 
GTTGCCATTC 
AAGTTACAGT 
TGTTTTTCTG 
TCCCTTGGGA 
CAGCATATAA 
ATGCTCAGAA 
CATTTGGGGA 
CAAAAAAATT 
TTCAGCAGAG 
AACGTTATTT 
TAGAAATTTG 
CTCATCCTAA 
AATGCAGGCT 
GACTGTCACC 
GCCCAAAGTC 
CATGCAGCCT 
GTGCATTTGG 
CAGCAAGCTC 
GCACCTCTAG 
CTCTQAGACA 
AAATCTTTTA 
TATTTATATG 
GAAAGATGCA 
CAGACTAACC 
AGTTCTTGAA 
TGTGCTAGTT 
GGAATAAGGG 
TAAAATGGAA 
CAGCTGAAGA 



51 
I 

GGCCGCTGTG 
TCACCAATGA 
GCGCCTGGCA 
CCAAGGCTAA 
TCATTGGTCG 
ACTGCACAGC 
GTATTGACAA 
AAAGCTGTGA 
AACTTGTGTA 
TGGTGGTGGC 
CGCTGCCCGT 
ACCCCCACCA 
AGGCGGAGCA 
ACCAGAGGCC 
TGAACCAAGC 
CCCAGGCAGC 
GCCCCCAGGA 
T ATAAG TCCC 
TAACAATTTG 
TTGGGATATT 
GCGTCTCAGT 
CCCGAGATCA 
AACAGTATTG 
GTGCAGGAGA 
TTTGGGTTAG 
CCATTTGAGC 
TCAGTGGCCA 
TGGTTTTGTG 
CCCAAGAATG 
AATAGGCAGG 
GCCAAGACCC 
CTCCCAGCTG 
TGACCTGGCT 
CAACACTGGC 
ACTTGAGGAC 
TCCTGGCTCC 
TTAGAGTTAG 
CATGGGCAAG 
GAAATGCATT 
TGTATAGGAA 
AAAGGAGATC 
TGTGTGCCAG 
GGAAGCAGAA 
TTTCTTTTTT 
GTAAAACGTT 
CCAGGTAGAG 
AATGTTCAGT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1B60 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 



902 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 



AACCTGTTTG 
TGATCCTGTT 
AAGCTAGCCA 
AACGGAAAGG 
CTGAGTAATC 
CATTTCATCT 
TTTCTGGTGC 
GAGTTAATCT 
AGATAAGGGA 
TGATTTTTTT 
TTTTTGGGGG 
TTTTTAACTC 
AAAATAGTCT 
AGTTACACTG 
TTTTTAAAAA 
GAAAGGTTGT 
TTATACTTTC 
AAMMAAAAAC 
TGGGGCGGCG 
GAAACCCTGG 
GGAAACCGCA 
GGACTCAACC 



ACGCTAATTA 
CTGTAGACTT 
CTGGTATTTT 
AACCTAGCTG 
CAATAAAGAA 
CCTGTGAGTC 
TCTGGAAGTT 
CACTCGCTTT 
TGCCTACTAA 
AATGAATGTT 
GAGGGGGTTT 
ATTCCAACCA 
CATCTCTTTT 
TGATGACTGG 
ATGCAACTAA 
GTGTCGTTGC 
TAATAAATTT 
AWYWTTGGGG 
GGGCCCACGT 
CCAAGAAAAA 
GAGTGTTGCG 
AGGAGGACCC 



AAACAGAGCC 
TTCTTTCTTT 
GTTTTGTTTA 
CCTGTATCTT 
CTTTTGATGA 
AGAAGGGCTT 
GTTTAGAGGA 
TCTGCTTCCA 
TGCTTTTTTA 
TTTAAAAATA 
GTTTTCCAAC 
GGAAGCTTTT 
TTTCTCAAAT 
CCTATTACCT 
GTGGTTAATA 
TTTTTGTGTT 
GCAGTTTCAT 
GGGCTTGGGC 
AGGTACGGCG 
GGTGGCGAGA 
TAAACCACAC 
AAGGGAACCC 



TGCAGGAAGT 
TTTTAACCAA 
AAAAAAAAAA 
TCATTTTTAA 
CAGCCAGAAT 
TATTTCTCCC 
AAGAATTCTA 
GGCATCTTAG 
AAACAAACAG 
TATAAATAGG 
TCAAGATGGC 
TTATACATTG 
GAGATCCGTG 
GACTCAGCTC 
GTGTGTGACG 
TTGGTTAGGC 
TCTTTCTGTT 
CTCGGAAAAA 
ACCACGCGGG 
ATTCTCCACA 
CCGAAGAGAG 
GATAGAGTAC 



GGGGCTAAAG 
ATCCAAAGGA 
GAAAGAAAGA 
AATAGCACTT 
GTGTTAGAAC 
TTTGATGGGG 
ATTTTAATTA 
GAAAAACAAA 
GGACATTTTT 
ACACCAAAGC 
ACATTAGTGG 
CCTAAATCTA 
TTTTATTTTA 
CCTCTACCTT 
CTCAAAGTTA 
TTGGTTTTGT 
TGTGCAAAWG 
GTTTTTAACA 
CCCAAACGGG 
CCAGAAAAAA 
AACTCAGAAG 
G 



TGGCATTCAG 
TGTTACAGAA 
AAGAAAGAAA 
GAGTTATTTT 
TCTGGCTGAA 

ATTGCGCAGT 
TGGTTTTAGT 
ATTATAGATT 
GGCAGGGTTT 
CCAGCAATAT 
CGCCAACCAG 
GCATTAAATT 
GAAATTGACA 
ATGTAAACTG 
TTTTTAATTT 
GWMCTAMARM 
CCACTTCGGG 
ACCCCAGAAG 
ACGCGCCGGG 
CACACAAGCG 



A151 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
LDLa domains: 
Cellular Localization: 



BSTs 

Hs. 293616 
AW043782 
none found 
1-17 
169-191 

28-66, 70-108, 112-149 
plasma membrane 



51 



2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 



1 11 21 31 41 

t I I I I 1 

MWLLGPLCLL LSSAAESQLL PGNNFTNECN IPGNFMCSNG RCIPGAWQCD GLPDCFDKSD 
BKECPKAKSK CGPTFFPCAS GIHCIIGRPR CNGFBDCPDQ SDEENCTANP LLCSTARYHC 
KNGLCIDKSF ICDGQNNCQD NSDEESCESS QBPGSGQVFV TSENQLVYYP SITYAIIGSS 
VIFVLWALL ALVLHHQRKR NNLMTLPVHR LQHPVLLSRL WLDHPHHCN VTYNVNNGIQ 
YVASQAEQNA SEVGSPPSYS EALLDQRPAW YDLPPPPYSS DTESLNQADL PPYRSRSGSA 
NSASSQAASS LLSVEDTSHS PGQPGPQEGT AEPRDSEPSQ GTEEV 



60 
120 
180 
240 
300 



A152 DMA SEQUENCE 
Gene name-. 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 



Transmembrane protease, serine 2 (TMPRSS2) 
Hs. 105807 
T48536 
NM 005656.1 



Coding sequence: 57-1535 (underlined sequences correspond to start and stop codons) 



55 
60 
65 
70 
75 
80 



i 
I 

GTCATATTGA 
CTTTGAACTC 
CGGAAAACCC 
CTCAGTACTA 
ACCCCGTCGT 
AGAAAGCACT 
CTGGCCTACT 
CCTCAGGTAC 
GGGAGGACGA 
CATCTCAGAG 
GGGCGGCCTG 
ATGACAGCGG 
ATAAAAAACT 
TAGCCTGCGG 
CGCTCCCGGG 
GAGGCTCCAT 
TTAACAATCC 
ATGGAGCCGG 
AGAACAATGA 
AACCAGTGTG 
CCGGGTGGGG 
TGCTTCTCAT 
CAGCCATGAT 
GAGGGCCTCT 
GTTCTGGCTG 
ACTGGATTTA 
CGTTTTACAA 
ATGATTCAGA 
TGCCATACTG 



11 
I 

ACATTCCAGA 
AGGGTCACCA 
CTATCCCGCA 
CCCGTCCCCC 
CTGCACGCAG 
GTGCATCACC 
CTGGAAGTTC 
CTGCATCAAC 
GAATCGGTGT 
GAAGTCCTGG 
CAGGGACATG 
ATCCACCAGC 
GTACCACAGT 
GGTCAACTTG 
GGCCTGGCCC 
CATCACCCCC 
ATGGCATTGG 
ATACCAAGTA 
CATTGCGCTG 
TCTGCCCAAC 
GGCCACCGAG 
TGAGACACAG 
CTGTGCCGGC 
GGTCACTTCG 
TGCCAAAGCT 
TCGACAAATG 
GAAAACAATG 
GGTCACTTCA 
TGCAGGCTGC 




CACCCTGTGT 
GGCTATAAGA 
TTTATGAAAC 
GATGCCTGTT 
AACTCAAGCC 
TGGCAGGTCA 
GAGTGGATCG 
ACGGCATTTG 
CAAAAAGTGA 
ATGAAGCTGC 
CCAGGCATGA 
GAGAAAGGGA 
AGATGCAACA 
TTCCTGCAGG 
AACAACAATA 
TACAGACCAG 
AAGGCAAACG 
GGGCTGGTTT 
TTTTTATTAA 
AGTGGCTCCC 




GAGTGTACGG 
GCTAATCCAC 
TGCTTCCCCG 
ACAGTGAACT 
CTGCCCAGCC 



TGCTCTCCCT 



903 



WO 03/042661 



PCT/US02/36810 



CCGCAAGGGG TGATGGCCGG CTGGTTGTGG GCACTGGCGG TCAATTGTGG AAGGAAGAGG 1800 

GTTGGAGGCT GCCCCCATTG AGATCTTCCT GCTGAGTCCT TTCCAGGGGC CAATTTTGGA 1860 

TGAGCATGGA GCTGTCACTT CTCAGCTGCT GGATGACTTG AGATGAAAAA GGAGAGACAT 1920 

GGAAAGGGAG ACAGCCAGGT GGCACCTGCA GCGGCTGCCC TCTGGGGCCA CTTGGTAGTG 1980 

TCCCCAGCCT ACTTCACAAG GGGATTTTGC TGATGGGTTC TTAGAGCCTT AGCAGCCCTG 2040 

GATGGTGGCC AGAAATAAAG GGACCAGCCC TTCATGGGTG GTGACGTGGT AGTCACTTGT 2100 

AAGGGGAACA GAAACATTTT TGTTCTTATG GGGTGAGAAT ATAGACAGTG CCCTTGGTGC 2160 

GAGGGAAGCA ATTGAAAAGG AACTTGCCCT GAGCACTCCT GGTGCAGGTC TCCACCTGCA 2220 

CATTGGGTGG GGCTCCTGGG AGGGAGACTC AGCCTTCCTC CTCATCCTCC CTGACCCTGC 2280 

TCCTAGCACC CTGGAGAGTG AATGCCCCTT GGTCCCTGGC AGGGCGCCAA GTTTGGCACC 2340 

ATGTCGGCCT CTTCAGGCCT GATAGTCATT GGAAATTGAG GTCCATGGGG GAAATCAAGG 2400 

ATGCTCAGTT TAAGGTACAC TGTTTCCATG TTATGTTTCT ACACATTGAT GGTGGTGACC 2460 
CTGAGTTCAA AGCCATCTT 



A1S3 Protein sequence: 

Gene name: Transmembrane protease, serine 2 (TMPRSS2) 

Unigene number: Ha. 105807 

Probeset Accession ft: T48536 

Protein Accession ft: NP_005647.1 

Signal sequence: none found 

Transmembrane domains: 85-107 

Cellular Localization: plasma membrane 



1 
I 

MALNSGSPPA 
SNPWCTQPK 
DSSGTCINPS 
GRAACRDMGY 
CLACGVNLNS 
PLNNPWHWTA 
VKPVCLPNPG 
TPAMICAGFL 
TDWIYRQMKA 



11 
I 

IGPYYENHGY 
SPSGTVCTSK 
NWCDGVSHCP 
KNNFYSSQGI 
SRQSRIVGGE 
PAGILRQSFM 
MMLQPEQLCW 
QGNVDSCQGD 
NG 



21 
I 

QPENPYPAQP 
TKKALCITLT 
GGEDBNRCVR 
VDDSGSTSFM 
SALPGAWPWQ 
FYGAGYQVQK 
ISGWGATEEK 
SGGPLVTSNN 



31 
I 

TWPTVYEVH 
LGTFLVGAAL 
LYGPNPILQM 
KLNTSAGNVD 
VSLHVQNVHV 
VISHPNYDSK 
GKTSEVLNAA 
NIWWLIGDTS 



41 
I 

PAQYYPSPVP 
AAGLLWKFMG 
Y8SQRKSWHP 
IYKKLYHSDA 
CGGSIITPEW 
TKNNDIALMK 
KVLLIETQRC 
WGSGCAKAYR 



51 
I 

QYAPRVLTQA 
SKCSNSGIEC 
VCQDDWNENY 
CSSKAWSLR 
IVTAAHCVEK 
LQKPLTFNDL 
NSRYVYDNLI 
PGVYGNVMVP 



60 
120 
180 
240 
300 
360 
420 
480 



A154 DNA SEQUENCE 

Gene name: Homo sapiens cDNA FLJ13581 fis, clone PLACE1O09039 
Unigene number: Hs. 12 9179 

Probeset Accession ft: AI 6947 67 

Nucleic Acid Accession #: AI694767 

Coding sequence: 130-1086 (underlined sequences correspond to start and stop codons) 



1 11 21 

I f I 

CAGAGAGGCT GTATTTCAGT GCAGCCTGCC 
GGGGTCACAC ATTCCTTCCA TACGGTTGAG 
AGCTTCTT CA TGA TGGTGGA TCCCAATGGC 
ATAGGCCTCC CTGGTTTAGA AGAGGCTCAG 
TACCTTATTG CTGTGCTAGG TAACTTGACA 
CTGCATGAGC CCATGTATAT ATTTCTTTGC 
ACCTCATCCA TGCCCAAAAT GCTGGCCATC 
GATGCTTGTC TGCTACAGAT GTTTGCCATC 
CTGCTGGCCA TGGCTTTTGA COGCTATGTG 
GTACTTACGT TGCCTCGTGT CACCAAAATT 
CTGATGGCAC CCCTTCCTGT CTTCATCAAG 
TOCCATTCCT ACTGCCTACA CCAAGATGTC 
AATGTCGTCT ATGGCCTTAT CGTCATCATC 
TCCTTCTCAT ATCTGCTTAT TCTTAAGACT 
AAGGCATTTG GCACTTGCGT CTCTCATGTG 
ATTGGATTGT CCATGGTGCA TCGCTTTAGC 
TTGGCCAATA TCTATCTGCT GGTTCCTCCT 
ACAAAGGAGA TTCGACAGCG CATCCTTCGA 
CCCTAGGTGT CAGTGATCAA ACTTCTTTTC 
GTTAACATTT TGGAAGACAG TATTCAGAAA 
ATCCTTCAAA TATGAAACTG GTTGGGGAAT 
GTTTTCTTGC TACATATAAT TATTAATACC 
TTTTCATTTT ACCATGCAGT CCAAATCTAA 
GAGATAAGAA TGGTACATCT AGAGAACATT 
TAAACACAGA ATATAATAAA ATGAGATAAT 
ACTCCCAACC ACATTGGATC TCAGAAAAAT 
AAATAATTTT TCCTCTGGAC ACTAGCACTT 
AGAGTACATT TACCTACGTT AATGAAAGTT 
ATGGACCCTG TTTTTCCTAT TTAATTTTCT 
TTAGTACCCT CATTGTAGCC ATGGGAAAAT 
GGGGTCATAC AAGTATAAAA ATTAAAAAAA 
GGAAGAACTG TTAAAGAGAC CAACAGGGTA 
TTCTARAGGA GGTATTTAAT TTCTTCTCAC 
GCAACAGAAC TCATGGCTTT AATCCCACTA 
AATTACCTGT GTCTTGGAAG AAGTGATTTC 
AGAAAGTCTG CATAGGGCTT ATAGCAAGTT 
TGATAGGCAG TGAGGTTAGG GAGCCACCAG 
TGAAGATAAC ATTGGCCTTT TGAGTGTGAC 



31 
I 

AGACCTCTTC 
CCTCTACCTG 
AATGAATCCA 
TTCTGGTTGG 
ATCATCTACA 
ATGCTTTCAG 
TTCTGGTTCA 
CACTCCTTAT 
GCCATCTGTC 
GGTGTGGCTG 
CAGCTGCCCT 
ATGAAGCTGG 
TCOGCCATTG 
GTGTTGGGCT 
TGTGCTGTGT 
AAGCGGCGTG 
GTGCTCAACC 
CTTTTCCATG 
CATTCAGAGT 
AAAAATTTCC 
CTCCATTTTT 
CTGACTAGGT 
ACTGCTTCTA 
TGCCAAAGGC 
CTAGCTTAAA 
ACTGTCTTCA 
AAGGGGAAGA 
GACACACTGT 
TATCAACCCT 
TGATGTTCAG 
AAAGACTTCA 
GTGGGTTAGA 
TCATCCAGTG 
GCTATTGCTT 
TAGGTTCACC 
ATTTATTTTT 
TTATGATGGG 
TCGTAGCTGG 



41 



TGGAGGAAGA 
CCTGGTGCTG 
GTGCTACATA 
CCTTOCCATT 
TTGTGOGGAC 
GCATTGACAT 
ATTCCACTAC 
CTGGCATGGA 
ACCCACTGCG 
CTGTGGTGCG 
TCTGCCGCTC 
CCTGTGATGA 
GCCTGGACTC 
TGACACGTGA 
TCATATTCTA 
ACTCTCCACT 
CAATTGTCTA 
TGGCCACACA 
CCTCTGATTC 
TTAATAAAAA 
TCAATATTAT 
TGTGGTTGGA 
CTGATGGTTT 
CTAAGCACAG 
ACTATAACTT 
AAATGACTTC 
TTGGAAGTAA 
TCTGAGAGTT 
TTAATTAGGC 
TGGGGATCAG 
TGCCCAATCT 
GATTTCCAGA 
TTGTATTTAG 
ATTGTCCTGG 
ATTATGGAAG 
AAAAGTTCCA 
AAGTATGGAA 
AAAGTGAGGG 



51 
I 

CTGGACAAAG 
GTCACAGTTC 
CTTCATCCTA 
GTGCTCCCTC 
TGAGCACAGC 
CCTCATCTCC 
CATCCAGTTT 
ATCCACAGTG 
CCATGCCACA 
GGGGGCTGCA 
CAATATCCTT 
TATCCGGGTC 
ACTTCTCATC 
AGCCCAGGCC 
TGTACCTTTC 
GCCOGTCATC 
TGGAGTGAAG 
CGCTTCAGAG 
AGATTTTAAT 
TACAACTCAG 
TTTCTTCTTT 
GGGTTATTAC 
ACAGCATTCT 
CAAAGGAAAA 
CCTCTTCAGA 
TACAGAGAAG 
AGCCTTGAAA 
TTCACAGCAT 
AAAGATATTA 
TGAATTAAAT 
CATATGATGT 
GTCTTACATT 
GAATTTCCTG 
TCCAATTGCC 
ATTCTTATTC 
TAGGTGTTTC 
TGGCAGGTGT 
AATCTTCAGG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 



904 



WO 03/042661 



PCT/US02/36810 



ACCATGCTTT ATTTGGGGCT TTGTGCAGTA TGGAACAGGG ACTTTGAGAC CGGGAAAGCA 2340 

ATCTGACTTA GGCATGGGAA TCAGGCATTT TTGCTTCTGA GGGGCTATTA CCAAGGGTTA 2400 

ATAGGTTTCA TCTTCAACAG GATATGACAA CAGTCTTAAC CAAGAAACTC AAATTACATA 2460 

TACTAAAACA TGTGATCATA TATGTGGTAA GTTTCATTTT CTTTTTCAAT CCTCAGGTTC 2 520 

CCTGATATGG ATTCCTATNA CATGCTTTCA TCCCCTTTTG TAATGGATAT CATATTTGGA 2580 

AATGCCTATT TAATACTTGT ATTTGCTGCT GGACTGTAAG CCCATGAGGG CACTGTTTAT 2640 

TATTGAATGT CATCTCTGTT CATCATTGAC TGCTCTTTGC TCATCATTGA ATCCCCCAGC 2700 

AAAGTGCCTA GAACATAATA GTGCTTATGC TTGACACCGG TTATTTTTCA TCAAACCTGA 2760 

TTCCTTCTGT GCTGAACACA TAGCCAGGCA ATTTTCCAGC CTTCTTTGAG TTGGGTATTA 2820 

TTAAATTTTA GCCATTACTT CCAATGTGAG TGGAAGTGAC ATGTGCAATT TTTATACCTG 2880 

GCTCATAAAA CCCTCCCATG TGCAGCCTTT CATGTTGACA TTAAATGTGA CTTGGGAAGC 2940 

TATGTGTTAC ACAGAGTTAA TTAACCNGAA AGGCCTGGNA ATTTTTTGNN AANNAAACTG 3000 

TGGCCNNGAG GCCCNCAACC CTTTTTNNNA ATTTGGCAAN NTCCCACTTT GTANTTTGGT 3060 
AAGGAGGCCA GTTGGATAAG TGAAAAATAA AGTACTATTG TGTC 



A155 PROTEIN SEQUENCE 

Gene name: Homo sapiens cDNA FLJX3581 fis, clone PLACE1009039 

Unigene number: Hs. 12 917 9 

Protein Accession #: not available 

Signal sequence ; none found 

Pfam domain: 7tm_l (43-293] 

Transmembrane domains: 29-51, 57-79, 82-104, 203-225, 239-261, 273-295 

Cellular Localization: not determined 



1 11 21 31 41 51 

I 1 1 1 I 1 

MVDPNGNESS ATYFILIGLP GLEEAQFWLA FPLCSLYLIA VLGNLTIIYI VRTEHSLHEP 60 
MYIPXCMLSG IDILISTSSM PKMLAIPWFN STTIQFDACL LQMFAIHSLS GMESTVLLAM 120 
AFDRYVAICH PLRHATVLTL PRVTKIGVAA WRGAALMAP LPVFIKQLPF CRSNILSHSY 180 
CLHQDVMKLA CDDIRVNWY GLIVIISAIG LDSLLISFSY LLIUOVLGL TREAQAKAFG 240 
TCVSHVCAVF IFYVPFIGLS MVHRFSKRRD SPLPVILANI YLLVPPVLNP IVYGVKTKEI 300 
RQRILRLFHV ATHASEP 

A156 DNA SEQUENCE 

Gene name: vasoactive intestinal peptide receptor 1 

Unigene number: Hs. 19 872 6 

Probeset Accession ft: X77777 

Nucleic Acid Accession ft: NMJ>04624.1 

Coding sequence: 57-1544 (underlined sequences correspond to start and stop codons) 



TCGGAGCCTG CGGAGGGTGG TGGTGGTGGT GGTGGTGGCC CTCGCCCGCC TCACTCATGC 60 

CTCCTCCTCC TCTGCTCTCG CTCAGGCGCC TCGGTGGCGG TTGGTCGGCG GTTACGCGGC 120 

TGGTGGTCGC GGOGGCCGGG GCTCGCTCTC GGGGAGGCCG GGGOGGATCT CGCGGCGCAG 180 

GCGGCGGCGG CCGAGGTGGG GTCGCGCGGC GGAGGCGGCT CGAGCTTCGT GCTGCGCGCT 240 

CGCTCTTGGG CTCCTCGCTG CAGGAGGAGT GTGACTATGT GCAGATGATC GAGGTGCAGC 300 

ACAAGCAGTG CCTGGAGGAG GCCCAGCTGG AGAATGAGAC AATAGGCTGC AGCAASATGT 360 

GGGACAACCT CACCTGCTGG CCAGCCACCC CTCGGGGCCA GGTAGTTGTC TTGGCCTGTC 420 

CCCTCATCTT CAAGCTCTTC TCCTCCATTC AAGGCCGCAA TGTAAGCCGC AGCTGCACCG 480 

ACGAAGGCTG GACGCACCTG GAGCCTGGCC CGTACCCCAT TGCCTGTGGT TTGGATGACA 540 

AGGCAGCGAG TTTGGATGAG CAGCAGACCA TGTTCTACGG TTCTGTGAAG ACCGGCTACA 600 

CCATTGGCTA OGGCCTGTCC CTCGCCACCC TTCTGGTCGC CACAGCTATC CTGAGCCTGT 660 

TCAGGAAGCT CCACTGCACG CGGAACTACA TCCACATGCA CCTCTTCATA TCCTTCATCC 720 

TGAGGGCTGC CG CT G T CTTC ATCAAAGACT TGGCCCTCTT CGACAGCGGG GAGTCGGACC 780 

AGTGCTCCGA GGGCTOG6TG GGCTGTAAGG CAGCCATGGT CTTTTTCCAA TATTGTGTCA 840 I 

TGGCTAACTT CTTCTGGCTG CTGGTGGAGG GCCTCTACCT GTACACCCTG CTTGCOGTCT 900 I 

CCTTCTTCTC TGAGCGGAAG TACTTCTGGG GGTACATACT CATCGGCTGG GGGGTACCCA 960 

GCACATTCAC CATGGTGTGG ACCATCGCCA GGATCCATTT TGAGGATTAT GGTCTGCTCA 1020 

GGTGCTGGGA CACCATCAAC TCCTCACTGT GGTGGATCAT AAAGGGCCCC ATCCTCACCT 1080 

CCATCTTGGT AAACTTCATC CTGTTTATTT GCATCATCCG AATCCTGCTT CAGAAACTGC 1140 

GGCCCCCAGA TATCAGGAAG AGTGACAGCA GTCCATACTC AAGGCTAGCC AGGTCCACAC 1200 

TCCTGCTGAT CCCCCTGTTT GGAGTACACT ACATCATGTT CGCCTTCTTT CCGGACAATT 1260 

TTAAGCCTGA AGTGAAGATG GTCTTTGAGC TCGTCGTGGG GTCTTTCCAG GGTTTTGTGG 1320 

TGGCTATCCT CTACTGCTTC CTCAATGGTG AGGTGCAGGC GGAGCTGAGG CGGAAGTGGC 1380 

GGCGCTGGCA CCTGCAGGGC GTCCTGGGCT GGAACCCCAA ATACCGGCAC CCGTCGGGAG 1440 

GCAGCAACGG CGCCACGTGC AGCACGCAGG TTTCCATGCT GACCCGCGTC AGCCCAGGTG 1500 

CCCGCCGCTC CTCCAGCTTC CAAGCOGAAG TCTCCCTGGT CTGACCACCA GGATCCCAGC 1560 

CCAAGCGGCC CCTCCCGCCC CTTCCCACTC GCAGCAGACG CCGGGGACAG AGGCCTGCCC 1620 

GGGCGCGCCA GCCCCGGCCC TGGGCTOGGA GGCTGCCCCC GGCCCCCTGG TCTCTGGTCC 1680 

GGACACTCCT AGAGAACGCA GCCCTAGAGC CTGCCTGGAG CGTTTCTAGC AAGTGAGAGA 1740 

GATGGGAGCT CCTCTCCTGG AGGATGCAGG TGGAACTCAG TCATTAGACT CCTCCTCCAA 1800 

AGGCCCCCTA CGCCAATCAA GGGCAAAAAG TCTACATACT TTCATCCTGA CTCTGCCCCC 1860 

TGCTGGCTCT TCTGCCCAAT TGGAGGAAAG CAACCGGTGG ATCCTCAAAC AACACTGGTG 1920 

TGACCTGAGG GCAGAAAGGT TCTGCCCGGG AAGGTCACCA GCACCAACAC CACGGTAGTG 1980 

CCTGAAATTT CACCATTGCT GTCAAGTTCC TTTGGGTTAA GCATTACCAC TCAGGCATTT 2040 

GACTGAAGAT GCAGCTCACT ACCCTATTCT CTCTTTACGC TTAGTTATCA GCTTTTTAAA 2100 

GTGGGTTATT CTGGAGTTTT TGTTTGGAGA GCACACCTAT CTTAGTGGTT CCCCACOGAA 2160 

GTGGACTGGC CCCTGGGTCA GTCTGGTGGG AGGACGGTGC AACCCAAGGA CTGAGGGACT 2220 

CTGAAGCCTC TGGGAAATGA GAAGGCAGCC ACCAGCGAAT GCTAGGTCTC GGACTAAGCC 2280 

TACCTGCTCT CCAAGTCTCA GTGGCTTCAT CTGTCAAGTG GGACTCTGTC ACACCAGCCA 2340 

TTCTTATCTC TCTGTGCTGT GGAAGCAACA GGAATCAAGA GACTGCCCTC CTTGTCCACC 2400 

CACCTATGTG CCAACTGTTG TAACTAGGCT CAGAGATGTG CACCCATGGG CTCTGACAGA 2460 



905 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 

20 
25 
30' 
35 



AAGCAGATCC 
GTGAAAGCAC 
TTATTTGTTT 
CCCTCCCTGG 
CTGGTCACAG 
CCTCTGCCAG 
GGAAAAAAAA 



TCACCCTGCT 
GGACTCTTAC 
ACCACTTGTA 
AGTGTGGCTG 
CCTCCTCTGT 
AAGATCCCCT 
AAAA 



A1S7 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession Ht 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ACACATACAG GATTTGAACT CAGATCTGTC TGATAGGAAT 2520 

TGCTAACTTT TGTGTATCGT AACCAGCCAG ATCCTCTTGG 2580 

TTATTAATGC CATTATCCCT GAATTCCCCT TGCCACCCCA 2640 

AGGAGGCCTC CATCTCATGT ATCATCTGGA TAGGAGCCTG 2700 

CTGCCCTTCA CCCCAGTGGC CACTCAGCTT CCTACCCACA 2760 

CAGGACTGCA ACAGGCTTGT GCAACAATAA ATGTTGGCTT 2820 



vasoactive intestinal peptide receptor 1 

Hs. 198726 

X77777 

JC219S 

none found 

181-202, 214-236, 255-277, 290-311, 332-354, 377-399, 408-430 
plasma membrane 



MPPPPLLSLR 
RSLLGSSLQE 
CPLIFKLFSS 
YTIGYGLSLA 
DQCSEGSVGC 
PSTFTMVWTI 
LRPPDIRKSD 
WAILYCFLN 



11 
I 

RLGGGWSAVT 
ECDYVQMIEV 
IQGRNVSRSC 
TLLVATAILS 
KAAHVFFQYC 
ARIHFEDYGL 
SSPYSRLARS 
GEVQAELRRK 
EVSLV 



21 
I 

RLWAAAGAR 
QHKQCLEEAQ 
TDEGWTHLEP 
LFRKLHCTRN 
VMANFFWLLV 
LRCWDTINSS 
TLLLIPLFGV 
WRRWHLQGVL 



31 
I 

SRGGRGGSRG 
LENETIGCSK 
GPYPIACGLD 
YIHMHLFISF 
EGLYLYTLLA 
LWWIIKGPIL 
HYIMFAFFPD 
GWNPKYRHPS 



41 


51 




I 

AGGGGRGGVA 


1 

RRRRLELRAA 


60 


MWDNLTCWPA 


TPRGQWVLA 


120 


DKAASLDEQQ 


TMFYGSVKTG 


180 


ILRAAAVFIK 


DLALFDSGES 


240 


VSFFSERKYF 


WGYIIilGWGV 


300 


TSILVNFILF 


ICIIRILLQK 


360 


NFKPEVKMVF 


ELWGSFQGF 


420 


GGSNGATCST 


QVSMLTRVSP 


480 



A158 DMA SEQUENCE 

Gene name: BSTs 
Unigene number i Hs.29383 
Probeset Accession #: AH207206 
Nucleic Acid Accession #: AL133619 

Coding sequence j 1-2070 (underlined sequences correspond to start and stop codons) 



40 
45 
50 
55 
60 
65 
70 
75 
80 



ATGAGCGGTG 
CGGCGCCGGC 
CTCAGGCAGA 
CAGCAGCAGC 
GAAAACAAGG 
ACACTGCCGC 
GGGGGAACAC 
CCTGTATGCC 
AGCCGTGGCT 
GGGCCTGAGG 
CCAAGTAGAG 
CCTCAGATTG 
ATGCTGGGGG 
GCAGCAACCA 
GCACTTCCCC 
GCTCACTTCC 
TGGAGCCAGC 
GACATGGAGA 
CTGTTCTGGG 
GACAGGACAC 
CCCTCCTGCT 
GGGGCTCGCT 
AGGCTGAAGG 
GGCGGTAGOG 
TCTGTCAAGT 
TCCTTCAACA 
CCCCTACTTC 
GAGAAAGCAG 
AGGCAGATGG 
ACCACACTTA 
ACCCAAGAGC 
CCGGAGGAAG 
AAGAGCCTCT 
CTGAAGCAGA 
AAACGGCGCC 



11 
I 

CGGGGGTGGC 
GCCAGCGCCC 
GCGACCCGCA 
ACTCGGAGAT 
GTGAGCOGGC 
TCCCGCAGCA 
AGGACGGGGA 
AACCCAGTGG 
GGACGATGTT 
TCATTGCAGG 
CTGAAATGGG 
CTGCTGTGGC 
CCCAGGGGAT 
TGGGGACAAA 
ATCCTGACAG 
CATTATCTTT 
CTGGGAACAT 
AGGGGGTTGA 
CAAAGTGTGG 
GGGAAGAGGC 
TTCCAGATGG 
GGGTCTGCAT 
AGGGCTCCTC 
CCGACACTGT 
CCATCTCTAA 
AGCAAGATTC 
ACAACAGCAA 
AGGCCTCTAA 

GGCAGTGCGA 
TGCGGCACCT 
CTAGCTTTCC 
CCAAGAAATG 
CCCCGAAGAA 
TGCATCGCTC 



21 
I 

GGCTGGGACG 
CTCTGTGGGC 
GAAACGGAAC 
GCTGGCCAAG 
GCGGGGCCCT 
CAGAAACACA 
GCCCCTCCAG 
GTACAGGTTC 
ATGCAGCCAA 
GCGGCAGGTG 
AAGGAACCCC 
CAGGCCCAGG 
ATGGACACAC 
GGGAGGAAQC 
CGGCCCCCAC 
GGGGCTGGGG 
CGCAGCTGGG 
GGGAGGGCCC 
CCCAAGTCGG 
CATGCTTTCC 
CCCCTCAGGA 
CAACGGAGTG 
ACGGACACAC 

TTCAGCCAAC 
AAAAGCTGAC 
GCTGGACAAA 
TGCAGGAGCT 
ACACCCCCCA 
AGTGCTCATC 
CAAGTCCCTC 
CAGGGACCAA 
CCTGAGCCCA 
CAACTTTGCC 
AGTGCTTTGA 



31 
I 

CGGCCCCCCA 
GTCCAGTCCT 
CTGGACCTGG 
CTCCATGAGG 
AGGCCGGCCC 
GCCATCAACT 
ACTGTCCTTG 
TGGGGGACCT 
GCACAGCACG 
GCCACAGGGT 
TGGGACAGCC 
ATTTCCAGCC 
TCCATCCAGG 
AGAGTCCTGT 
CCAGCCCAGG 
CTGACATCAG 
GCAGTGCCTA 
TTCCCTAGCC 
CAGCCCCAGC 
CTCGGGACCT 
AACCACCTTT 
TGGGTAGAGC 
AGGCCAGGAG 
GCAGACAGCC 
TCTCAAGGCA 
GTCTCCCAGA 
GTTCCTGGGG 
GCCTGTATGG 
ATGATCCTGC 
CGCGAGCTGT 
CTGGAAGGGA 
GAAGCCACGC 
CCTGTGGCGG 
GAGAGGCAGA 



41 
I 

GCTCGCCGAC 
TGAGGCCGCA 
AGAAAAGCCT 
AGATCGAGCA 
TGCCTCCCCA 
CCAGCACACG 
CCCACCTGGC 
GGACAGATGC 
TGCTGCTCTC 
GCTCCCCAGA 
CCTGCCCTGC 
CTATGGCTCT 
GATCCCTTCC 
TTCCTTGCCA 
ATCCTGGGCT 
GAGGACATCT 
GGGCTCTCCC 
GCTGTGGCAA 
CCTGCAGTGC 
GCTGTTCCAT 
CCAGGGCCTC 
CGGGAGGACC 
GCAAGCGTGG 
TCTCCATGTC 
AGGCCAGGCC 
AGGCGGACCT 
TACAAGGGCA 
GGAACAGCCA 
CCCTTCCCCT 
GGAATACCAA 
GCCAGAGGCC 
ATTTCCCCAA 
AGCGTGCCAT 
AGAGGCTGCA 



51 
I 

CCCGGGCTCT 
GAGCCCGCAG 
GCAGTTCCTG 
TCTGAAGCGG 
GGCACACTCA 
CCTGGGCTCA 
TGCACTGGCC 
CGCTACCTCT 
GGGAAGCCCA 
CCTCCCTCCT 
TAGATCTTTG 
GAGTCCTCAC 
TGCCATCTGG 
CTTGTCCAAG 
GTGGTCTCAA 
GACTGGTGGA 
TTCCCAGGGA 
CTCCAGTGAG 
TGGGGACGCT 
GTGTCCCAAG 
TGCTCCCTTG 
CAGCCCTGCC 
GCGTCTTGCG 
AAGCTTCCAG 
CCAGCCCGGC 
GGAAGAGGAG 
GGCCAGAAAG 
GCACCAGGGC 
GCGAAAGCCC 
CCTCCTGCAG 
CCAGGCAGCC 
GGTCTCCACC 
CCTGCCCGCA 
GGCAATGCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 



A159 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs.29383 
AW207206 
T434S7 
none found 
303-322 

not determined 



906 



WO 03/042661 



PCT/US02/36810 



1 11 21 31 41 51 

I I I I 1 I 

MSGAGVAAGT RPPSSPTPGS RRRRQRPSVG VQSLRPQSPQ LRQSDPQKRN LDLEKSLQFL 60 

QQQHSEMUVK LHEEIEHLKR ENKGEPARGP RPALPPQAHS TLPLPQHRNT AINSSTRLGS 120 

GGTQTX3EPLQ TVLAHLAALA PVCQPSGYRF WGTWTDAATS SRGWTMLCSQ AQHVLLSGSP 180 

GPEVIAGRQV ATGCSPDLPP PSRAEMGRNP WDSPCPARSL PQIAAVARPR ISSPMALSPH 240 

MU5AQGIWTH SIQGSLPAIW AATMGTKGGS RVLFPCHLSK ALPHPDSGPH PAQDPGLWSQ 300 

AHFPLSLGLG LTSGGHLTGG WSQPGNIAAG AVPRALPSQG DMEKGVEGGP FPSRCGNSSE 360 

LFWAKCGPSR QPQPCSAGDA DRTREEAMLS LGTCCSMCPK PSCFPDGPSG NHLSRASAPL 420 

GARWVCINGV WVEPGGPSPA RLKEGSSRTH RPGGKRGRLA GGSADTVRSP ADSLSMSSFQ 480 

SVKSISNSAN SQGKARPQPG SFNKQDSKAD VSQKADLEEE PLLHNSKLDK VPGVQGQARK 540 

EKAEASNAGA ACMGNSQHQG RQMGAGAHPP MILPLPLRKP TTLRQCEVLI RELWNTNLLQ 600 

TQELRHLKSL LEGSQRPQAA PEEASFPRDQ EATHFPKVST KSLSKKCLSP PVAERAILPA 660 
LKQTPKNNFA ERQKRLQAMQ KRRLHRSVL 



A160 DMA SEQUENCE 

Gene name: LIV-1 protein, estrogen regulated 
Unigene number: Hs. 79136 

Probeset Accession #i U41060 
Nucleic Acid Accession #: NMJU2319.2 

Coding sequence: 138-2405 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CTCGTGCCGA ATTCGGCACG AGACCGCGTG TTCGCGCCTG GTAGAGATTT CTCGAAGACA 60 

CCAGTGGGCC CGTGTGGAAC CAAACCTGCG CGCGTGGCCG GGCCGTGGGA CAACGAGGCC 120 

GCGGAGACGA AGGCGCAATG GCGAGGAAGT TATCTGTAAT CTTGATCCTG ACCTTTGCCC 180 

TCTCTGTCAC AAATCCCCTT CATGAACTAA AAGCAGCTGC TTTCCCCCAG ACCACTGAGA 240 

AAATTAGTCC GAATTGGGAA TCTGGCATTA ATGTTGACTT GGCAATTTCC ACACGGCAAT 300 

ATCATCTACA ACAGCTTTTC TACCGCTATG GAGAAAATAA TTCTTTGTCA GTTGAAGGGT 360 

TCAGAAAATT ACTTCAAAAT ATAGGCATAG ATAAGATTAA AAGAATCCAT ATACACCATG 420 

ACCAOGACCA TCACTCAGAC CACGAGCATC ACTCAGACCA TGAGCGTCAC TCAGACCATG 480 

AGCATCACTC AGACCACGAG CATCACTCTG ACCATGATCA TCACTCTCAC CATAATCATG 540 

CTGCTTCTGG TAAAAATAAG CGAAAAGCTC TTTGCCCAGA CCATGACTCA GATAGTTCAG 600 

GTAAAGATCC TAGAAACAGC CAGGGGAAAG GAGCTCACCG ACCAGAACAT GCCAGTGGTA 660 

GAAGGAATGT CAAGGACAGT GTTAGTGCTA GTGAAGTGAC CTCAACTGTG TACAACACTG 720 

TCTCTGAAGG AACTCACTTT CTAGAGACAA TAGAGACTCC AAGACCTGGA AAACTCTTCC 780 

CCAAAGATGT AAGCAGCTCC ACTCCACCCA GTGTCACATC AAAGAGCCGG GTGAGCCGGC 840 

TGGCTGGTAG GAAAACAAAT GAATCTGTGA GTGAGCCCCG AAAAGGCTTT ATGTATTCCA 900 

GAAACACAAA TGAAAATCCT CAGGAGTGTT TCAATGCATC AAAGCTACTG ACATCTCATG 960 

GCATGGGCAT CCAGGTTCCG CTGAATGCAA CAGAGTTCAA CTATCTCTGT CCAGCCATCA 1020 

TCAACCAAAT TGATGCTAGA TCTTGTCTGA TTCATACAAG TGAAAAGAAG GCTGAAATCC 1080 

CTCCAAAGAC CTATTCATTA CAAATAGCCT GGGTTGGTGG TTTTATAGCC ATTTCCATCA 1140 

TCAGTTTCCT GTCTCTGCTG GGGGTTATCT TAGTGCCTCT CATGAATOGG GTGTTTTTCA 1200 

AATTTCTCCT GAGTTTCCTT GTGGCACTGG CCGTTGGGAC TTTGAGTGGT GATGCTTTTT 1260 

TACACCTTCT TCCACATTCT CATGCAAGTC ACCACCATAG TCATAGCCAT GAAGAACCAG 1320 

CAATGGAAAT GAAAAGAGGA CCACTTTTCA GTCATCTGTC . TTCTCAAAAC ATAGAAGAAA 1380 

GTGCCTATTT TGATTCCACG TGGAAGGGTC TAACAGCTCT AGGAGGCCTG TATTTCATGT 1440 

TTCTTGTTGA ACATGTCCTC ACATTGATCA AACAATTTAA AGATAAGAAG AAAAAGAATC 1500 

AGAAGAAACC TGAAAATGAT GATGATGTGG AGATTAAGAA GCAGTTGTCC AAGTATGAAT 1S60 

CTCAACTTTC AACAAATGAG GAGAAAGTAG ATACAGATGA TCGAACTGAA GGCTATTTAC 1620 

GAGCAGACTC ACAAGAGCCC TCCCACTTTG ATTCTCAGCA GCCTGCAGTC TTGGAAGAAG 1680 

AAGAGGTCAT GATAGCTCAT GCTCATCCAC AGGAAGTCTA CAATGAATAT GTACCCAGAG 1740 

GGTGCAAGAA TAAATGCCAT TCACATTTCC ACGATACACT CGGCCAGTCA GAOGATCTCA 1800 

TTCACCACCA TCATGACTAC CATCATATTC TCCATCATCA CCACCACCAA AACCACCATC 1860 

CTCACAGTCA CAGCCAGCGC TACTCTCGGG AGGAGCTGAA AGATGCCGGC GTCGCCACTT 1920 

TGGCCTGGAT GGTGATAATG GGTGATGGCC TGCACAATTT CAGCGATGGC CTAGCAATTG 1980 

QTGCTGCTTT TACTGAAGGC TTATCAAGTG GTTTAAGTAC TTCTGTTGCT GTGTTCTGTC 2040 

ATGAGTTGCC TCATGAATTA GGTGACTTTG CTGTTCTACT AAAGGCTGGC ATGACCGTTA 2100 

AGCAGGCTGT CCTTTATAAT GCATTGTCAG CCATGCTGGC GTATCTTGGA ATGGCAACAG 2160 

GAATTTTCAT TGGTCATTAT GCTGAAAATG TTTCTATGTG GATATTTGCA CTTACTGCTG 2220 

GCTTATTCAT GTATGTTGCT CTGGTTGATA TGGTACCTGA AATGCTGCAC AATGATGCTA 2280 

GTGACCATGG ATGTAGCCGC TGGGGGTATT TCTTTTTACA GAATGCTGGG ATGCTTTTGG 2340 

GTTTTGGAAT TATGTTACTT ATTTCCATAT TTGAACATAA AATOGTGTTT CGTATAAATT 2400 

T CTAGT TAAG GTTTAAATGC TAGAGTAGCT TAAAAAGTTG TCATAGTTTC AGTAGGTCAT 2460 

AGGGAGATGA GTTTGTATGC TGTACTATGC AGCGTTTAAA GTTAGTGGGT TTTGTGATTT 2520 

TTGTATTGAA TATTGCTGTC TGTTACAAAG TCAGTTAAAG GTACGTTTTA ATATTTAAGT 2580 

TATTCTATCT TGGAGATAAA ATCTGTATGT GCAATTCACC GGTATTACCA GTTTATTATG 2640 

TAAACAAGAG ATTTGGCATG ACATGTTCTG TATGTTTCAG GGAAAAATGT CTTTAATGCT 2700 

TTTTCAAGAA CTAACACAGT TATTCCTATA CTGGATTTTA GGTCTCTGAA GAACTGCTGG 2760 

TGTTTAGGAA TAAGAATGTG CATGAAGCCT AAAATACCAA GAAAGCTTAT ACTGAATTTA 2820 

AGCAAAGAAA TAAAGGAGAA AAGAGAAGAA TCTGAGAATT GGGGAGGCAT AGATTCTTAT 2880 

AAAAATCACA AAATTTGTTG TAAATTAGAG GGGAGAAATT TAGAATTAAG TATAAAAAGG 2940 

CAGAATTAGT ATAGAGTACA TTCATTAAAC ATTTTTGTCA GGATTATTTC CCGTAAAAAC 3000 

GTAGTGAGCA CTCTCATATA CTAATTAGTG TACATTTAAC TTTGTATAAT ACAGAAATCT 3060 

AAATATATTT AATGAATTCA AGCAATATAC ACTTGACCAA GAAATTGGAA TTTCAAAATG 3120 

TTCGTGCGGG TTATATACCA GATGAGTACA GTGAGTAGTT TATGTATCAC CAGACTGGGT 3180 

TATTGCCAAG TTATATATCA CCAAAAGCTG TATGACTGGA TGTTCTGGTT ACCTGGTTTA 3240 

CAAAATTATC AGAGTAGTAA AACTTTGATA TATATGAGGA TATTAAAACT ACACTAAGTA 3300 

TCATTTGATT CGATTCAGAA AGTACTTTGA TATCTCTCAG TGCTTCAGTG CTATCATTGT 3360 



907 



WO 03/042661 



PCT/US02/36810 



GAGCAATTGT CTTTATATAC GGTACTGTAG CCATACTAGG CCTGTCTGTG GCATTCTCTA 3420 
GATGTTTCTT TTTTACACAA TAAATTCCTT ATATCAGCTT G 



A161 PROTEIN SEQUENCE 
Gene name: 
Unigene number; 
Protein Accession #: 
Signal sequence: 
Pfam domain: 
Transmembrane domains: 
Cellular Localization: 



LIV-1 protein, estrogen regulated 
Hs. 79136 

NP_036451 

1-21 

Zip[591-743] 

330-346, 352-368, 427-444, 663-679, 688-703, 730-745 
plasma membrane 



1 
I 

MARKLSVILI 
FYRYGENNSL 
EHHSDHDHHS 
SVSASEVTST 
NESVSEPRKG 
RSCLIHTSEK 
LVALAVGTLS 
TWKGLTALGG 
EEKVDTDDRT 
HSHFHDTLGQ 
MGDGLHNFSD 
NALSAMLAYL 
RWGYFFLQNA 



11 
1 

LTFALSVTNP 
SVEGFRKLLQ 
HHNHAASGKN 
VYNTVSEGTH 
FMYSRNTNEN 
KAEIPPKTYS 
GDAFLHLLPH 
LYFMFLVEHV 
EGYLRADSQE 
SDDLIHHHHD 
GLAIGAAFTE 
GMATGIFIGH 
GMLLiGFGIML 



21 
I 

LHELKAAAFP 
NIGIDKIKRI 
KRKAIiCPDHD 
FLETIETPRP 
PQECFNASKL 
LQIAWVGGFI 
SHASHHHSHS 
LTLIKQFKDK 
PSHFDSQQPA 
YHHILHHHHH 
GLSSGLSTSV 
YAENVSMWIF 
LISIFEHKIV 



31 
I 

QTTEKISPNW 
HZHHDHDHHS 
SDSSGKDPRN 
GKLFPKDVSS 
LTSHGMGIQV 
AISIISFLSL 
HEEPAMEMKR 
KKKNQKKPEN 
VLEEEEVMIA 
QNHHPHSHSQ 
AVFCHELPHE 
ALTAGLFMYV 
FRINF 



41 
I 

ESGINVDLAI 
DHEHHSDHER 
SQGKGAHRPE 
STPPSVTSKS 
PLNATEFNYL 
LGVILVPLMN 
GPLFSHLSSQ 
DDDVEIKKQL 
HAHPQEVYNE 
RYSREELKDA 
LGDFAVLLKA 
ALVDMVPEML 



51 
I 

STRQYHLQQL 
HSDHEHHSDH 
HASGRRNVKD 
RVSRLAGRKT 
CPAIINQIDA 
RVFFKFLLSF 
NIEESAYFDS 
SKYKSQLSTN 
YVPRGCKNKC 
GVATLAWMVI 
GMTVKQAVLY 
HNDASDHGCS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



A162 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession fl: 
Nucleic Acid Accession Ui 
Coding sequence: 



bone morphogenetic protein receptor IB (ALK-6) 

Hs. 87223 

AA250737 

NM_001203 

274-1782 (underlined sequences correspond to start and stop codons) 



1 
I 

CGCGGGGCGC 
GAGGACGCGG 
GTGAAAGGAA 
CATAACCATT 
TGCCATAAGT 
AATGTGGGCA 
TTGCGTTGTA 
GACGGATATT 
GGTTGCCTAG 
AGAAGATCAA 
CTGCCTCCAT 
ATATCTGTGA 
TATAAAAGAC 
ATTCCTCCTG 
TCAGGCCTCC 
ATTGGAAAAG 
GTGAAAGTGT 
ACAGTGTTGA 
GGGTCCTGGA 
TATCTGAAGT 
AGTGGCTTAT 
CATCGAGATC 
GACCTGGGCC 
ACTCGAGTTG 
AATCACTTCC 
GTTGCTAGGA 
CTAGTGCCCA 
CGCCCCTCAT 
ATGACAGAAT 
ACACTTGCCA 
CATCTCTGCA 
TAAGCATCCA 
CTTTCAGGGA 
TCTGTTTGTA 



11 
I 

GGAGTCGGCG 
GAGCCGGGAO 
AGGAAGATCA 
TGGCTCTGAG 
GAGAAGCAAA 
CCAAGAAAGA 
AATGCCACCA 
GTTTCACGAT 
GACTAGAAGG 
TTGAATGCTG 
TGAAAAACAG 
CTGTCTGTAG 
AAGAAACCAG 
GAGAATCCCT 
CTCTGCTGGT 
GTCGCTATGG 
TCTTCACCAC 
TGAGGCATGA 
CCCAGTTGTA 
CCACCACCCT 
GTCATTTACA 
TGAAAAGTAA 
TGGCTGTTAA 
GCACCAAACG 
AGTCTTACAT 
GATGTGTATC 
GTGACCCCTC 
TCCCAAACCG 
GCTGGGCTCA 
AAATGTCAGA 
GAAAGCCAAC 
CAGTACAAGC 
GCGACCTGGG 
GGCGGAGAAA 



21 
I 

GGGCCTCGCG 
CGCACGCGCG 
TTTCATGCCT 
CTATGACAAG 
CTTCCTTGAT 
GGATGGTGAG 
CCATTGTCCA 
GATAGAAGAG 
CTCAGATTTT 
CACAGAAAGG 
AGATTTTGTT 
TTTGCTCTTG 
ACCTCGATAC 
GAGAGACTTA 
CCAAAGGACT 
GGAAGTTTGG 
AGAGGAAGCC 
AAACATTTTG 
CCTAATCACA 
AGACGCTAAA 
CACAGAAATC 
AAACATTCTG 
ATTTATTAGT 
CTATATGCCT 
CATGGCTGAC 
AGGAGGTATA 
TTATGAGGAC 
GTGGAGCAGT 
CAATCCTGCA 
GTCCCAGGAC 
AGGTACTCTT 
CTTGAACATC 
CAAAGACAGA 
CCGTTGGGTA 



GTCCTGCTTC 
GAAGCTCCCA 
ACTTGTTCAA 



41 
I 

AGTGCGGAGA 
CAGCCTACTC 
GGTTCAGACT 
AAAAGTTAAA 
TGCGAAGTGC 
CCACCCCCCG 
TCAACAATAT 
GGTTGCCTGT 
ACACTCCCAT 
ATAAAGACCT 
TACACCACAG 
TATTATTTTG 
TAGAACAGGA 
CTCAGAGCTC 
AGATTCAGAT 
GGCGTGGCGA 
GAGAGACAGA 
CTGCAGATAT 
AAAATGGTTC 
AGTTAGCCTA 
AAGGCAAACC 
ATGGAACTTG 
AAGTTGACAT 
TGGACGAGAG 
TTGGCCTCAT 
ACCAGCTTCC 
TTGTGTGCAT 
TAAGGCAGAT 
CAGCCCTGOG 
GATAGGAGAG 
GCAGAGCAAA 
CCAGTGGGTT 
GAAGGAGAGA 
GATATGATGC 



51 
I 

CCGCGGCGCT 
TTTCTTAGAT 
TCTGCTGATT 
CTTACAAGCC 
AGGAAAATTA 
TCCAAAGGTC 
TTGCAGCACA 
GGTCACTTCT 
TCCTCATCAA 
ACACCCTACA 
GGCTTTACTT 
TTACTTCCGG 
TGAAACTTAC 
AGGAAGTGGA 
GGTGAAACAG 
AAAGGTAGCT 
AATATATCAG 
CAAAGGGACA 
CCTTTATGAT 
CTCTTCTGTC 
AGCAATTGCC 
CTGTATTGCT 
ACCACCTAAC 
CTTGAACAGA 
CCTTTGGGAG 
TTATCATGAC 
CAAGAAGTTA 
GGGAAAACTC 
GGTTAAGAAA 
GAAAAGTAAG 
AGACATCAAA 
CAGACCTCAC 
TTGATCCGTG 
AT 



60 
120 
180 
240 
3O0 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
I960 



A163 Protein sequence 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
PFAM domains: 
Cellular Localization: 



bone morphogenetic protein receptor IB (ALK-6) 

Hs. 72472 / Hs. 87223 

AA250737 / U89326 

NP_001194 

1-13 

128-144 

activin_receptor [30-111) , protein kinase [204-491] 
plasma membrane 



908 



WO 03/042661 



PCT/US02/36810 



1 11 21 31 41 SI 

I I I I I I 

MLLRSAGKLN VGTKK EDGES TAPTPRPKVL RCKCHHHCPE DSVNNICSTD GYCFTMIEED 60 

DSGLPWTSG CLGLEGSDFQ CRDTPIPHQR RSIECCTERN ECNKDLHPTL PPLKNRDFVD 120 

GPIHHRALLI SVTVCSLLLV LIILFCYFRY KRQETRPRYS IGLEQDETYI PPGESLRDLI 180 

EQSQSSGSGS GLPLLVQRTI AKQIQMVKQI GKGRYGEVWM GKWRGEKVAV KVPFTTEEAS 240 

WFRETEIYQT VLMRHENILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 300 

MLKLAYSSVS GLCHLHTEIP STQGKPAIAH RDLKSKNILV KKNGTCCIAD LGLAVKFISD 360 

TNEVDIPPNT RVGTKRYMPP BVLDESLNRN HFQSYIMADM YSFGLILWEV ARRCVSGGIV 420 

EEYQLPYHDL VPSDPSYEDM REIVCIKKLR PSPPKRWSSD ECLRQMGKLM TECWAHNPAS 480 

RLTALRVKKT LAKMSESQDI KL 



A164 DNA sequence 

Gene name: ESTs 
Unigene number: Hs. 157601 

Probeset Accession ft: W07459 
Nucleic Acid Accession ft: AC005383 

Coding Sequence: 328-2751 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

GACAGTGTTC GCGGCTGCAC CGCTCGGAGG CTGGGTGACC CGCGTAGAAG TGAAGTACTT 60 

TTTTATTTGC AGACCTGGGC CGATGCCGCT TTAAAAAACG CGAGGGGCTC TATGCACCTC 120 

CCTGGCGGTA GTTCCTCCGA CCTCAGCCGG GTCGGGTCGT GCCGCCCTCT CCCAGGAGAG 180 

ACAAACAGGT GTCCCACGTG GCAGCCGCGC CCCGGGCGCC CCTCCTGTGA TCCCGTAGCG 240 

CCCCCTGGCC CGAGCCGCGC CCGGGTCTGT GAGTAGAGCC GCCCGGGCAC CGAGCGCTGG 300 

TCGCCGCTCT CCTTCCGTTA TATCAA CATG CCCCCTTTCC TGTTGCTGGA GGCCGTCTGT 360 

GTTTTCCTGT TTTCCAGAGT GCCCCCATCT CTCCCTCTCC AGGAAGTCCA TGTAAGCAAA 420 

GAAACCATCG GGAAGATTTC AGCTGCCAGC AAAATGATGT GGTGCTCGGC TGCAGTGGAC 480 

ATCATGTTTC TGTTAGATGG GTCTAACAGC GTCGGGAAAG GGAGCTTTGA AAGGTCCAAG 540 

CACTTTGCCA TCACAGTCTG TGACGGTCTG GACATCAGCC CCGAGAGGGT CAGAGTGGGA 600 

GCATTCCAGT TCAGTTCCAC TCCTCATCTG GAATTCCCCT TGGATTCATT TTCAACCCAA 660 

CAGGAAGTGA AGGCAAGAAT CAAGAGGATG GTTTTCAAAG GAGGGGGCAC GGAGACGGAA 720 

CTTGCTCTGA AATACCTTCT GCACAGAGGG TTGCCTGGAG GCAGAAATGC TTCTGTGCCC 780 

CAGATCCTCA TCATCGTCAC TGATGGGAAG TCCCAGGGGG ATGTGGCACT GCCATCCAAG 840 

CAGCTGAAGG AAAGGGGTGT CACTGTGTTT GCTGTGGGGG TCAGGTTTCC CAGGTGGGAG 900 

GAGCTGCATG CACTGGCCAG CGAGCCTAGA GGGCAGCACG TGCTGTTGGC TGAGCAGGTG 960 

GAGGATGCCA CCAACGGCCT CTTCAGCACC CTCAGCAGCT CGGCCATCTG CTCCAGCGCC 1020 

ACGCCAGACT GCAGGGTCGA GGCTCACCCC TGTGAGCACA GGACGCTGGA GATGGTCCGG 1080 

GAGTTCGCTG GCAATGCCCC ATGCTGGAGA GGATCGCGGC GGACCCTTGC GGTGCTGGCT 1140 

GCACACTGTC CCTTCTACAG CTGGAAGAGA GTGTTCCTAA CCCACCCTGC CACCTGCTAC 1200 

AGGACCACCT GCCCAGGCCC CTGTGACTOG CAGCCCTGCC AGAATGGAGG CACATGTGTT 1260 

CCAGAAGGAC TGGACGGCTA CCAGTGCCTC TGCCCGCTGG CCTTTGGAGG GGAGGCTAAC 1320 

TGTGCCCTGA AGCTGAGCCT GGAATGCAGG GTCGACCTCC TCTTCCTGCT GGACAGCTCT 1380 

GCGGGCACCA CTCTGGACGG CTTCCTGCGG GCCAAAGTCT TCGTGAAGCG GTTTGTGCGG 1440 

GCCGTGCTGA GOGAGGACTC TCGGGCCCGA GTGGGTGTGG CCAGATACAG CAGGGAGCTG 1500 

CTGGTGGCGG TGCCTGTGGG GGAGTACCAG GATGTGCCTG ACCTGGTCTG GAGCCTCGAT 1560 

GGCATTCCCT TCCGTGGTGG CCCCACCCTG ACGGGCAGTG CCTTGCGGCA GGCGGCAGAG 1620 

CGTGGCTTCG GGAGCGCCAC CAGGACAGGC CAGGACCGGC CACGTAGAGT GGTGGTTTTG 1680 

CTCACTGAGT CACACTCCGA GGATGAGGTT GCGGGCCCAG CGCGTCACGC AAGGGCGCGA 1740 

GAGCTGCTCC TGCTGGGTGT AGGCAGTGAG GCCGTGCGGG CAGAGCTGGA GGAGATCACA 1800 

GGCAGCCCAA AGCATGTGAT GGTCTACTCG GATCCTCAGG ATCTGTTCAA CCAAATCCCT 1860 

GAGCTGCAGG GGAAGCTGTG CAGCCGGCAG CGGCCAGGGT GCCGGACACA AGCCCTGGAC 1920 

CTCGTCTTCA TGTTGGACAC CTCTGCCTCA GTAGGGCCCG AGAATTTTGC TCAGATGCAG 1980 

AGCTTTGTGA GAAGCTGTGC CCTCCAGTTT GAGGTGAACC CTGACGTGAC ACAGGTCGGC 2040 

CTGGTGGTGT ATGGCAGCCA GGTGCAGACT GCCTTCGGGC TGGACACCAA ACCCACCCGG 2100 

GCTGCGATGC TGCGGGCCAT TAGGCAGGCC CCCTACCTAG GTGGGGTGGG CTCAGCCGGC 2160 

ACCGCCCTGC TGCACATCTA TGACAAAGTG ATGACCGTOC AGAGGGGTGC CCGGCCTGGT 2220 

GTCCCCAAAG CTGTGGTGGT GCTCACAGGC GGGAGAGGCG CAGAGGATGC AGCCGTTCCT 2280 

GCCCAGAAGC TGAGGAACAA TGGCATCTCT GTCTTGGTCG TGGGCGTGGG GCCTGTCCTA 2340 

AGTGAGGGTC TGCGGAGGCT TGCAGGTCCC CGGGATTCCC TGATCCACGT GGCAGCTTAC 2400 

GCCGACCTGC GGTACCACCA GGACGTGCTC ATTGAGTGGC TGTGTGGAGA AGCCAAGCAG 2460 

CCAGTCAACC TCTGCAAACC CAGCCCGTGC ATGAATGAGG GCAGCTGCGT CCTGCAGAAT 2520 

GGGAGCTACC GCTGCAAGTG TCGGGATGGC TGGGAGGGCC CCCACTGCGA GAACCGTGAG 2580 

TGGAGCTCTT GCTCTGTATG TGTGAGCCAG GGATGGATTC TTGAGACGCC CCTGAGGCAC 2640 

ATGGCTCCCG TGCAGGAGGG CAGCAGCOGT ACCCCTCCCA GCAACTACAG AGAAGGCCTG 2700 

GGCACTGAAA TGGTGCCTAC CTTCTGGAAT GTCTGTGCCC CAGGTCC TTA GA ATGTCTGC 2760 

TTCCCGCCGT GGCCAGGACC ACTATTCTCA CTGAGGGAGG AGGATGTCCC AACTGCAGCC 2820 

ATGCTGCTTA GAGACAAGAA AGCAGCTGAT GTCACCCACA AACGATGTTG TTGAAAAGTT 2880 

TTGATGTGTA AGTAAATACC CACTTTCTGT ACCTGCTGTG CCTTGTTGAG GCTATG7CAT 2940 

CTGCCACCTT TCCCTTGAGG ATAAACAAGG GGTCCTGAAG ACTTAAATTT AGCGGCCTGA 3000 

CGTTCCTTTG CACACAATCA ATGCTCGCCA GAATGTTGTT GACACAGTAA TGCCCAGCAG 3 060 

AGGCCTTTAC TAGAGCATCC TTTGGACGGC GAAGGCCACG GCCTTTCAAG ATGGAAAGCA 3120 

GCAGCTTTTC CACTTCCCCA GAGACATTCT GGATGCATTT GCATTGAGTC TGAAAGGGGG 3180 

CTTGAGGGAC GTTTGTGACT TCTTGGCGAC TGCCTTTTGT GTGTGGAAGA GACTTGGAAA 3240 

GGTCTCAGAC TGAATGTGAC CAATTAACCA GCTTGQTTGA TGATGGGGGA GGGGCTGAGT 3300 

TGTGCATGGG CCCAGGTCTG GAGGGCCACG TAAAATCGTT CTGAGTCGTG AGCAGTGTCC 3360 
ACCTTGAAGG TCTTC 



909 



WO 03/042661 



PCT/US02/36810 



A165 Protein sequence 
Gene name: 
Unigene number i 
Protein Accession fl: 
Signal sequence: 
Transmembrane domains: 
VGW domains: 
EGF domains: 
Cellular Localization: 



ESTs 

Hs. 157601 
none found 
1-17 

none found 

49-223; 341-518; 529-706 
298-333; 715-748 
secreted 



1 11 21 31 41 51 

I I I I I I 

MPPFLLLEAV CVFLFSRVPP SLPLQEVHVS KETIGKISAA SKMMWCSAAV DIMFLLDGSN 60 

SVGKGSFERS KHFAITVCDG LDISPERVRV GAFQFSSTPH LEFPLDSFST QQEVKARIKR 120 

MVFKGGRTET ELALKYLLHR GLPGGRNASV PQILIIVTDG KSQGDVALPS KQLKERGVTV 180 

FAVGVRFPRW EELHA1ASEP RGQHVLLAEQ VEDATNGLFS TLSSSAICSS ATPDCRVEAH 240 

PCEHRTLEMV REFAGNAPCW RGSRRTLAVL AAHCPFYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPCQNGGTC VPEGLDGYQC LCPLAFGGEA NCALKLSLEC RVDLLFLLDS SAGTTLDGFL 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVWSL DGIPFRGGPT 420 

LTGSALRQAA ERGFGSATRT GQDRPRRWV LLTBSHSEDE VAGPARHARA RELLLLGVGS 480 

EAVRAELEEI TGSPKHVMVY SDPQDLFNQI PBLQGKLCSR QRPGCRTQAL DLVFMtxDTSA 540 

SVGPENFAQM QSFVRSCALQ FEVNPDVTQV GLWYGSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAWVLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSEGLRRLAG PRDSLIKVAA YADLRYHQDV LIEWLCGEAK QPVNLCKPSP 720 

CMNEGSCVLQ NGSYRCKCRD GWEGPHCENR EWSSCSVCVS QGWILETPLR HMAPVQEGSS 780 
RTPPSNYREG LGTEMVPTFW NVCAPGP 



A166 DNA sequence 

Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding Sequence: 



Homo sapiens beta-1 adrenergic receptor mRNA, 3* UTR 

Hs. 37744 

AA01117G 

AF272890 

87-1520 (underlined sequences correspond to start and stop codons) 



l 
I 

TGCTACCCGC 
CCCGCCCCCG 
AGCCCGGTAA 
TGCTGGTGCC 
CGCTGTCTCA 
TCGTGGCGGG 
TCACCAACCT 
TGCCGTTCGG 
AGCTGTGGAC 
TTGCCCTGGA 
GCGOGCGGGC 
TGCCCATCCT 
ACCCCAAGTG 
CCTTCTACGT 
AGAAGCAGGT 
CGCCCTCGCC 
CCGCCGCCGC 
CGCGCCTCGT 
TCTTCAOGCT 
AGCTGGTGCC 
TCAACCCCAT 
GCTGCGCGCG 
CGGGCTGTCT 
ACGACGATGT 
ACGGCGGGGC 
CCTCGGAATC 
GGGAACGAGG 
CCTCGTCTGA 
TTTGGGAAGG 




GGCGGCGGAC 
CAAGGT GTAQ 
AGATCTGTGT 
ATCATCCGAG 
GATGGGAGAG 



GTGCTGTGOG 
GCCATCACCT 
GTGTGCACCG 
TGGCGGGCGG 
GTCACCAACC 
ATCATGGCCT 
GACAGCTGCG 
CCCGTCCCCG 
GCCCCGCTGG 
GAGCAGAAGG 
CCCTTCTTCC 
TTCGTCTTCT 
CGCAGCCCCG 
CGCCGGCGCC 
GGACCCCCGC 
ACGCCGCCCG 
AGCGACTOGA 
GGCCCGGCGC 
TTACTTAAGA 
GCAAAGAGAA 
TGGCTTGCTG 




GCCTGGACGA 
GGGGCGCGGA 
CCGATAGCAG 
AAGCCACGGA 
ATGTTCCTTG 



A167 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Pfam domian: 
Cellular Localization: 



Homo sapiens beta-1 adrenergic receptor mRNA, 3' 
HS. 37744 
AA011176 
none found 

62-B4, 95-117, 135-157, 177-198, 226-248 
7tm_l [75-377] 
plasma membrane 



UTR 



1 11 21 31 41 51 

I I I I I I 

MGAGVLVLGA SEPGNLSSAA PLPDGAATAA RLLVPASPPA SLLPPASESP EPLSQQWTAG 60 
MGLLMALIVL LIVAGNVLVI VAIAKTPRLQ TLTNLFIMSL ASADLVMGLL WPFGATIW 120 

910 



WO 03/042661 



PCT/US02/36810 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



WGRWEVGSFP CELWTSVDVL CVTASIETLC VIALDRYLAI TSPFRYQSLL TRARARGLVC 
TVWAISALVS PLPILMHWWR AESDEARRCY NDPKCCDFVT NRAYAIASSV VSFYVPLCIM 
AFVYLRVFRE AQKQVKKIDS CERRFLGGPA RPPSPSPSPV PAPAPPPGPP RPAAAAATAP 
LANGRAGKRR PSRLVALREQ KALKTLGIIM GVFTLCWLPF FLANWKAFH RELVPDRLFV 
FFNWU3YANS AFNPIIYCRS PDFRKAFQGL LCCARRAARR RHATHGDRPR ASGCLARPGP 
PPSPGAASDD DDDDWGATP PARLLEPWAG CNGGAAADSD SSLDEPCRPG FASESKV 



180 
240 
300 
360 
420 



A168 DNA sequence 
Gene name:- 
Unigene number: 
Probeset Accession 8 : 
Nucleic Acid Accession ft: 



CEGP1 
HS. 222399 
AA2S6485 
AJ4Q0877 



Coding sequence: 81-3080 (underlined sequences correspond to start and stop codons) 



GGCGTCCGCG 
CCGCAACCGC 
CGGTGCTGCT 
CGGGTCGGGG 
ATGACTGCCA 
AGCCTGGCTA 
TCAATGGAGG 
TTGATGGCTT 
AGAACAATGG 
GCAAGGAGGG 
GCCTGAGCTG 
GCAGCGTCGC 
TCTTGACCTG 
GCCCAGAGTG 
AGCGAGAGGA 
ATAAACGGGT 
ACCGCACCTG 
TCCAGTTGGA 
GTGATCATTT 
AATTATTAAC 
GTGACCACAG 
CCCTGTATGG 
GTCAGCAGGT 
AGCTCCACTG 
CACCCCGTGT 
GTCACTCTGG 
AGCTAAATGA 
CAGCACTACC 
GCAGCTCTGG 
TTATCACTGT 
TGAGCTGCAT 
AGGCCGTCCA 
AAAAGCCTCC 
CAGAAAACCA 
GCATTTTATG 
GCCCAAGACC 
GTGGAGGTCT 
GTGCCCTGGG 
GCCTTGCCAC 
GTTCACCTGG 
CATACCAGCC 
ACTTTGATGG 
GAGATTTCAC 
AGTGTACGTG 
TCTTCCTGCC 
CCAATTCTGT 
CCAGGTCAAA 
TCCAGGTCCC 
GAGATGGCAG 
TCAAGGCTCT 
AGTCCCGAGA 
TTTTGAGACC 
GGTTGGTGGG 
CCGTATCAGT 
GAACTTGGTT 
CAGCTTCTCA 
TTGGTCAGCC 
TGTAGTGGAA 
CCGGCCCTCT 
CAAGAGGGGA 
ACTCAGTTTC 
AGTTCTAAGC 
AGCACTTCTG 



11 
I 

CACACCTCCC 
TGAGCCATCC 
GCTGCTGCTG 
CCGTGCCGCG 
TGCCGACGCC 
CCAAGGGGAA 
CTGTGTCCAT 
CATGTTGGCT 
CGGCTGCCAG 
GTTTTTCCTG 
CATGAATAAG 
CTGTGAGTGC 
TAACCATGGG 
CAGCTGCCAT 
CACTGTCCTG 
GAAACGGCGG 
TAAGGATACT 
TGGGAAGACA 
CTGCAAAAAC 
AGATGAGAAG 
CTGCATCAAC 
CTTCACCCAC 
CTGTGTGAAC 
GAATAAAAAA 
GTCCCTGCAC 
CATTCACCTC 
AGGCAAGTGT 
AGAGAAGCAC 
CAAGCAAGTC 
TGAGTTTGAG 
CGTAAAGGGA 
CAGGGAGCAG 
CAGAACATCT 
ATGTGTCAGT 
TCCAAATGGA 
AGGAAATTCT 
GTGTCAACCT 
CACGTTCCAG 
CAAACATCAG 
ACATTTCTAC 
TGAATTTGGA 
CTCCACAAAC 
TGGGTACATT 
GACCATCAAC 
CATAGAGGAC 
GACAACATAT 
GAAGCTGTGG 
ATACGTGACA 
GCTCTATGCA 
GTTTGATGTC 
GATGTTTCCA 
TTACAAATGA 
ACAGAGCTGT 
GACTCATTAG 
TTTCTTTCCC 
CTGCTGTGGG 
TAGGTGAGAC 
AGGAGGCCAC 
CTAAGGGAGC 
GGGAAGGAGA 
TCCACAGCCT 
AGTGCTCGTG 
GAGACAT 



21 
I 

CGCGCCGCCG 
ATGGGGGTCG 
CTGCTGCCGC 
GGGCCGCAGG 
CTGTGTCAGA 
GGCAGGCAGT 
GACTGTTTGA 
CATGACGGTC 
CATACCTGTG 
AGTGACAATC 
GATCACGGCT 
AGGCCTGGTT 
AACGGTGGGT 
CCACAGTACA 
GAGGTGACAG 
CTGCTCATGG 
TCGACAGGTG 
TGTAAAGATA 
ATCGTGGGCA 
TCTTGCCAAG 
CACCCTGGCA 
TGTGGAGACA 
ACAGTGGGCA 
GACTGTGTGG 
TGCGGTAAGA 
TCTTCAGATG 
AGTTTGAAAA 
AGCTCAGTAA 
CCAGGAGCCC 
CTTGAAACTA 
ACCGAGAAGC 
TTTCACCTCC 
GAACGCCAGG 
TGCAGGGCTG 
ACCTTCCAAA 
GGGGCCCTGA 
GGTGAATATT 
CCTGAAGCTG 
GGAGCTACTT 
AACACCACCA 
AAAAATAATT 
ATAACCCAGT 
GAATCCCCAA 
CCACCCCCCA 
GACTGTGGGG 
GAAACCTGCC 
ATTCAGTTCA 
TATGATGAGG 
TCTGAGAACC 
CTGGCCCATC 
AGATCGTTCA 
CTCAGCCCAC 
CTTCCTTCTG 
AGTTCAATTT 
AGCATCGTGG 
CGGATGTCTT 
TCACCTGTCC 
AGAATAAGCT 
CCTCTGCACT 
CCCCTGCAGG 
TCTCCAGCCT 
AAAAAAAAAA 



31 
I 

CCGCCACCGC 
CGGGCOGCAA 
CACTGCTGCT 
AGGATGTAGA 
ACACACCCAC 
GTGAGGACAT 
ATATTCCAGG 
ATAATTGTCT 
TCAACGTCAT 
AGCACACCTG 
GTAGTCACAT 
TTGAGCTGGC 
GCCAGCACTC 
AGATGCACAC 
AGAGCAACAC 
AAACGTGTGC 
TCCACTG CAG 
TTGATGAGTG 
GTTTTGACTG 
ATGTGGATGA 
CATTTGCTTG 
CCAATGAGTG 
GCTATGAATG 
AAGTGAAGGG 
GTGGTGGAGG 
TCACCACCAT 
ATGCTGAGCT 
AAGAGAGCTT 
CTGGCCGACC 
ACCAAAAGGA 
GGCTCCGTAA 
AGCTCTCAGG 
CAGAGTCCTG 
GGACCTATTA 
ATGAGGAAGG 
AGACCCCAGA 
CTGCAGATGG 
GTCGAACTTC 
CCTTTCAGGA 
CTCACCGATG 
GTGTTTCTTG 
GTAAAAACAG 
ACTACCCAGG 
AGCGCCGCAT 
ACTATCTGGT 
AGACCTACGA 
AGTCCAATGA 
ACTACCAGGA 
ATCAGGAAAT 
CCCAGAACTA 
TCCGATTGCT 
GTGCCACTCA 
CATGTCAGCA 
TTATAGATAA 
ATGTAGACTG 
GGATAGATCA 
TTCTGGGGTC 
GCTTATTCTG 
CGTGTGCAGG 
CTCCCTCCAC 
GTGTGATACA 
GCAGAAAGAA 



41 
I 

CCGCACTCCG 
CCGTCCCGGG 
GCTGGCGGGG 
TGAGTGTGCC 
CTCCTACAAG 
CGATGAATGT 
CAATTATCGT 
TGATGTGGAC 
GGGGAGCTAT 
CATTCACCGC 
CTGCAAGGAG 
CAAGAACCAG 
CTGTGACGAT 
AGATGGGAGG 
CACATCAGTG 
TGTCAACAAT 
TTGTCCTGTT 
CCAGACCCGC 
CGGCTGCAAG 
GTGCTCTTTG 
TGCTTGCAAC 
CAGCATCAAC 
CCAGTGCCAC 
GCTCCTGCCC 
AGACGGGTGC 
CAGGACAAGT 
GTTTCCCGAG 
CCGCTACGTA 
AAGCACCCCT 
GGTGACAGCT 
AGCCATCCGC 
CATGAACCTC 
TGGAGTGGGC 
TGATGGAGCA 
ACAAATGACT 
AGCTTGGAAT 
CTTTGCACCT 
CTGCTTCCCC 
CTGTGAAACC 
TATTCGTTGC 
CCCAGGAAAT 
AAGATGTGGA 
CAATTACCCA 
CCTGATCGTG 
GATGCGGAAA 
ACGCCCCATC 
AGGGAACAGC 
ACTCATTGAA 
ACTTAAGGAT 
TTTCAAGTAC 
ACGTTCCAAA 
ATACAAATGT 
CAGTCGGGTA 
TACAGATATT 
AGAATGGCTT 
CGGGCTGGCT 
TTACTCCTCC 
AAACTTCAGC 
CTCTGACCAG 
CCACCTTGAG 
AGTTTGATCC 
TTAGAAATAA 



51 
I 

CCGCCTCTGC 
GCGGCCTGGG 
GCCGTCCCGC 
CAAGGGCTAG 
TGCTCCTGCA 
GGAAATGAGC 
TGCACTTGTT 
GAGTGCCTGG 
GAGTGCTGCT 
TCGGAAGAGG 
GCCCCAAGGG 
AGAGACTGCA 
ACAGCCGATG 
AGCTGCCTTG 
GTGGATGGGG 
GGAGGCTGTG 
GGATTCACTC 
AATGGAGGTT 
AAAGGATTTA 
GATAGGACCT 
CGAGGGTACA 
AACGGAGGCT 
CCTGGGTACA 
ACAAGTGTGT 
TTCCTCAGAT 
GTAACCTTTA 
GGTCTGCGAC 
AACCTTACAT 
AAGGAAATGT 
TCTTGTGACC 
ACGCTCAGAA 
GACGTGGCTA 
CAGGGTCATG 
CGAGAACGCT 
TGTGAACCAT 
ATGTCTGAAT 
TGCCAGCTCT 
TGTGGAGGAG 
AGAGTTCAAT 
CCAGTGGGAA 
ACTACGACTG 
GGGGAGCTGG 
GCCAACACCG 
GTCCCTGAGA 
ACCTCTTCAT 
GCCTTCACCT 
GCTAGAGGGT 
GACATAGTTC 
AAGAAACTTA 
ACAGCCCAGG 
GTGTCCAGGT 
TCTGCTATAG 
TTGCTGCCTC 
TTGGTAAATT 
TGAGTGGCAT 
GAGCTGGACT 
TCAAGGAGTC 
TTCCTCTAGC 
GCAGAACAGG 
ACCTGGGAGG 
CAGGAACTTG 
ATAAAAACTA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1S60 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2260 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 



A169 Protein sequence 
Gene name: 
Unigene number i 



CEGP1 
Hs. 222399 



911 



WO 03/042661 



PCT/US02/36810 



Probeset Accession #: AA256485 
Protein Accession #: CAB92285 
Signal sequence: 1-31 
Transmembrane domains: none 

PPAM domains: EGF-like_domains (49-84,132-167,177-213,286-321,407-442] CUB_domain [809-918) 
Cellular Localization: may be secreted 



1 11 21 31 41 51 

I I I I I I 

MGVAGRNRPG AAWAVLLLLL LLPPLLLLAG AVPPGRGRAA GPQEDVDECA QGLDDCHADA 60 

LCQNTPTSYK CSCKPGYQGE GRQCEDIDEC GNELNGGCVH DCLNIPGNYR CTCFDGFMLA 120 

HDGHNCLDVD ECLENNGGCQ HTCVNVMGSY ECCCKEGFFL SDNQHTCIHR SEEGLSCMNK 180 

DHGCSHICKE APRGSVACEC RPGFELAKNQ RDCILTCNHG NGGCQHSCDD TADGPECSCH 240 

PQYKMHTDGR SCLEREDTVL EVTESNTTSV VDGDKRVKRR LLMETCAVNN GGCDRTCKDT 300 

STGVHCSCPV GFTLQLDGKT CKDIDECQTR NGGCDHFCKN IVGSFDCGCK KGFKLLTDEK 360 

SCQDVDECSL DRTCDHSCIN HPGTFACACN RGYTLYGFTH CGDTNECSIN NGGCQQVCVN 420 

TVGSYECQCH PGYKLHWNKK DCVEVKGLLP TSVSPRVSLH CGKSGGGDGC FLRCHSGIHL 480 

SSDVTTIRTS VTFKLNEGKC SLKNAELFPE GLRPALPEXH SSVKESFRYV NLTCSSGKQV 540 

PGAPGRPSTP KEMFITVEFE LETNQKEVTA SCDLSCIVKR TEKRLRKAIR TLRKAVHREQ 600 

FHLQLSGMNL DVAKKPPRTS ERQAESCGVG QGHAENQCVS CRAGTYYDGA RERCILCPNG 660 

TFQNEEGQMT CEPCPRPGNS GALKTPEAWN MSECGGLCQP GEYSADGFAP CQLCALGTFQ 720 

PEAGRTSCFP CGGGLATKHQ GATSFQDCET RVQCSPGHFY NTTTHRCIRC PVGTYQPEFG 780 

KNNCVSCPGN TTTDFDGSTN ITQCKNRRCG GELGDFTGYI ESPNYPGNYP ANTECTWTIN 840 

PPPKRRILIV VPEIFLPIED DCGDYLVMRK TSSSNSVTTY ETCQTYERPI AFTSRSKKLW 900 

IQFKSNEGNS ARGFQVPYVT YD ED YQ EL IE DIVRDGRLYA SENHQEILKD KKLIKALFDV 960 
LAHPQNYFKY TAQESREMPP RSFIRLLRSK VSRFLRPYK 

A170 DNA sequence 

Gene name: DEMB-6 protein (KIAA0452) 

Unigene number: Hs. 125 783 

Probeset Accession it: AL03 9402 
Nucleic Acid Accession #: AF007170 

Coding sequence: 1-1725 (underlined sequences correspond to stop codon) 

1 11 21 31 41 51 

1 I I I I I 

AAGGAGGCGG CCTCCGGGAA AAGCGACCGC AGGACTCCTG AGAGCAGCCT CCATGAGGCC 60 

CTGGACCAGT GCATGACCGC CCTGGACCTC TTCCTCACCA ACCAGTTCTC AGAAGCACTC 120 

AGCTACCTCA AGCCCAGAAC CAAGGAAAGC ATGTACCACT CACTGACATA TGCCACCATC 180 

CTGGAGATGC AGGCCATGAT GACCTTTGAC CCTCAGGACA TCCTGCTTGC CGGCAACATG 240 

ATGAAGGAGG CACAGATGCT GTGTCAGAGG CACCGGAGGA AGTCTTCTGT AACAGATTCC 300 

TTCAGCAGCC TGGTGAACCG CCCCACGCTG GGCCAATTCA CTGAAGAAGA AATCCACGCT 360 

GAGGTCTGCT ATGCAGAGTG CCTGCTGCAG CGAGCAGCCC TGACCTTCCT GCAGGACGAG 420 

AACATGGTGA GCTTCATCAA AGGCGGCATC AAAGTTCGAA ACAGCTACCA GACCTACAAG 480 

GAGCTGGACA GCCTTGTTCA GTCCTCACAA TACTGCAAGG GTGAGAACCA CCCGCACTTT 540 

GAAGGAGGAG TGAAGCTTGG TGTAGGGGCC TTCAACCTGA CACTGTCCAT GCTTCCTACT 600 

AGGATCCTGA GGCTGTTGGA GTTTGTGGGG TTTTCAGGAA ACAAGGACTA TGGGCTGCTG 660 

CAGCTGGAGG AGGGAGCGTC AGGGCACAGC TTCCGCTCTG TGCTCTGTGT CATGCTCCTG 720 

CTGTGCTACC ACACCTTCCT CACCTTCGTG CTCGGTACTG GGAACGTCAA CATCGAGGAG 780 

GCCGAGAAGC TCTTGAAGCC CTACCTGAAC CGGTACCCTA AGGGTGCCAT CTTCCTGTTC 840 

TTTGCAGGGA GGATTGAAGT CATTAAAGGC AACATTGATG CAGCCATCCG GCGTTTCGAG 900 

GAGTGCTGTG AGGCCCAGCA GCACTGGAAG CAGTTTCACC ACATGTGCTA CTGGGAGCTG 960 

ATGTGGTGCT TCACCTACAA GGGCCAGTGG AAGATGTCCT ACTTCTACGC CGACCTGCTC 1020 

AGCAAGGAGA ACTGCTGGTC CAAGGCCACC TACATTTACA TGAAGGCCGC CTACCTCAGC 1080 

ATGTTTGGGA AGGAGGACCA CAAGCCGTTC GGGGACGACG AAGTGGAATT ATTTCGAGCT 1140 

GTGCCAGGCC TGAAGCTCAA GATTGCTGGG AAATCTCTAC CCACAGAGAA GTTTGCCATC 1200 

CGGAAGTCCC GGCGCTACTT CTCCTCCAAC CCTATCTCGC TGOCAGTGCC TGCTCTGGAA 1260 

ATGATGTACA TCTGGAACGG CTACGCCGTO ATTGGGAAGC AGCCGAAACT CACGGATGGG 1320 

ATACTTGAGA TTATCACTAA GGCTGAAGAG ATGCTGGAGA AAGGCCCAGA GAACGAGTAC 1380 

TCAGTGGATG ACGAGTGCTT GGTGAAATTG TTGAAAGGCC TGTGTCTGAA ATACCTGGGC 1440 

CGTGTCCAGG AGGCCGAGGA GAATTTTAGG AGCATCTCTG CCAATGAAAA GAAGATTAAA 1500 

TATGACCACT ACTTGATCCC AAACGCCCTG CTGGAGCTGG CCCTGCTGCT TATGGAGCAA 1560 

GACAGAAACG AAGAGGCCAT CAAACTTTTG GAATCTGCCA AGCAAAACTA CAAGAATTAC 1620 

TCCATGGAGT CAAGGACACA CTTTCGAATC CAGGCAGCCA CACTCCAAGC CAAGTCTTCC 1680 

CTAGAGAACA GCAGCAGATC CATGGTCTCA TCAGTGTCCT TGTAGCTTTG TGCAGCAGTT 1740 

CCGGGCTGGA AGACAGAGAC AGCTGGACAG AGCTCCTGAA AACATTTCAA AATACCCCCT 1800 

CCCCCTGCCC TGCCCTGCCT TTGGGGTCCA CCGGCACTCC AGTTGGATGG CACAACATAG 1860 

TGTATCCGTG CAGAAGCCGA GCTGGCATTT TCACCAGTGT AGCCAAGGGC CTTTGCCAAG 1920 

GGCAGAGCAG GTGGAGCCCT CTGCCTGCCC TATCACACAT ACGGGTACTT GCTTTTCACT 1980 

GTGATGTTTA AGAGAATGTA TGAACAGTTT ACATTTTCCT TAGAAATACA TTGATGGGAT 2040 

CACAGTTGGC TTTAAAAACC AACAACAATC AACCACCTGT AAGTCTTTGT CTTCACCTAT 2100 

TATCATCTGG AGGTAAATCT CTTTATATGA TGATGCCAAA GGGCAAATTG CTTTTCAAAT 2160 

TCAGCAAGTT CTCAGCTTGT GTGACGGAAG GTCCTTCAGA GGACCTGAGG AATGCCTGGG 2220 

AGAGGCTAAG CCTCAGGCTT CAATGCTTCT GGGGTTGGGC ATGAGGATGT ACACAGACAC 2280 

CCACTACCTT ACTACTCACA CTTCATTTCA CTCCTTTTGT AAATTTCCAA TTTAAAAATC 2340 

AAGCACGTCT TTTTAGTGAG ATAAAATCTG AGCTCTTCTG TAGAAAAATC AATCTCTACC 2400 

AGTAGAAAAT GCCAGGGCTT GATGGAAGAG CTGTGTAGCC CTTTCTATGC CAAAGCCAGG 2460 

AAATTTGGGG GGCAGGAGGA GGTTCTCAGA ATCCAGTCTG TATCTTTGCT GTATGCCAAA 2520 

CTGAAACCAC TGGGAATAAT TTATGAAACA TAAAAATCTT CTGTACTTCA CTCCAAGGTA 2580 

CATTTGCTTA CTGACAGCAT TTTTGTTAAA ACTGTTATTC TTGAAAAAAA AAAAAAAAAA 2640 
AA 



A171 Protein sequence 



912 



WO 03/042661 



PCT/US02/36810 



Gene name: 
Unigene number: 
Prbbeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



DEME-6 protein (KIAA0452) 

Hs. 125783 

AL039402 

AAC39S82 

none 

210-226 

plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MTALDLFLTN QFSEALSYLK PRTKESMYHS LTYATILEMQ AMMTFDPQDI LLAGNMMKEA 60 

QMLCQRHRRK SSVTDSPSSL VNRPTLGQFT EEBIHAEVCY AECLLQRAAL TFLQDENMVS 120 

FIKGGIKVRN SYQTYKELDS LVQSSQYCKG ENHPHFEGGV KLGVGAFNLT LSMLPTRILR 180 

LLEFVGFSGN KDYGLLQLEE GASGHSFRSV LCVMLLLCYH TFLTFVI/3TG NVNIEEAEKL 240 

LKPYLNRYPK GAIFLFFAGR IEVIKGNIDA AIRRFEECCE AQQHWKQFHH MCYWELMWCF 300 

TYKGQWKMSY FYADLLSKEN CWSKATYIYM KAAYLSMFGK EDHKPFGDDE VELFRAVPGL 360 

KLKIAGKSliP TEKFAIRKSR RYFSSNPISL PVPALEMMYI WNGYAVIGKQ PKLTDGILEI 420 

ITKAEEMLEK GPENEYSVDD ECLVKLLKGL CLKYLGRVQE AEENFRSISA NEKKIKYDHY 480 

LIPNALLELA LLLMEQDRNE EAIKLLESAK QNYKNYSMES RTHFRIQAAT LQAKSSLENS 540 
SRSMVSSVSL 



A172 DKA sequence 
Gene names EST 
Unigene number: Hs. 200102 

Probeset Accession ft: AL117406 

Nucleic Acid Accession ft: none found 

Coding sequence: 1-4044 (underlined sequences correspond to start and stop codons) 



11 



31 



41 



51 



ATGACTAGGA 
ATCGACATAG 
GGCCCCTGGA 
TGGGGGAAGT 
CCTGCCCCCC 
ACCCCGCTCA 
TCAGTCCATG 
GTCTCAAGGC 
ACAAGGTTGA 
CCAATATTGA 
CATGGAGTGG 
TCCTCCAGTT 
TTTGCCTTTG 
ATCAGCTTCT 
GTACTGATCA 
TACACTGCAT 
ACAAGAATGG 
GTGACCAGTG 
TTTGCAAAAA 
ATGGCCTTCA 
ATTGCAGTCA 
CTCCAGGAGA 
TTTGAGGAGG 
GAGCTGGAGA 
CCAGAGGAAG 
AAGGGGATGA 
GCCATCCTGG 
TATGTCCCCC 
GGCGCATATG 
CTGGAACTTC 
GGGGGGCAGA 
CTGCTGGACG 
TGCATTAAGA 
TTAGAATTTT 
CACAGTGAGT 
GAAGCCACTT 
AGTCAGGCTC 
CAGCTCACAC 
TACATCCAGG 
ATCGTCTTCT 
GGGACCAATA 
AATCCTCAAC 
GTGGGGGTCT 
CACAACAAGC 
ATAGGCCGGC 
ATCTTTTCAG 
AGTGTGCTGT 
TATTATATGA 
TCTCCTTTAT 
GGAAAAACTG 

CTTGTGACCT 



AGAGGACATA 
GCGATGACAT 
GTCAGCAAGA 
ATGATGCTGC 
AGCCCCTGGA 
TGATCCAAAG 
ATGCCTCAGA 
GAGGGATTGA 
TTTTCGATGC 
TTATACCAAA 
GACTCTGCTT 
GGATCATCAA 
AGAAGCTCAT 
TCACCGGTGA 
CCTGCGCATC 
TTATTGCCAT 
CTGTGAAGGC 
AAGTTCTCAC 
TCATTGAAGG 
GCATGCTGGC 
AAGGTCTCAC 
GCCCTGTTTT 
CCACCTTGTC 
GGAACGGGCA 
AAGGGAACAG 
TGTTAGGGGT 
AGGAGATGCA 
AGCAGGCCTG 
ACAAGGCCCG 
TGCCCTTTGG 
AACAGAGGAT 
ACCCCCTGTC 
AGACACTCAG 
GTGGCCAGAT 
TAATGCAGAA 
CGGACATGTT 
TGGCCACCTC 
AGGAGGAGGA 
CAGCTGGAGG 
TAACGATCTT 
GCAGCCGAGA 
TGTCCTTCTA 
GCTCCTCAGG 
TCTTCAACAA 
TTTTGAACTG 
AGCAGTTCCT 
CTCCATATAT 
TGTTCAAGAA 
TCTCCCACAT 
AAGACTTCAT 
TTCTATCTTC 
TGGCTGTTGC 



CTGCGGCAAC 
CTTGCTCGAG 
GATCGTCAGC 
ATACCTCCAG 
AGACATGACA 
CAGCCTGGCC 
TGCTGTGGAC 
GGGGAAGACG 
CATTTTGTTG 
AAAGGGGAAA 
GCAGGACACA 
CCTGGAAGAG 
GATGGAAGAA 
TTACATGGTC 
CAGCTTCTGG 
GAGCAATGGA 
CCAGCTGGTG 
GATTTTCACC 
GGTTTTCCGC 
CTTCGCAGGG 
GGTCCTGTCC 
CCTGTTAATG 
GGCCATCGGT 
CCTCAATTCT 
CAGCCAGTTT 
CACACGATGG 
CCTGTTCGTG 



AACTCTTCTG 
CTTATTTATA 
GAGGCTCCAG 
ATGATTCCCT 
CTGTTCTCCT 
CGCTTAGATG 
CAAAGGCTTC 
GTGCTTCTGG 
ATCTGCTTCT 
TATTCAGAAG 
CTCTCCGAAT 
GCCATCAGGT 
TCTGTAATAC 
CTGTTTGAAG 
TGCAGCATTT 
CTCCTGGTTT 
ACATCTGAGG 
CTGATTAAAA 
CTGACTTTCT 
CTCCTTCGGC 
TCTGCAGTGA 
ACATTACAAG 
ACCTGTCCCG 
GGGATGACCA 
GAGTTGCACA 
ACGGGGAGTG 
GGCTCGGTGG 
GGGAACATCA 
GTGCTCCACT 
GAGATTGGAG 
CGCGCCGTCT 
GCCCACGTGG 
GTCGTCCTGG 
GAAAATGGGA 
TATGCCCAAC 
GCAAAGATAG 
TCTCTCAACG 
GGCTCCTTGA 
TCTTGCATAA 
TGGCTGAGCT 
ACCATGGCAG 
TACGGGCTCA 
AAAGTCACGA 
TGCCCCATGA 
GACTTGGAAC 
TTAATGGTGA 
GGAGCCATAA 
GTGTTCAAGA 
CTGCAAGGCC 
AAGAGGCTGA 
ATGGCATTGA 
GCTTTTGGCA 



GTGGCCTCGT 
AAACCTATAC 
GGAGGGCAGC 
TCCGTCCCAA 
ACCTCACCGT 
AGAACACCAT 
ACGGCCTTTG 
TGATGCTGAG 
GCATTGCCAG 
AGCAGTTGGG 
GTGTGAAGTC 
TCCGAGCAGC 
ACATCACCTC 
GGGTGTGCTA 
CTTCCTACTT 
TCCCACTGGC 
TCAGCGACCA 
TGTACACATG 
GCTCCAAACC 
TGTCAGTGTT 
TGAGGTTCAA 
ACCCCAGCAA 
GGATCGTCAA 
GGCCTAGAGA 
AGATCAACCT 
GTAAGAGCAG 
GGGTGCAGGG 
GGGAGAACAT 

AGCGGGGCCT 
ATTCC6ACCG 
GGAAGCACAT 
TGACCCACCA 
AAATCTGTGA 
TTATCCAGAA 
CAGAGAAGCC 
GAAATGCTGT 
GTTGGAGGGT 
TTTTCTTCTT 
ACTGGTTGGA 
ACCTGGGCAA 
ACGCCCTGCT 
GGAAGGCATC 
GTTTCTTTGA 
AGCTGGACCA 
TCGCCGTCCT 
TCATGGTTAT 
GACTGGAGAA 
TGAGCTCCAT 
CTGATGCGCA 
GGCTGGAGAT 
TTTCCTCCAC 



GAATCGTGGC 
TCTCCAAGAT 
TGTCCCACCG 
GCCGAGGTTT 
GTCATGGCTC 
CCCTCCACTG 
GGAAGAAGAA 
GTTCCAGAGA 
TGTACTCGGG 
GAATGTTGTC 
TCTGAGTTTC 
TGTTTCCTCC 
AGGAGAGGCC 
TGGACCCCTA 
CATTATTGGA 
GGTATTCATG 
GCGCATCCGT 
GGAGAAACCA 
TGGTGATGGC 



GAAGTTTTTC 
AGCTCTGGTC 
TGGGGCACTG 
TGCCCTCGGG 
GGTGGTGTCC 
CCTGTTGTCA 
AAGCCTGGCC 
CCTCATGGGA 
GAATCGGGAC 
CAACCTCTCT 
TCAGATCTAC 
TTTTGAGGAG 
GCTGCAGTAC 
AAATGGAACT 
GATGCACAAG 
AAAGGTAGAA 
GCCGGAGCAT 
CTACCACCAC 
CGTGGTGCTG 
GCAGGGCTCG 
CATTGCAGAC 
CCTCATCTGT 
CACGGCCCTG 
CACCATCCCA 
GCTCTTGCCC 
GTTGATTGTC 
TTGCTTCATT 
CTATAGCCGG 
CCATGTCTAT 
GAATAACTAC 
CATGACCAAC 
CCCCTACTCC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1360 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 



913 



WO 03/042661 



PCT/US02/36810 



TTTAAAGTCA 
CGGATTGGCT 
AAGATGTGTG 
CCACAGCATG 
ACCGTGCTTC 
AGGACGGGCT 
GCAGGCCGGA 
TCCAAGCTCT 
CTAGATCCCT 
CTGACCAAGG 
GGAAACTTCT 
TCCAAGATCA 
ATCCAGCGCA 
GTCACCACTG 
TTTGATCGGC 
ACAGCCACTT 
CTCAGAGGTT 
ATGAGAACTT 
ACCCTGGAAT 
ATGGGATTCA 
AGGTAAAAGC 
TGTAAAATAT 



TGGCTGTCAA 
TGGAGACAGA 
TCTCGGAAGC 
GGGAAATCAT 
ACGGCATCAA 
CTGGGAAGTC 
TTCTCATTGA 
CAGTGATCCC 
TTGACCGTCA 
CCATCTCAAA 
CTGTGGGGGA 
TCCTTATCGA 
CAATCCGTGA 
TGCTGAACTG 
CGGAGGTACT 
CTTCACTGAG 
CACACAGGTG 
CTCCTGGAAG 
AGGCTACTTG 
GTGATCATGT 
TTATAGTTTT 
AAAACTAAGG 



CATCGTGCTG 
GGCACAGTTC 
TCCTTTACAC 
ATTTCAGGAT 
CCTGACCATC 
CTCCTTGGGC 
CGGCGTGGAC 
TCAAGATCCA 
CACTGACCAG 
GTTCCCCAAA 
GAGGCAGCTG 
TGAAGCCACA 
AGCCTTCCAG 
TGACCACATC 
GCGGAAGAAG 
ATAAGGAGAT 
CAGCTTCGAG 
CAGGGGTAAA 
ATGGCTCTCA 
GGTTCTCCTT 
CTGATCTGTG 
AAAACTCAAA 



CAGCTGGCGT 
ACGGCTGTAG 
ATGGAAGGCA 
TATCACATGA 
CGCGGCCACG 
ATGGCTCTCT 
ATTTGCAGCA 
GTGCTGCTCT 
CAGATCTGGG 
AAGCTGCATA 
CTCTGCATTG 
GCCTCCATTG 
GGCTGCACCG 
CTGGTTATGG 
CCTGGGTCAT 
GTGGAGACTT 
GCCCACAGTC 
TGTAGGGGGG 
AGACCTTAGA 
TTAACTTACA 
TTAGAAGTGY 
AAAAAAAAAA 



CCAGCTTCCA 
AGAGGATACT 
CAAGTTGTCC 
AATACAGAGA 
AAGTGGTGGG 
TCCGCCTGGT 
TCGGCCTGGA 
CAGGAACCAT 
ATGCCTTGGA 
CAGATGTGGT 
CCAGGGCTGT 
ACATGGAGAC 
TGCTCGTCAT 
GCAATGGGAA 
TGTTOGCAGC 
CATGGAGGCT 
TGCGACCTTC 
GTGGGGATTG 
ACCCCAGAAC 
TGCTGAATAA 
TGCAAATGCT 



GGCCACTGCC 
GCAGTACATG 
CCAGGGGTGG 
CAACACACCC 
CATCGTGGGA 
GGAGCCCATG 
GGACTTGCGG 
CAGATTCAAC 
GAGGACATTC 
GGAAAACGGT 
GCTTCGCAAC 
AGACACCCTG 
TGCCCACCGT 
GGTGGTAGAA 
CCTCATGGCC 
GGCAGCTGAG 
TTGTTTGGAG 
CTGGATGGAA 
CATCTAAGAC 
TTTTATAATA 
GTACTGACTT 



3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 



A173 Protein sequence 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
943,1018-1034 
PFAM domains: 

Cellular Localization: 



EST 

Hs. 200102 
ALII 7 4 06 
none found 
none found 

169-185, 199-215, 275-291, 



304-320, 387-403, 770-786, 829-845, 907-923, 927- 



ABC_transporter [502-673], ABCjnembrane_region [163-432, 771-1060] 
ATP~binding_domains (508-516, 1139-1147J 
plasma membrane 



MTRKRTYWVP 
WGKYDAALRT 
SVHDASDKNV 
PILIIPKILE 
FAFEKLIQPK 
YTAFIAILCY 
FAKIIEGMES 
LQESPVFYVQ 



YVPQQAWIVS 
GGQKQRISLA 
LEFCGQIILL 
SQALATSLEB 
IVFLTIFSFW 
VGVCSSGIFT 
IFSEQFLVLS 
SPLFSHILNS 
LVTLAVALFV 
KMCVSEAPLH 
RTGSGKSSLG 
LDPFDRHTDQ 
SKIILIDEAT 
FDRPBVLRKK 



11 
I 

NSSGGLVNRG 
MIPFRPKPRF 
QRLHRLWEEE 
YSEEQLGNW 
SVIHITSGEA 
LLVFPLAVFM 
LTFCSKPGDG 
TLQDPSKALV 
ELHKINLWS 
GNIRENILMG 
RAVYSDRQIY 
ENGKICENGT 
SLNGNAVPEH 
WLSYWLEQGS 
KVTRKASTAL 
LMVIAVLLIV 
LQGLSSIHVY 
AFGISSTPYS 
MEGTSCPQGW 
MALFRLVEPM 
Q I WD ALERT F 
ASIDMBTDTL 
PGSLFAALMA 



21 
I 

IDIGDDMVSG 
PAPQPLDNAG 
VSRRGIEKAS 
HGVGLCFALF 
ISFPTGDVNY 
TRMAVKAQHH 
MAFSMLASLN 
FEEATLSWQQ 
KGMMLGVCGN 
GAYDKARYLQ 
LLDDPLSAVD 



GTNSSRESNG 
HNKLFNKVFR 
SVLSPYILLM 
GKTEDFISQF 
FKVMAVNIVL 
PQKGEIIFQD 
AGRILtDGVD 
LTKAISKFPK 
IQRTIREAFQ 
TATSSLR 



31 
I 

LIYKTYTLQD 
LFSYLTVSWL 
VLLVMLRFQR 
LSECVKSLSF 
LFEGVCYGPL 
TSEVSDQRIR 
LLRLSVFFVP 
TCPGIVKGAL 
TGSGKSSLLS 
VLHCCSLNRD 
AHVGKHIFEE 
YAQLIQKMHK 
GSLSWRVYHH 
TMADLGNIAD 
CPMSFFDTIP 
GAIIMVICFI 
KRLTDAQNNY 
QLASSFQATA 
YHMKYRDNTP 
ICSIGLEDLR 
KLHTDWENG 
GCTVLVIAHR 



TPLMIQSLRS 
TRLIFDALLG 
SSSWIINQRT 
VLITCASLVI 
VTSEVLTCIK 
IAVKGLTNSK 
ELERNGHASE 
AILEEMHLLE 
LELLPFGDMT 
CIKKTLRGKT 
EATSDMLQDT 
YIQAAGGYMV 
NPQLSFYQLV 
IGRLLNCFAG 
YYMMFKKAIG 
LLLFLSSTRW 
RIGLETEAQF 
TVLHGINLTI 
SKLSVIPQDP 
GNFSVGERQL 
VTTVLUCDHI 



SI 
I 

EAPGRAAVPP 
RLDENTIPPL 
ICFCIASVLG 
AIRFRAAVSS 
CSISSYFIIG 
LIKMYTWEKP 
SAVMRFKKFF 
GMTRPRDALG 
GSVGVQGSLA 
BIGERGLNLS 
WLVTHQLQY 
AKIAEKPKVE 
SCIIFFFWL 
YGLNALLLIC 
DLEQLDQLLP 
VFKRLENYSR 
MALRLEIMTN 
TAVERILQYM 
RGHEWGIVG 
VLLSGTIRPN 
LCIARAVLRN 
LVMGNGKWE 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



A174 DNA sequence 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



ESTs 

Hs. 128899 

AA983251 

AA983251 

1-1749 (underlined sequences correspond to start and stop codons) 



1 
I 

ATG CTGTCTG 
GGAAAGAAAC 
GACCGGGAGA 
GGGGAGGGGG 
CCGCGGCCGC 
CGCCTGCGTC 
TCCGGACGAC 
ACTCATAAGG 
GCTCCTGGAC 
COGCGCGGAA 
CTTCTOGGAG 
TGTGGGGCGC 
TGCTGCTGGC 



11 
I 

GCTTCTTGAT 
TTCCGTGGGA 
GGGAGAGCCG 
AGAAGGGGAA 
CGCCAGCTGG 
CTGGACGTTC 
AGCCCCGGGG 
CAGTCCCTAA 
CTAGGGCCCG 
AGCGCCGCGG 
ACCGTCCTGC 
TCGCCGCTCG 
TGOGCTGCTG 



21 
I 

GAGTCCCAGT 
GGCTTCCATC 
GCCGGAGGCT 
CCGGGGCGAG 
GCAGGCTCCC 
CCGGGGGAGG 
GCCTTCTGAC 
GGGGACCGGG 
GCGTCGTOGC 
GACAGTCAGT 
GCTCTCTGGA 
TCCGTCTCCT 
GCGGCGGGGG 



31 
I 

ACCCAGCACA 
GGTGCGCACA 
GCCGGGCTCC 

GGGACTGCGG 
GTCCGGTTGC 
TGCATCCCGA 
CCACCGGCTG 
CTCCTGGGCG 
GACGAGGCCC 
GACGCGCTGT 
CATCCTGGAA 
CGAGGGCCCA 



41 

I 

GAGCACAGTA 
CCTCCCGAGG 
TGTGGGACCG 
GGATCCGCGC 
CTGGGGGCGC 
CAGTGAAACC 
GATTTCCATC 
AGGACGGGGA 
TCGCGGCAGA 
GGGGGTCGCC 
CCGCGCCCAG 
CGCCGCTTCG 
GCGGCGAGTA 



51 
I 

CACTCCCGGA 
GCGAGGCAGC 
CGCTGCAGCC 
CCAGCAGCAG 
GCAGGACCCT 
TCCAGAGGCT 
AGCGAGTGCA 
TGGCTTAGGA 
GGGGAGTGGC 
GGGGCCACGA 
GGTGGTGCCA 
CTCCTGCAGC 
CTGCCACGGC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



914 



WO 03/042661 



PCT/US02/36810 



TGGCTGGACG CGCAGGGCGT CTGGCGCATC GGCTTCCAGT GTCCCGAGCG CTTCGACGGC 840 

GGCGACGCCA CCATCTGCTG CGGCAGCTGC GCGTTGCGCT ACTGCTGCTC CAGCGCCGAG 900 

GCGCGCCTGG ACCAGGGCGG CTGCGACAAT GACCGCCAGC AGGGCGCTGG CGAGCCTGGC 960 

CGGGCGGACA AAGACGGGCC CCGACGGCTC GGCAGGGCTT CATGTCTTAG GGGTACCCAA 1020 

GGAGACGGCG AGGGTGCGCC CCCACCCGTG AGGGCCTGGC AGCGGTGCTC CCCTGAAGGC 1080 

TCCCCGAAAG GAAGGCAGCT CCTCAGGGCT TTCCCGGGGC TGCTGCCCCG TGCCAGACGC 1140 

CGCGGATTCC CATCTTCTCC ACGCGGCGGC CCCTCTCCCC TGCAGCGGCC CGCCTTGCCC 1200 

ATCTAOGTGC CGTTCCTCAT TGTTGGCTCC GTGTTTGTCG CCTTTATCAT CTTGGGGTCC 1260 

CTGGTGGCAG CCTGTTGCTG CAGATGTCTC CGGCCTAAGC AGGATCCCCA GCAGAGCCGA 1320 

GCCCCAGGGG GTAACCGCTT GATGGAGACC ATCCCCATGA TCCCCAGTGC CAGCACCTCC 1380 

CGGGGGTCGT CCTCACGCCA GTCCAGCACA GCTGCCAGTT CCAGCTCCAG CGCCAACTCC 1440 

GGGGCCCGGG CGCCCCCAAC AAGGTCACAG ACCAACTGTT GCTTGCCGGA AGGGACCATG 1500 

AACAACGTGT ATGTCAACAT GCCCACGAAT TTCTCTGTGC TGAACTGTCA GCAGGCCACC 1S60 

CAGATTGTGC CACATCAAGG GCAGTATCTG CATCCCCCAT ACGTGGGGTA CACGGTGCAG 1620 

CACGACTCTG TGCCCATGAC AGCTGTGCCA CCTTTCATGG ACGGCCTGCA GCCTGGCTAC 1680 

AGGCAGATTC AGTCCCCCTT CCCTCACACC AACAGTGAAC AGAAGATGTA CCCAGCGGTG 1740 

ACTGTATAAC CGAGAGTCAC TGGTGGGTTC CTTTACTGAA GGGAGACGAA GGCAGGGGTG 1800 

GATTCTCGAG GTGGAAGTCC GCACATGTCG GTGGTATTTA TGGCACGATT CCTTTGGATG 1860 

GCTTCATTTG CCCCCAGACT GTATGAAAAC ATCTCCGAAT TAGCATTTCT GGATATGTTT 1920 

CATCCAGGGT ATCATTGATT TATGATGGAA AACCGGCCTC AGCTGGAGAT GACTGTGATG 1980 

TTGCTGATGG GTGTATAACA AATGCTTGAG TCCGAAGTGC CCTTGAGATA TGGTTGACGA 2040 

AAGAATTTTA TAAACTGATA AATTAAGGAT TTTTATTATG TTGTTATTAT TATTTCTTTT 2100 

TTGTTGTTGA CTGCACAGGA TCAAAATGCC TGTTATCTCC CTTTTACTGG GACTTTTTTT 2160 

TTTTTTTTTT TTTTTTTTAA TCAGACAGGG TCTTGCTCTG TTGCCCAGGC TGGAGTGCAG 2220 

TGGTGCGATC TCGGCTCACT GCAACTTCAG CCTCCTGGAT TCAGGCAACA CTCCTGCCTC 2280 

AGCCTCCCAC GTGGCTGGGA TTACAGGTGC CTGCCCCCAT GGCTAATTTT TTGTATTTTT 2340 

TGTAGAGATG GGGTTTCACC ATGTTGGCTG GGCTGGTCTC ACTCTCCTGA CCTCAAGCAA 2400 

TCTGCCTGTC TCAGCCTCCC AAAGTGCTGG GATTACAGGC GTGAGCCACC GCCCCCAGCC 2460 

TGAGCCTTTT TTTTTTTCTA ATGCATCCAA GGTTAAGGGG AAGACGCAAA TAACAGGACT 2520 

ATTCTAAAAG GAAACCTGTT TGAACTCTGT GAGATCAGTC ATCAGTCTCA GTATTCCACA 2580 

GGCACACCTT AATTTCATTG TAAAAAGATA TATATATTTT GTCTATTTTT GTGCTTTTGG 2640 

GGGCCTATTT TGTGCTTTTT TACCTTATGT AGAGATCTTA TTACAAAGTG ATTTTCTACA 2700 

TTAAAAAGAG ACTGAAATAA ATTGTATAGT TACTTAACTA ATGAAGACAT TTCAGAACTC 2760 

TGGGATGATT TTAATCTTGA AGTAGTAGGT GGTATAGTCA TAAAACCATT CATCCCCTTC 2820 

TTGATTGTAT CTTAATTTTC TGGCTTTAAG GTGACATCTG AGAGGTAATG CATTCTTTTT 2880 

TATATTGAAA TCATAAACTA TCACCCGCTG CTTCTCTGAG TTACTTTTAA TTTTGCCTTG 2940 

TGGTTATGGT TTGGCGTTTC CTTCTGTTTG GTTTTCAGAG CCCCATGTCT ATATAGTCCT 3000 

GAGTGCAAGT AATTACTATA CTTGTAAATG AAGATCAGTA TTTCTGCCTA GATCTGATAA 3060 

AAAAATTTTC TTGTCTTAGT TATAAAAATT CAAAGAAATG TGTTACAAAG ATACTTAGTA 3120 

TAGCTCCTCA GCCATAACCT GAGACTTGGG ATGAAATTTA AACCAGATAC GATTTACTTT 3180 

GCAGATCATA AGGCTTTTTA TACTCTTGTT ATCAAAATGG CTTATTTTTC AGGCACTAAG 3240 

GATTGTTAAG AGAAAAGCTT TTCAACGAAG GATTGCCTTT CTTCTCCCAC ACTGTTCTTG 3300 

ATTTCCTCTC TCTTTCAGGC CTCAACAGGC ACTGTATTCA TTGCCAATGT TCCAAATTAT 3360 

CAAATTCAAG TGAATTTATT TGTGTGTTCT TTACTTATAT AAAAAAAGAT AACTTTAAGG 3420 

ATGTGCAAGT ACATTTCCAA CTGCTAGCAC AACCAGTATT TTGTAATTAA ACAAATCGCT 3480 

GTATGGTATG GTCTTCTACA CATTTATGTC TATAGATATC TATOGATCAT CTTTCTATTC 3540 

TGTTTCATGA CTGAATAATG TAAAACCAGT GTTGGCAATT GGTATCATCA ATGATACTCA 3600 

TTTTTTAATA ACCAAAGGCA GGGGAAAATC ATTTTACTTA TTAATAAATA TTTTATGATG 3660 
TGAAAAAAAA AAAAAAAAAA AAAAAAAAAA 



A175 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



EST a 

Hs. 128899 
none found 
1-11 
402-424 

not determined 



1 11 21 31 41 51 

I I I I I I 

MLSGFLMSPS TQHRAQYTPG GKKLPWEASI GAHTSRGRGS DRERESRPBA AGLLWDRAAA 60 

GEAEKGNRGE PPAWIRAQQQ PRPPPAGQAP GTAAGGAQDP RLRPGRSRGR VRLPVKPPEA 120 

SGRQPRGPSD CIPRPPSASA THKAVPKGTG PPAEDGDGLG APGPRARRRR LLGVAAEGSG 180 

PRGKRRGTVS DEARGSPGPR LLGDRPALSG DALSAPRWP CGALAARPSP HPGTPLRSCS 240 

CCWLRCWRRG RGPSGEYCHG WLDAQGVWRI GFQCPERFDG GDATICCGSC ALRYCCSSAE 300 

ARLDQGGCDN DRQQGAGEPG RADKDGPRRL GRASCLRGTQ GDGEGAPPPV RAWQRCSPEG 360 

SPKGRQLLRA FPGLLPRARR RGPPSSPRGG PSPLQRPALP 1YVPFLIVGS VFVAFIILGS 420 

LVAACCCRCL RPKQDPQQSR APGGNRLMET IPMIPSASTS RG5SSRQSST AASSSSSANS 480 

GARAPPTRSQ TNCCLPEGTM NNVYVNMPTN FSVLNCQQAT QIVPHQGQYL HPPYVGYTVQ 540 
HDSVPMTAVP PFMDGLQPGY RQIQSPFPHT KSEQKMYPAV TV 

A176 DNA SEQUENCE 

Gene name: ESTs, Weakly similar to CGHU7L collagen alpha l(III) chain precursor [H. sapiens) 
Unigene number: Hs.19322 
Probeset Accession ft: AA08845& 
Nucleic Acid Accession ih AA088458 

Coding sequence: 862-1995 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I 1 I I 

GCCCTTGGAC ACTGACATGG ACTGAAGGAG TAGAATGGAG CACGAGGACA CTGACATGGA 

915 



WO 03/042661 



PCTAJS02/36810 



5 

10 

15 

20 

25 

30 

35 

40 
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60 

65 

70 

75 

80 



CTGAAGAAAA 
GCGCGGGGCC 
CTGGGCCAGA 
CGGCTACTGC 
TGTGCCAGCC 
ACCTCACCCC 
CTCACCCAGG 
GCGCTCATTA 
GATTCCACCT 
AGCCCTTCGA 
GCCCAGGCAC 
GCCTGCCCCC 
ACATGGGCTG 
TGGACAGTGG 
GGTCCCATCT 
AGAGGGCGCG 
CAGGACGAGG 
GTAAGCGGGG 
CTGGCCAAGG 
GGCCTGCATG 
TTGCCCCACG 
GACAGCTCCC 
CTGGGGTCCT 
GAGAGGCCAC 
GGCAGGTCCC 
GGAGTACGCA 
GAACCAGGGG 
TCAGTGTGTG 
CCCGATGCGG 
ACACTGTCCC 
CCTTCCGGAG 
TGCTGCACCT 
GCCCTCCTAC 
ACCTCCTGGG 
AGGTGGACTG 
GGCTGGGGTC 
TGGGGGATCC 
GGTGACTTCA 
GAGACAGGCT 
AAAGAAATAG 
CACGAGGGGA 
GCAGACCCTG 
GAGCAGCGTC 
GCGTGCACAC 
CAGAAGTGTC 
TTTTGTGTTG 
CTGGAATCCC 
CCCCATCTCT 
TCATAAACAC 
TAGACCCAGA 
AGAAATAAAA 



AGGAGCTGGA 
GCGACTGGTA 
GCAGAGCCAG 
CCAAGGTACA 
GGGCCCTGCC 
CGGTCTGGCA 
AGGTGACCGA 
AGCAGCTGTT 
TCATCTAGTC 
GGGTGGGCGC 
AGTCCCGGAG 
GGCTGGTCCC 
GGGGCTCTCT 
GGTACCCCTC 
TCAGGGAAAG 
GGGCGGCTCC 
TGGCTGTAGC 
GGTGCCTGCC 
CTGAGGGACC 
TGCCTCCCAC 
TTGAGTCCCA 
AGGCACGTCA 
GCTCACCCCC 
CTCCCTCAGC 
CTTGGGTGTC 
CTGGTGGGGG 
CACGGCAACA 
TGGGGCGCAG 
GGTCAGTGCG 
ACAAGGCACC 
CCCAGCTCCA 
GGTCTGCAGG 
CCTGAAGATG 
CAGGAAAGGG 
CAGCGCAGTG 
TGCCCACCAG 
TGGCATCTTT 
TCAGGAGACC 
GGCACCTCCG 
GTCCTCCCAG 
GAATTTAAAG 
CCTGGAGCCT 
CCTGGGCTCT 
TGTGATGACA 
CCCAGTTGAG 
ATCAAGTTCC 
AGCACTTGAG 
ACAARAAAAA 
CACAAGGAAA 
TACTAGAATT 
GAGATTTCTG 



GCAGGAGAAG 
CCAGCAGCAG 
CGCCGACTTT 
AGAGGTGGCC 
CCCGTCCTCC 
GCAGCAGACC 
GAAGAGTGAG 
TGAGGCCCGC 
CTTGTGGGCC 
CCCATCGCAC 
TGGGCGCCTT 
CGCACCGAGC 
TGAGTCCGCA 
CATGA GTTAG 
GCACTGCCCA 
GACGCGGGTC 
TCGGACGGAC 
TGGCTGGGGA 
CTGGCTGCAG 
AGACCCTGGG 
CACAACATCC 
TAGGCAAAGC 
CTTTGCTCTC 
CAAGGAAAAC 
ACTCCCTCAG 
GGCCCTGCTC 
GCATCGATGG 
GGCCTCOGAT 



TGTCTCAGAG 
TGCTAACCTG 
GGTGTCCCAG 
GGAGTGGGCT 
TGCAGGTCCT 
GGTGGGCCAG 
GGCCTCCCCA 
ACTGGACTGG 
GCCCACATAG 
GAAAAACTGC 
TTTACAGCTT 
GCCCCGGCTG 
GCCCTAGGAC 
ATCCGOGAGG 
CCCGGAAATG 
AATCTGCCCC 
AAGGAAAAGG 
GCCAGGAGTT 
AAAAAGAAAG 
CAATACACTA 
ATCAGAGAGA 
GAAACATGAA 



GAGGTGCTGC 
CTGCAACGAG 
GGGGCTGCAG 
CGGTGCCTGG 
TCCGGGCCCC 
ATCCTCATGC 
CGCATCACGC 
GCCCTGAGCC 
GCGTGGGCCC 
CCACCCTCTC 
CCTGCCGCCC 
GCTTGACTCC 
TAGTCCGCAG 
CGTCCCCCCG 
CGCCAGGCTG 
CAAGGGCAGC 
GGAAGTAGAT 
GCCCCAGGGA 
CGGATCGGCA 
GTGATGGCCT 
TGTGAQCCTG 
CTGTTTCCCC 
ACGCCCAGCC 
GAGAACCCCC 
CCCCTGCCCA 
AGCCCAACCT 
GTTCTGCAGC 
GCGGGGTCAG 
AGGGCCCCCT 
GAGGGGCCCT 
CCCACAGCAA 
GACAGGCCCA 
TTCCAGGGGA 
GAGGGCCTGT 
TGGCAGCCAG 
CGTCTGCCTT 
AAGCAGGAGA 
AGCTGGACCC 
CTTTCAGCCT 
GAAATCAGGC 
GCAGGGTCTA 
GCTGGGCGGG 
TGCCAGTAGC 
TCTCAGGATG 
AGAGGAACAC 
AACATCTCAG 
CCAGAGCAGC 
AAAGAAAATG 
TGAGACCCAG 
ATATAAAGTA 



TGCAGGGTTT 
TGCAGGAGCG 
GGAGCCCCCG 
GGGAGCTGCT 
CCTGCCCTGC 
TGAAGGAGCA 
AGCTGGAGCA 
AGCAGGACGG 
CCAGGGCCAG 
TGGCTGGAGA 
TTGCCAGATG 
GTTTKGGCTC 
CTACTACTGG 
TTTCCAGCGG 
CACTTCCAAC 
TTCCCGCTCA 
GGAGGGGGTG 
TAGCGGTCGG 
CGCCGGGTGG 
TCCCCCTCTT 
GCTCCCCAGG 
CGACTCAGGA 
TGTCCCCAGG 
AGGGTACAGG 
GGCCCACTCC 
GGAGGGTCCC 
CCAGGGCCCC 
TGCGTGGGGG 
CGTGTCCAGG 
GGCAGGCAGC 
CCCCACAGAG 
AGTCAGCCCA 
CATAAGGATG 
GCCCCACAGC 
GGAGAAGCCC 
TGAGGGTGCC 
CAGAACAGTG 
CGCAGCTGAA 
TGGTGTTCCG 
TAGTGAGTGG 
GGTGGCTGGC 
TCAGTCTOCG 
GTGTGCAGGT 
TTGAAATGTG 
ACCCACACCA 
CCGGGCGTGG 
CTGGGCAACG 
AGAGATCCAG 
CAGAAGCAAC 
ACAGTGTTTT 



GGAGATGATG 
CCAGCGCCGC 
CCCACTGGGG 
GGCTGCAGCC 
CCTGACGTCC 
GAACOGACTC 
GGAGAAGTCG 
GGGACCTCTG 
CCTGGCACTC 
CCCCCGGCAG 
GGCTCCCCAG 
CTGGTTGYTG 
CCGCTGTCAG 
TGCCGCCCTG 
AACGGGCAGC 
ACCAGGGCAC 
GGGACGGCCT 
ACTTCAGGTT 
GCGAGAGCTT 
GGCCGGGACG 
AGGGCCCCCA 
TTTCCAAGGC 
TTTCAGCTGG 
AGGAGGCTGG 
CGCTGGTGCT 
AGTGTCACCA 
CGATGCGGGG 
GCGCAGGGCC 
GCACTTTGGT 
GTGGCAACTC 
CCACATTCCC 
GCATGCAGCT 
TCAGGCCTGG 
CCCAGCACCC 
CCCGTCAGCA 
TGCCATGCCC 
TCTGTCCCGG 
GOGGAAATGT 
TGGAAGGTGA 
CCCTGGAGAC 
AGAGGCACAT 
TGCAGGATGT 
ACATACACGT 
TCCTTGGGGG 
GGCCTCAGGA 
TGGTTCACGC 
CAGTGAGAGA 
GTTTAAAAAT 
AGATTGACTC 
ATATATCTAA 



120 
1B0 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1600 
I860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 



A177 DMA SEQUENCE 



Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession ft: 
Coding sequence: 



21 



Cadherin 3, P-cadherin {placental) 

Hs.2877 

X63629 

X63629 

54-2543 (start and stop codons are underlined) 




CCTCCGAGCC 
CGGAGCAGGA 
CAGCTCTGTT 
AAAGAAGGTC 
GAAGACACAA 
CCTTCCCCCA 
ACAGCATCAC 
AGACAGGCTG 
TCTTTGGCCA 
TCATCGTGAC 
GTGTCTTAGA 
ATGATGCCAT 
AGGACCCACA 
CCAGTGGCCT 
TGGATGGGGA 
ACAATGCTCC 
GCCATGAGGT 
GTGCCACCTA 
CTGAGAGCAA 
AGCACACCCT 
CCACAGCCAC 



GCCCGGCCAG 
TAGCACTGAT 
ACTGAAGGAA 
GAGAGATTGG 
GAGACTGAAT 
GGGGCCGGGG 
GTTGTTGTTG 
CGCTGTGTCA 
CGACCAGAAT 
GGGAGTCCTA 
CTACACCTAC 
CGACCTCATG 
GGACCGGGAA 
CGGCTCCACC 
CATGTTTGAC 
GCAGAGGCTG 
CCTTATCATG 
CCAGGGCATC 
GTACGTTGAA 
CATAGTGGTC 



CGOGGCAGCT 
TCTCTCCTCC 
GTCTTCAGGG 
GCGCTGGGGA 
AATGATGACT 
AGGAATCCAT 
GTGGTTGCTC 
CAGCTCAAGT 
GCAGACAGCC 
AATAAGCCAC 
GAGAATGGTG 
GACCACAAGC 
CCAGGTACTT 
AATGGGGTGG 
TTCACAATTC 
AAAGTCCCTG 
ACCACGGCAG 
CCCCAGAAGT 
AOGGTCACTG 
GGCGGTGACG 
CTGACAACCA 
GTGACCAACG 
CACGTGGAGG 



31 
I 

GCTTCACCCC 
TTCTCCAGGT 
AGGCTGAAGT 
AAGTATTCAT 
TCACTGTGCG 
TGAAGATCTT 
CAATATCTGT 
CTAATAAAGA 
CCCCTGAGGG 
TGGACCGGGA 
CCTCAGTGGA 
CCAAGTTTAC 
CTGTGATGCA 
TTGCTTACTC 
ACCGGAGCAC 
AGTACACACT 
TGGCAGTAGT 
ACGAGGCCCA 
ATCTGGACGC 
ACGGGGACCA 
GGAAGGGTTT 
AGGCCCCTTT 
ATGTGAATGA 



41 
I 

TCTCTCTGCA 
TTGCTGGCTG 
GACCTTGGAG 

GAATGGCGAG 
CCCATCCAAA 
CCCTGAAAAT 
TAGAGACACC 
TGTCTTCGCT 
GGAGATTGCC 
GGACCCCATG 
CCAGGACACC 
GGTGACAGCC 
CATCCATAGC 
AGGCACCATC 
GACCATCCAG 
GGAGATCCTT 
TGTGCCTGAG 
CCCCAACTCA 
TTTTACCATC 
GGATTTTGAG 
TGTGCTGAAG 
GGCACCTGTG 



51 
I 

GCCATGGGGC 
CAGTGCGCGG 
GCGGGAGGCG 
GGGCAAGAGC 
ACAGTCCAGG 
CGTATCTTAC 
GGCAAGGGTC 
AAGATTTTCT 
GTAGAGAAGG 
AAGTATGAGC 
AACATCTCCA 
TTCCGAGGGA 
ACAGATGAGG 
CAAGAACCAA 
AGCGTCATCT 
GCCACAGACA 
GATGCCAATG 
AATGCAGTGG 
CCAGCGTGGC 
ACCACCCACC 
GCCAAAAACC 
CTCCCAACCT 
TTTGTCCCAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



916 



WO 03/042661 



PCT/US02/36810 



CCTCCAAAGT CGTTGAGGTC CAGQAGGGCA TCCCCACTGG GGAGCCTGTG TGTGTCTACA 1440 

CTGCAGAAGA CCCTGACAAG GAGAATCAAA AGATCAGCTA CCGCATCCTG AGAGACCCAG 1500 

CAGGGTGGCT AGCCATGGAC CCAGACAGTG GGCAGGTCAC AGCTGTGGGC ACCCTCGACC 1560 

GTGAGGATGA GCAGTTTGTG AGGAACAACA TCTATGAAGT CATGGTCTTG GCCATGGACA 1620 

ATGGAAGCCC TCCCACCACT GGCACGGGAA CCCTTCTGCT AACACTGATT GATGTCAACG 1680 

ACCATGGCCC AGTCCCTGAG CCCCGTCAGA TCACCATCTG CAACCAAAGC CCTGTGCGCC 1740 

ACGTGCTGAA CATCACGGAC AAGGACCTGT CTCCCCACAC CTCCCCTTTC CAGGCCCAGC 1800 

TCACAGATGA CTCAGACATC TACTGGACGG CAGAGGTCAA CGAGGAAGGT GACACAGTGG 1860 

TCTTGTCCCT GAAGAAGTTC CTGAAGCAGG ATACATATGA CGTGCACCTT TCTCTGTCTG 1920 

ACCATGGCAA CAAAGAGCAG CTGACGGTGA TCAGGGCCAC TGTGTGCGAC TGCCATGGCC 1980 

ATGTCGAAAC CTGCCCTGGA CCCTGGAAAG GAGGTTTCAT CCTCCCTGTG CTGGGGGCTG 2040 

TCCTGGCTCT GCTGTTCCTC CTGCTGGTGC TGCTTTTGTT GGTGAGAAAG AAGCGGAAGA 2100 

TCAAGGAGCC CCTCCTACTC CCAGAAGATG ACACCCGTGA CAACGTCTTC TACTATGGCG 2160 

AAGAGGGGGG TGGCGAAGAG GACCAGGACT ATGACATCAC CCAGCTCCAC CGAGGTCTGG 2220 

AGGCCAGGCC GGAGGTGGTT CTCCGCAATG ACGTGGCACC AACCATCATC CCGACACCCA 2280 

TGTACCGTCC TAGGCCAGCC AACCCAGATG AAATGGGCAA CTTTATAATT GAGAACCTGA 2340 

AGGCGGCTAA CACAGACCCC ACAGCCCCGC CCTACGACAC CCTCTTGGTG TTCGACTATG 2400 

AGGGCAGCGG CTCCGACGCC GCGTCCCTGA GCTCCCTCAC CTCCTCCGCC TCCGACCAAG 2460 

ACGAAGATTA CGATTATCTG AACGAGTGGG GCAGCCGCTT CAAGAAGCTG GCAGACATGT 2520 

ACGGTGGCGG GGAGGACGAC TAGGCGGCCT GCCTGCAGGG CTGGGGACCA AACGTCAGGC 2580 

CACAGAGCAT CTCCAAGGGG TCTCAGTTCC CCCTTCAGCT GAGGACTTOG GAGCTTGTCA 2640 

GGAAGTGGCC GTAGCAACTT GGCGGAGACA GGCTATGAGT CTGACGTTAG AGTGGTTGCT 2700 

TCCTTAGCCT TTCAGGATGG AGGAATGTGG GCAGTTTGAC TTCAGCACTG AAAACCTCTC 2760 

CACCTGGGCC AGGGTTGCCT CAGAGGCCAA GTTTCCAGAA GCCTCTTACC TGCCGTAAAA 2820 

TGCTCAACCC TGTGTCCTGG GCCTGGGCCT GCTGTGACTG ACCTACAGTG GACTTTCTCT 2880 

CTGGAATGGA ACCTTCTTAG GCCTCCTGGT GCAACTTAAT TTTTTTTTTT AATGCTATCT 2940 

TCAAAAOGTT AGAGAAAGTT CTTCAAAAGT GCAGCCCAGA GCTGCTGGGC CCACTGGCCG 3000 

TCCTGCATTT CTGGTTTCCA GACCCCAATG CCTCCCATTC GGATGGATCT CTGCGTTTTT 3060 

ATACTGAGTG TGCCTAGGTT GCCCCTTATT TTTTATTTTC CCTGTTGCGT TGCTATAGAT 3120 
GAAGGGTGAG GACAATCGTG TATATGTACT AGAACTTTTT TATTAAAGAA A 



A178 Protein sequence: 
Gene name : 
Unigene number: 
Probeset Accession #: 
Protein Accession #t 
Signal sequence: 
Transmembrane domain: 



Cadherin 3, P-cadherin (placental) 

Hs.2877 

X63629 

CAA4S177 

1-24 

659-675 



Cellular localization: 



plasma membrane 



1 
I 

MGLPRGPLAS 
QEPALFSTDN 
KGPFPQRLNQ 
YBLFGHAVSE 
DEDDAIYTYN 
TDMDGDGSTT 
AWRATYLIKG 
PTSTATIWH 
DPAGWIiAMDP 



TWLSLKKFL 
GAVLALLPLL 
GLEARPEWL 
DYEGSGSDAA 



11 

I 

LLXiLQVCWLQ 
DDFTVRNGET 
LKSNKDRDTK 
NGASVEDPMN 
GWAYSIHSQ 
TAVAWEILD 
GDDGDHFTIT 
VEDVNEAPVF 
DSGQVTAVGT 
RQITICNQSP 
KQDTYDVHLS 
LVLLLLVRKK 
RNDVAPTIIP 



21 
I 

CAASEPCRAV 
VQERRSLKER 
I FYS I TG PGA 
ISIIVTDQND 
EPKDPHDLMF 
ANDNAPMFDP 
THPESNQGIL 
VPPSKWEVQ 
LDREDEQFVR 
VRHVLNITDK 
LSDHGNKEQL 
RKIKEPLLLP 
TPMYRFRPAN 
DQDQDYDYLN 



31 
I 

FREAEVTLEA 
NPLKIFPSKR 
DSPPEGVFAV 
HKPKFTQDTF 
TIHRSTGTIS 
QKYEAHVPEN 
TTRKGLDFEA 
EGIPTGEPVC 
NNIYEVMVLA 
DLSPHTSPPQ 
TVIRATVCDC 
EEDTRDNVFY 
PDEIGNFIIB 
EWGSRFKKLA 



41 
1 

GGAEQEPGQA 



EKETGWLLUJ 
RGSVLEGVIiP 
VISSGLDREK 
AVGHEVQRLT 
KNGHTLYVEV 
VYTAKDPDKE 
MDNGSPPTTG 
AQLTDDSDIY 
HGHVETCPGP 
YGEEGGGEED 
NLKAANTDPT 
DMYGGGEDD 



51 
I 

LGKVFMGCPG 
VAPISVPENG 
KPLDREEIAK 
GTSVMQVTAT 
VPEYTLTIQA 
VTDLDAPNSP 
TNEAPFVLKL 
NQKISYRILR 
TGTLLLTLID 
WTAEVNEEGD 
WKGGFILPVL 
QDYDITQLHR 
APPYDTLIiVF 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



A179 DNA SEQUENCE 
Gene name: 
Unigene numbers 
Probeset Accession fts 
Nucleic Acid Accession #: 
Coding sequence: 



endothelial differentiation, lysophosphatidic acid G -protein- coupled receptor, 

HS. 258583 

NM_012152 

NMJ>12152 

43-1104 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CTTCTTTAAA TTTCTTTCTA GGATGTTCAC TTCTTCTCCA CAATGAATGA GTGTCACTAT 60 

GACAAGCACA TGGACTTTTT TTATAATAGG AGCAACACTG ATACTGTCGA TGACTGGACA 120 

GGAACAAAGC TTGTGATTGT TTTGTGTGTT GGGAOGTTTT TCTGCCTGTT TATTTTTTTT 180 

TCTAATTCTC TGGTCATCGC GGCAGTGATC AAAAACAGAA AATTTCATTT CCCCTTCTAC 240 

TACCTGTTGG CTAATTTAGC TGCTGCCGAT TTCTTCGCTG GAATTGCCTA TGTATTCCTG 300 

ATGTTTAACA CAGGCCCAGT TTCAAAAACT TTGACTGTCA ACCGCTGGTT TCTCCGTCAG 360 

GGGCTTCTGG ACAGTAGCTT GACTGCTTCC CTCACCAACT TGCTGGTTAT CGCCGTGGAG 420 

AGGCACATGT CAATCATGAG GATGCGGGTC CATAGCAACC TGACCAAAAA GAGGGTGACA 480 

CTGCTCATTT TGCTTGTCTG GGCCATCGCC ATTTTTATGG GGGCGGTCCC CACACTGGGC 540 

TGGAATTGCC TCTGCAACAT CTCTGCCTGC TCTTCCCTGG CCCCCATTTA CAGCAGGAGT 600 

TACCTTGTTT TCTGGACAGT GTCCAACCTC ATGGCCTTCC TCATCATGGT TGTGGTGTAC 660 

CTGCGGATCT ACGTGTACGT CAAGAGGAAA ACCAACGTCT TGTCTCCGCA TACAAGTGGG 720 

TCCATCAGCC GCCGGAGGAC ACCCATGAAG CTAATGAAGA CGGTGATGAC TGTCTTAGGG 780 
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GCGTTTGTGG TATGCTGGAC CCCGGGCCTG GTGGTTCTGC TCCTCGACGG CCTGAACTGC 840 

AGGCAGTGTG GCGTGCAGCA TGTGAAAAGG TGGTTCCTGC TGCTGQCGCT GCTCAACTCC 900 

GTCGTGAACC CCATCATCTA CTCCTACAAG GACGAGGACA TGTATGGCAC CATGAAGAAG 960 

ATGATCTGCT GCTTCTCTCA GGAGAACCCA GAGAGGCGTC CCTCTCGCAT CCCCTCCACA 1020 

GTCCTCAGCA GGAGTGACAC AGGCAGCCAG TACATAGAGG ATAGTATTAG CCAAGGTGCA 1080 

GTCTGCAATA AAAGCACTTC CTAAACTCTG GATGCCTCTC GGCCCACCCA GGTGATGACT 1140 
GTCTTAGG 



A1BQ Protein sequence? 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



endothelial differentiation, lysophosphatidic acid G -protein-coupled receptor, 7 

Hs. 258583 

NM_012152 

NP_0362B4 

none found 

31-53, 66-88, 150-172, 190-211, 239-261, 277-295 
plasma membrane 



1 11 21 31 41 51 

I I I I I I 

MNECHYDKHM DFFYNRSNTD TVDDWTGTKL VIVLCVGTFF CLPIPPSNSL VIAAVIKNRK 60 
FHFPFYYLLA NLAAADFFAG IAYVFLMFNT GPVSKTLTVN RWFLRQGLLD SSLTASLTNL 120 
LVIAVERHMS IMRMRVHSNI* TKKRVTLLIL LVWAIAIFMG AVPTLGWNCL CNISACSSLA 180 
PIYSRSYLVF WTVSNLMAFL IMWVYLRIY VYVKRIONVL SPHTSGSISR RRTPMKLMKT 240 
VMTVLGAFW CWTPGLWLL LDGLNCRQCG VQHVKRWFLL LALLNSWNP IIYSYKDEDM 300 
YGTMKKMICC FSQENPERRP SRIPSTVLSR SDTGSQYIED SISQGAVOJK STS 



A181 DNA SEQUENCE 

Gene name: ESTs 

Unigene number: Hs. 162 859 

Probeset Accession # : AA569531 

Nucleic Acid Accession #: AA569531 

Coding sequences 1-504 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGACCTACA GTTACTCATT TTTCAGGCCT GAGTTGATCG TTAATCATCT TAATTATGTT 60 

CATTCTGAAG CCAACAGGAG AACCAAGACC AAAACTTTAT TGTCTCTGCT TTCATTTCTT 120 

GATGAAACCT CTGGACTAAG CACACATCTT CCTTGTTTAT CTCTCTCAAA GGAGTGTGGA 180 

GTGCTTCATC TGGACATCCA CGGGAAGAAG GAAGACATGA GAATCACCCA ACAGTCTTCC 240 

CAGCTATACC TGTGGGACAT GGGTGGTTTT ACAATATTTA AGAACCTGTG GATGAGCCTC 300 

ATACCCAGAG GGAACAAACG CTCCCCAAAA AGAGTTACAG AAACCATCCT GAGAGATTTT 360 

AAGCAGAAGC AAAGTTCAAA GATCCAAGAG GAGAGACGAA GAGAGTCTGC AGGACCAAAC 420 

CTCTCTTCAT TCTGGTTTGT GGGGAATGCT GGAAGAGGAG ACAGGCCCCA GATTTGGGCA 480 

GGAAGTAAAC AGTTTTCAGG CTGAGGCCAA TCTGAGCAGG AACATTCCAA TATTTCTTCA 540 

GCTACGTTGT CCCAGCACTT CACTGGTTAA CCTTTTATGT CCACCATTTG TGGATTTCAC 600 

AGCTACTTGT CAATGGTGAA TATTGATCAT CATCATTATC TACTGAGCTG CTACCATATC 660 

CCAGCTACTC CTTGCATGTT GTTCATTATT TTCTCAACAC TCAGCATATT TGCAATATGT 720 

TATGTAATAT CACAGACAAG GAAACTGAAC GCAGAAATGT TTTATTTCTT GCCAAACATC 780 

ACATGAGGAT GAACAATGAA ACCGATTTGA AACCAGGATT GTCTGATTCC AACATCTCTG 840 
GGTCCTTTTT CACTCTGATA TGCTGCAATT AAAAAGCCAT TTCTAAGACT GT 



A182 Protein sequence: 

Gene name: ESTs 

Unigene number: Hs. 162859 

Probeset Accession #: AA569531 

Protein Accession #: none found 

Signal sequence: 1-46 

Transmembrane domains: none found 

Cellular Localization: not determined 



1 11 21 31 41 51 

I I 1 I I I 

MTYSYSFFRP ELIVNHLNYV HSEANRRTKT KTLLSLLSFL DBTSGLSTHL PCLSLSKECG 60 
VLHLDIHGKK EDMRITQQSS QLYLWDMGGF TIFKNLWMSL IPRGNKRSPK RVTETILRDP 120 
KQKQSSKIQE ERRRESAGPN LSSFWFVGNA GRGDRPQIWA GSKQFSG 



A183 DNA SEQUENCE 

Gene name: ESTs 

Unigene number: Hs. 179809 

Probeset Accession #: N95796 

Nucleic Acid Accession ft: XMJ)S0197 

Coding sequence: 310-1971 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

TCACACGTGC CAAGGGGCTG GCTCAGCGGA ACCAGCCTGC ACGCGCTGGC TCCGGGTGAC 60 

AGCCGCGCGC CTCGGCCAGG ATCTGAGTGA TGAGACGTGT CCCCACTGAG GTGCCCCACA 120 

GCAGCAGGTG TTGAGCATGG GCTGAGAAGC TGGACCGGCA CCAAAGGGCT GGCAGAAATG 180 

GGCGCCTGGC TGATTCCTAG GCAGTTGGCG GCAGCAAGGA GGAGAGGCCG CAGCTTCTGG 240 

AGCAGAGCCG AGACGAAGCA GTTCTGGAGT GCCTGAACGG CCCCCTGAGC CCTACCCGCC 300 
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5 

16 
15 
20 
25 
30 
35 
40 



TGGCCCACTA_ 
CTCTTGCTGG 
TATGTGCCGC 
GQCATTGGTC 
TGGCGTGGAC 
CTGAGCCTCT 
AGGCCCCTGG 
GTGTGCTTCA 
CGCCAGGCCT 
CTGCCTGCCA 
TGCCTCTTTG 
GCTGAGGAGG 
TCGCCCCACT 
CCCCGGCTGC 
GAGCTGTGCA 
GAGGGGCTGT 
GATGAAGGCG 
TTCTCTCTGG 
AGTGTGGCAG 
GTGACAGCTT 
ACACTGGCCT 
ACTGGAGGTG 
GGAGCTCCCT 
CCCGCGCTCT 
ACCGAGGCCA 
GCCTTCCTGC 
CAGTCTGTCA 
GCTACACAGG 
AGCACATTGG 
ATGGGGCTGC 
GCCACCCTGT 
CTCTCCCCAG 
TTATACAGGG 
ACCCAGGCTC 
GGGAGCTGAA 
CGTTTAATGT 
ACATATGAAA 
CCTCAGCCCC 
TT 



TGGTCCAGAG 
TCAACCTGCT 
CTCTGCTGCT 
CAGTGCTGGG 
GCTATGGCCG 
TTCTCATCCC 
AGCTGGCACT 
CTCCACTGGA 
ACTCTGTCTA 
TTGACTGGGA 
GCCTGCTCAC 
CAGCGCTGGG 
GCTGTCCATG 
ACCAGCTGTG 
GCTGGATGGC 
ACCAGGGCGT 
TTCGGATGGG 
TCATGGACCG 

CAGCCGCCCT 
CCCTCTACCA 
CTAGCAGTGA 
TCCCTAATGG 
GCGGGGCCTC 

TGT CCCAGGT 
CTGCCTATAT 
TAGTATTTGA 
GGTGGAGGGC 
CGGGCTGGCC 
GCTGCTGAGG 
TCTCTAGGGC 
AGGCCAGAAG 
AGGGTTAACA 
TAAACTCAGT 
AGCTCTTGCA 
GTTATTTGTA 
ACAGGCACTG 



GCTGTGGGTG 
AACCTTTGGC 
GGAAGTGGGG 
CCTGGTCTGT 
CCGCCGGCCC 
AAGGGCCGGC 
GCTCATCCTG 
GGCCCTGCTC 
TGCCTTCATG 
CACCAGTGCC 
CCTCATCTTC 
CCCCACCGAG 
CCGGGCCCGC 
CTGCCGCATG 
ACTCATGACC 
GCCCAGAGCT 
CAGCCTGGGG 
GCTGGTGCAG 
GGCTGCCGGT 
CACCGGGTTC 
COGGGAGAAG 
GGACAGCCTG 
ACACGTGGGT 
TGCCTGTGAT 

GGCCCCATCC 
GGTGTCTGCC 
CAAGAGCGAC 
CTGCCTCACT 
GCCAGTTTCT 
TGCGTAGCTG 
TGCCTGACTG 
GGCTCCATGC 
GCTAGCCTCC 
CACCTGGTTT 
TGGGAGTTTC 
GGGGAAGAGT 
GTCTTTTTTG 



AGCCGCCTGC 
CTGGAGGTGT 
GTAGAGGAGA 
GTCCCGCTCC 
TTCATCTGGG 
TGGCTAGCAG 
GGCGTGGGGC 
TCTGACCTCT 
ATCAGTCTTG 
CTGGCCCCCT 
CTCACCTGCG 
CCAGCAGAAG 
TTGGCTTTCC 
CCCCGCACCC 
TTCACGCTGT 
GAGCCGGGCA 
CTGTTCCTGC 
CGATTCGGCA 
GCCACATGCC 
ACCTTCTCAG 
CAGGTGTTCC 
ATGACCAGCT 
GCTGGAGGCA 
GTCTCCGTAC 
ATCTGCCTGG 
CTGTTTATGG 
GCAGGCCTGG 
TTGGCCAAAT 
GGGTCCCAGC 
GTTGCTGCCA 
CACAGCTGGG 
GAGGCCTTCC 
ACTGGAATGC 
TAGTTGAGAC 
CCCATCTCTA 
TAGGATGAAA 
CCTGAGGGGC 
CTNGANTCCA 



TGCGGCACCG 
GTTTGGOCGC 
AGTTCATGAC 
TAGGCTCAGC 
CACTGTCCTT 
GGCTGCTGTG 
TGCTGGACTT 
TCCGGGACCC 
GGGGCTGCCT 
ACCTGGGCAC 
TAGCAGCCAC 
GGCTGTCGGC 
GGAACCTGGG 
TGCGCCGGCT 
TTTACACGGA 
CCGAGGCCCG 
AGTGCGCCAT 
CTCGAGCAGT 
TGTCCCACAG 
CCCTGCAGAT 
TGCCCAAATA 
TCCTGCCAGG 
GTGGCCTGCT 
GTGTGGTGGT 
ACCTCGCCAT 
GCTCCATTGT 
GTCTGGTCGC 
ACTCAGCGTA 
TCCCCGCTCC 
AAGTAATGTG 
GGCTGGGGCG 
AAGGGGGTTT 
GGGGACTCTG 
ACACCTAGAG 
AGCCCCTTAA 
CACTCCTCCA 
AACACACAAG 
CCCCCCCCCT 



GAAAGCCCAG 
AGGCATCACC 
CATGGTGCTG 
CAGTGACCAC 
GGGCATCCTG 
CCCGGATCCC 
CTGTGGCCAG 
GGACCACTGT 
GGGCTACCTC 
CCAGGAGGAG 
ACTGCTGGTG 
CCCCTCCTTG 
CGCCCTGCTT 
CTTCGTGGCT 
TTTCGTGGGC 
GAGACACTAT 

CTATTTGGCC 
TGTGGCCGTG 
CCTGCCCTAC 
CCGAGGGGAC 
CCCTAAGCCT 
CCCACCTCCA 
GGGTGAGCCC 
CCTGGATAGT 
CCAGCTCAGC 
CATTTACTTT 
GAAAACTTCC 
TGTTAGCCCC 

TCCCTCTCCT 
CAGTCTGGAC 
CAGGTGGATT 
AAGGGTTTTT 
CCTGCAGCTT 
TGGGATTTGA 
AACCAGGTCC 
CTTTACCCTT 



360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1S00 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 



45 
50 
55 
60 
65 
70 



A1B4 Protein sequence; 
Gene name; 
unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs. 179809 
N9S796 
XP_050197 
none 

21-43, 53-75, 90- 
plasma membrane 



112, 125-147, 160-182, 199-221, 323-345, 350-372, 379-401 



MVQRLWVSRL 
PVLGLVCVPL 
ELALLILGVG 
IDWDTSALAP 
CCPCRARLAF 
YQGVPRAEPG 
AFPVAAGATC 
ASSEDSLMTS 
RWPGRGICL 
WFDKSDLAK 



11 
I 

LRHRKAQLLL 



LLDFCGQVCP 
YLGTQEECLF 
RNLGALLPRL 



LSHSVAWTA 
FLPGPKPGAP 
DLAILDSAFL 
YSA 



21 
I 

VNLLTFGLEV 
RYGRRRPFIW 
TPLEALLSDL 
GLLTLIFLTC 
HQLCCRMPRT 
VRMGSLGLFL 
SAALTGFTFS 
FPNGHVGAGG 
LSQVAPSLFM 



31 
I 

CLAAGITYVP 
ALSLGILLSIj 
FRDPPHCRQA 
VAATLLVAEB 
LRRLFVAELC 
QCAISLVFSL 
ALQILPYTLA 
SGLLPPPPAL 
GSIVQLSQSV 



41 

I 

PLLLBVGVEE 
FliIPRAGWLA 
YSVYAFMISL 
AALGPTEPAE 
SWMALMTFTL 
VMDRIjVQRFG 
SLYHREKQVF 
CGASACDVSV 
TAYMVSAAGL 



51 
I 

KFMTMVLGIG 
GUjCPDPRPIj 
GGCLGYLLPA 
GLSAPSLSPH 
FYTDFVGEGIi 
TRAVYLASVA 
LPKYRGDTGG 
RVWGEPTEA 

glvaiyfatq 



60 
120 
180 
240 
300 
360 
420 
480 
540 



A185 DNA SEQUENCE 
Gene name: ESTs 
Unigene number: Hs. 11260 

Probeset Accession #: R73640 
Nucleic Acid Accession #: AK002126 

Coding sequence: 1-1593 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

„ I I I I I 1 

/ D ATGGTTCGCC GGGGGCTGCT TGCGTGGATT TCCCGGGTGG TGGTTTTGCT GGTGCTCCTC 60 

TGCTGTGCTA TCTCTGTCCT GTACATGTTG GCCTGCACCC CAAAAGGTGA CGAGGAGCAG 120 

CTGGCACTGC CCAGGGCCAA CAGCCCCACG GGGAAGGAGG GGTACCAGGC CGTCCTTCAG 180 

GAGTGGGAGG AGCAGCACCG CAACTACGTG AGCAGCCTGA AGCGGCAGAT CGCACAGCTC 240 

AAGGAGGAGC TGCAGGAGAG GAGTGAGCAG CTCAGGAATG GGCAGTACCA AGCCAGCGAT 300 

oU GCTGCTGGCC TGGGTCTGGA CAGGAGCCCC CCAGAGAAAA CCCAGGCCGA CCTCCTGGCC 360 

TTCCTGCACT CGCAGGTGGA CAAGGCAGAG GTGAATGCTG GCGTCAAGCT GGCCACAGAG 420 

TATGCAGCAG TGCCTTTCGA TAGCTTTACT CTACAGAAGG TGTACCAGCT GGAGACTGGC 480 

CTTACCCGCC ACCCCGAGGA GAAGCCTGTG AGGAAGGACA AGCGGGATGA GTTGGTGGAA 540 

GCCATTGAAT CAGCCTTGGA GACCCTGAAC AATCCTGCAG AGAACAGCCC CAATCACCGT 600 
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CCTTACACGG CCTCTGATTT CATAGAAGGG 
TTQTATGAGC TCACCTTCAA AGGGGACCAC 
CGACCATTCG GCCCCATCAT GAAAGTGAAA 
ATCAATGTTA TCGTGCCTCT AGCAAAAAGG 
TTCAGGGAGA TGTGCATTGA GCAGGATGGG 
AAAGAAGAAA TAAATGAAGT CAAAGGAATA 
AGGAACTTTA CCTTCATCCA GCTGAATGGA 
GGAGCCCGCT TCTGGAAGGG AAGCAACGTC 
TTCACATCTG AATTCCTCAA TACGTGTAGG 
TATCCAGTTC TTTTCAGTCA GTACAATCCT 
CCTCCCTTGG AACAGCAGCT GGTCATAAAG 
TTTGGGATGA CGTGTCAGTA TCGGTCAGAC 
ATCAAAGGCT GGGGCGGAGA GGATGTGCAC 
ATAGTGGTAC GGACGCCTGT GOGAGGACTC 
GACGAGCTGA CCCCCGAGCA GTACAAGATG 
TCCCACGGCC AGCTGGGCAT GCTGGTGTTC 
CAGAAACAGA AGACAAGTAG CAAAAAAACA 



ATCTACCGAA CAGAAAGGGA CAAAGGGACA 660 

AAACACGAAT TCAAACGGCT CATCTTATTT 720 

AATGAAAAGC TCAACATGGC CAACACGCTT 780 

GTGGACAAGT TCCGGCAGTT CATGCAGAAT 840 

AGAGTCCATC TCACTGTTGT TTACTTTGGG 900 

CTTGAAAACA CTTCCAAAGC TGCCAACTTC 960 

GAATTTTCTC GGGGAAAGGG ACTTOATGTT 1020 

CTTCTCTTTT TCTGTGATGT GGACATCTAC 1080 

CTGAATACAC AGCCAGGGAA GAAGGTATTT 1140 

GGCATAATAT ACGGCCACCA TGATGCAGTC 1200 

AAGGAAACTG GATTTTGGAG AGACTTTGGA 1260 

TTCATCAATA TAGGTGGGTT TGATCTGGAC 1320 

CTTTATCGCA AGTATCTCCA CAGCAACCTC 1380 

TTCCACCTCT GGCATGAGAA GCGCTGCATG 1440 

TGCATGCAGT CCAAGGCCAT GAACGAGGCA 1500 

AGGCACGAGA TAGAGGCTCA CCTTCGCAAA 1560 
TGA 



A186 Protein sequence; 
Gene name: ESTs 
Unigene number: Hs.11260 
Probeset Accession #: R73640 
Protein Accession #: NP_060841 
Signal sequence: 1-26 
Transmembrane domains: none found 
Cellular Localization: not determined 

1 11 21 31 41 51 

I I I I I I 

MVRRGLLAWI SRVWLLVLL CCAISVLYML ACTPKGDEEQ LALPRANSPT GKEGYQAVLQ 60 
EWEEQHRNYV SSLKRQIAQL KEELQERSEQ LRNGQYQASD AAGLGLDRSP PEKTQADLLA 120 
FLHSQVDKAE VNAGVKLATE YAAVPFDSFT LQKVYQLETG LTRHPEEKPV RKDKRDELVE 180 
AIESALETLN NPAENSPNHR PYTASDFIEG IYRTEHDKGT LYELTFKGDH KHEFKRLILF 240 
RPFGPIMKVK NEKLNMANTL INVIVPLAKR VDKFRQFMQN FREMCIEQDG RVHLTWYFG 300 
KEE1NEVKGI LENTSKAANF RNFTFIQLNG EFSRGKGLDV GARFWKGSNV LLFFCDVDIY 360 
FTSEFLNTCR LNTQPGKKVF YPVLFSQYNP GIIYGHHDAV PPLEQQLVIK KETGFWRDFG 420 
FGMTCQYRSD FINIGGFDLD IKGWGGEDVH LYRKYLHSNL IWRTPVRGL FHLWHEKRCM 480 
DELTPEQYKM CMQSKAMNEA SHGQLGMLVF RHEIEAHLRK QKQKTSSKKT 

A187 DNA SEQUENCE 

Gene name: ATPase, Ca++ transporting, type 2C, member 1 

Unigene number: Hs. 106778 

Probeset Accession #: N51919 
Nucleic Acid Accession #: AF189723 

Coding sequence: 1-2712 (underlined sequences correspond to start and stop codons) 



' 1 11 21 31 41 51 

I I I I I I 

ATGATTCCTG TATTGACATC AAAAAAAGCA AGTGAATTAC CAGTCAGTGA AGTTGCAAGC 60 

ATTCTCCAAG CTGATCTTCA GAATGGTCTA AACAAATGTG AAGTTAGTCA TAGGCGAGCC 120 

TTTCATGGCT GGAATGAGTT TGATATTAGT GAAGATGAGC CACTGTGGAA GAAGTATATT 180 

TCTCAGTTTA AAAATCCCCT TATTATGCTG CTTCTGGCTT CTGCAGTCAT CAGTGTTTTA 240 

ATGCATCAGT TTGATGATGC CGTCAGTATC ACTGTGGCAA TACTTATCGT TGTTACAGTT 300 

GCCTTTGTTC AGGAATATCG TTCAGAAAAA TCTCTTGAAG AATTGAGTAA ACTTGTGCCA 360 

CCAGAATGCC ATTGTGTGCG TGAAGGAAAA TTGGAGCATA CACTTGCCCG AGACTTGGTT 420 

CCAGGTGATA CAGTTTGCCT TTCTGTTGGG GATAGAGTTC CTGCTGACTT ACGCTTGTTT 480 

GAGGCTGTGG ATCTTTCCAT TGATGAGTCC AGCTTGACAG GTGAGACAAC GCCTTGTTCT 540 

AAGGTGACAG CTCCTCAGCC AGCTGCAACT AATGGAGATC TTGCATCGAG AAGTAACATT 600 

GCCTTTATGG GAACACTGGT CAGATGTGGC AAAGCAAAGG GTGTTGTCAT TGGAACAGGA 660 

GAAAATTCTG AATTTGGGGA GGTTTTTAAA ATGATGCAAG CAGAAGAGGC ACCAAAAACC 720 

CCTCTGCAGA AGAGCATGGA CCTCTTAGGA AAACAACTTT CCTTTTACTC CTTTGGTATA 780 

ATAGGAATCA TCATGTTGGT TGGCTGGTTA CTGGGAAAAG ATATCCTGGA AATGTTTACT 840 

ATTAGTGTAA GTTTGGCTGT AGCAGCAATT CCTGAAGGTC TCCCCATTGT GGTCACAGTG 900 

AOGCTAGCTC TTGGTGTTAT GAGAATGGTG AAGAAAAGGG CCATTGTGAA AAAGCTGCCT 960 

ATTGTTGAAA CTCTGGGCTG CTGTAATGTG ATTTGTTCAG ATAAAACTGG AACACTGACG 1020 

AAGAATGAAA TGACTGTTAC TCACATATTT ACTTCAGATG GTCTGCATGC TGAGGTTACT 1080 

GGAGTTGGCT ATAATCAATT XGGGGAAGTG ATTGTTGATG GTGATGTTGT TCATGGATTC 1140 

TATAACCCAG CTGTTAGCAG AATTGTTGAG GCGGGCTGTG TGTGCAATGA TGCTGTAATT 1200 

AGAAACAATA CTCTAATGGG GAAGCCAACA GAAGGGGCCT TAATTGCTCT TGCAATGAAG 1260 

ATGGGTCTTG ATGGACTTCA ACAAGACTAC ATCAGAAAAG CTGAATACCC TTTTAGCTCT 1320 

GAGCAAAAGT GGATGGCTGT TAAGTGTGTA CACCGAACAC AGCAGGACAG ACCAGAGATT 1380 

TGTTTTATGA AAGGTGCTTA CGAACAAGTA ATTAAGTACT GTACTACATA CCAGAGCAAA 1440 

GGGCAGACCT TGACACTTAC TCAGCAGCAG AGAGATGTGT ACCAACAAGA GAAGGCACGC 1500 

ATGGGCTCAG CGGGACTCAG AGTTCTTGCT TTGGCTTCTG GTCCTGAACT GGGACAGCTG 1560 

ACATTTCTTG GCTTGGTGGG AATCATTGAT CCACCTAGAA CTGGTGTGAA AGAAGCTGTT 1620 

ACAACACTCA TTGCCTCAGG AGTATCAATA AAAATGATTA CTGGAGATTC ACAGGAGACT 1680 

GCAGTTGCAA TCGCCAGTCG TCTGGGATTG TATTCCAAAA CTTCCCAGTC AGTCTCAGGA 1740 

GAAGAAATAG ATGCAATGGA TGTTCAGCAG CTTTCACAAA TAGTACCAAA GGTTGCAGTA 1800 

TTTTACAGAG CTAGCCCAAG GCACAAGATG AAAATTATTA AGTOGCTACA GAAGAACGGT 1860 

TCAGTTGTAG CCATGACAGG AGATGGAGTA AATGATGCAG TTGCTCTGAA GGCTGCAGAC 1920 

ATTGGAGTTG CGATGGGCCA GACTGGTACA GATGTTTGCA AAGAGGCAGC AGACATGATC 1980 

CTAGTGGATG ATGATTTTCA AACCATAATG TCTGCAATCG AAGAGGGTAA AGGGATTTAT 2040 



920 
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AATAACATTA 
ATCTCATTGG 
ATCAATATTA 
GATGTCATTC 
CTTAAAATAC 
GAGCTACGAO 
TTTTTTGACA 
GGACTCTGCA 
CTAGTTATTT 
GATCTGTTGT 
AAGGTTGAAA 
CTTGAAGTAT 



AAAATTTCGT 
CTACATTAAT 
TTATGQATGG 
GTAAACCTCC 
TTGTTTCATC 
ACAATGTGAT 
TGTTCAATGC 
GTAATAGAAT 
ACTTTCCTCC 
TTCTTTTGGG 
GGAGCAGGGA 
GA 



TAGATTCCAG 
GAACTTTCCT 
ACCCCCAGCT 
TOGCAACTGG 
AATAATCATT 
TACACCTCGA 
ACTAAGTTCC 
GTTTTGCTAT 
GCTTCAGAAG 
TCTCACCTCA 
AAAGATCCAG 



CTGAGCACGA 
AATCCTCTCA 
CAGAGCCTTG 
AAAGACAGCA 
GTTTGTGGGA 
GACACAACAA 
AGATCCCAGA 
GCAGTTCTTG 
GTTTTTCAGA 
TCAQTGTGCA 
AAGCATGTTA 



GTATAGCAGC 
ATGCCATGCA 
GAGTAGAACC 
TTTTGACTAA 
CTTTGTTTGT 
TGACCTTCAC 
CCAAGTCTGT 
GATCCATCAT 
CTGAGAGCCT 
TAGTGGCAGA 
GTTGGACATC 



ATTAACTTTA 
GATTTTGTGG 
AGTGGATAAA 
AAACTTGATA 
CTTCTGGCGT 
ATGCTTTGTG 
GTTTGAGATT 
GGGACAATTA 
AAGCATACTG 
AATTATAAAG 
ATCATCTTTT 



2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 



A188 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence t 
Transmembrane domains*. 
Pfam domains: 
[744-889] 

Cellular Localization: 



ATPase, Ca++ transporting, type 2C, member 1 
Hs. 106778 
N51919 
AAP27813 
none found 
60-82, 86-108, 
Cation ATPase 



252-274, 282-304, 757-779, 827-849, 856-878 

I [6-83) , E1-E2 ATPase [89-324] , Hydrolase [328-649J , Cation ATPase C 



not determined 



MIPVLTSKKA 
SQFKNPLIML 
PECHCVRBGK 
KVTAPQPAAT 
PLQKSMDLLG 
TLALGVMRMV 
GVGYNQFGEV 
MGLDGLQQDY 
GQTLTLTQQQ 
TTLIASGVSI 
FYRASPRHKM 
LVDDDFQTIM 
INIIMDGPPA 
ELRDNVITPR 
LVIYFPPLQK 
LEV 



11 
I 

SELPVSEVAS 
LLASAVISVL 
LEHTLARDLV 



KQLSPYSFGI 
KKRAIVKKLP 
IVDGDWHGP 
IRKAEYPPSS 
RDVYQQERAR 
KMITGDSQET 
KIIKSLQKNG 
SAIEEGKGIY 
QSLGVBPVDK 
DTTMTFTCFV 
VFQTESLSIL 



21 
I 

ILQADLQNGL 
MHQFDDAVSI 
PGDTVCLSVG 
AFMGTLVRCG 
IGIIMLVGWL 
IVETLGCCNV 
YNPAVSRIVB 
EQKWMAVKCV 
MGSAGLRVLA 
AVAIASRLGL 
SWAMTGDGV 
NNIKNFVRFQ 
DVIRKPPRNW 
FFDMPNALSS 
DLLFLLGLTS 



31 
I 

NKCEVSHRRA 
TVAILIWTV 
DRVPADLRLF 
KAKGWIGTG 
LGKDILEMFT 
ICSDKTGTLT 
AGCVCNDAVI 
HRTQQDRPEI 
LASGPELGQL 
YSKTSQSVSG 
NDAVALKAAD 
LSTSIAALTL 
KDSILTKNLI 
RSQTKSVFEI 
SVCIVAEIIK 



41 
I 

FHGWNEFDIS 
AFVQEYRSEK 
EAVDLSIDE5 



ISVSLAVAAI 
KNEMTVTHIF 
RNNTLMGKPT 
CFMKGAYEQV 
TFLGLVGIID 
EEIDAMDVQQ 
IGVAMGQTGT 
ISLATLMNFP 
LKILVSSIII 
GLCSNRMFCY 
KVERSREKIQ 



51 
I 

EDBPLWKKYI 
SLEELSKLVP 
SLTGETTPCS 
MMQAEEAPKT 
PEGLPIWTV 
TSDGLHAEVT 
EGALIALAMK 
IKYCTTYQSK 
PPRTGVKEAV 
LSQIVPKVAV 
DVCKEAADMI 
NPLNAMQILW 
VCGTIiFVFWR 
AVLGSIMGQL 
KHVSSTSSSF 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



A189 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



ESTs 

Hs. 293185 

N62096 

N62096 

1-1284 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I 1 I 

ATGGGCTACC AGAGGCAGGA GCCTGTCATC CCGCCGCAGA GAGGATTGCC TTATTCAATG 60 

AAGCAAGCTG GGTTTCCTTT GGGAATATTG CTTTTATTCT GGGTTTCATA TGTTACAGAC 120 

TTTTCCCTTG TTTTATTGAT AAAAGGAGGG GCCCTCTCTG GAACAGATAC CTACCAGTCT 180 

TTGGTCAATA AAACTTTCGG CTTTCCAGGG TATCTGCTCC TCTCTGTTCT TCAGTTTTTG 240 

TATCCTTTTA TAGCAATGAT AAGTTACAAT ATAATAGCTG GAGATACTTT GAGCAAAGTT 300 

TTT CAAA GAA TCCCAGGAGT TGATCCTGAA AACGTGTTTA TTGGTCGCCA CTTCATTATT 360 

GGACTTTCCA CAGTTACCTT TACTCTGCCT TTATCCTTGT ACCGAAATAT AGCAAAGCTT 420 

GGAAAGGTCT CCCTCATCTC TACAGGTTTA ACAACTCTGA TTCTTGGAAT TGTAATGGCA 480 

AGGGCAATTT CACTGGGTCC ACACATACCA AAAACAGAAG ACGCTTGGGT ATTTGCAAAG 540 

CCCAATGCCA T TCAAGCGGT CGGGGTTATG TCTTTTGCAT TTATTTGCCA CCATAACTCC 600 

TTCTTAGTTT ACAGTTCTCT AGAAGAACCC ACAGTAGCTA AGTGGTCCCG CCTTATCCAT 660 

ATGTCCATCG TGATTTCTGT ATTTATCTGT ATATTCTTTG CTACATGTGG ATACTTGACA 720 

TTTACTGGCT TCACCCAAGG GGACTTATTT GAAAATTACT GCAGAAATGA TGACCTGGTA 780 

ACATTTGGAA GATTTTGTTA TGGTGTCACT GTCATTTTGA CATACCCTAT GGAATGCTTT 840 

GTGACAAGAG AGGTAATTGC CAATGTGTTT TTTGGTGGGA ATCTTTCATC GGTTTTCCAC 900 

ATTGTTGTAA CAGTGATGGT CATCACTGTA GCCACGCTTG TGTCATTGCT GATTGATTGC 960 

CTCGGGATAG TTCTAGAACT CAATGGTGTG CTCTGTGCAA CTCCCCTCAT TTTTATCATT 1020 

CCATCAGCCT GTTATCTGAA ACTGTCTGAA GAACCAAGGA CACACTCCGA TAAGATTATG 1080 

TCTTGTGTCA TGCTTCCCAT TGGTGCTGTG GTGATGGTTT TTGGATTCGT CATGGCTATT 1140 

ACAAATACTC AAGACTGCAC CCATGGGCAG GAAATGTTCT ACTGCTTTCC TGACAATTTC 1200 

TCTCTCACAA ATACCTCAGA GTCTCATGTT CAGCAGACAA CACAACTTTC TACTTTAAAT 1260 
ATTAGTATCT TTCAACTCGA GTAA 



A190 Protein sequence: 
Gene name : 
Unigene number: 
Probeset Accession §: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 



ESTs 

HS. 293185 
N62096 
none found 
none found 

28-50. 66-88-112-134, 



142-164, 217-239, 260-282, 298-320, 327-34B, 359-381 

921 



WO 03/042661 



PCT/US02/36810 



Cellular Localization: 



plasma membrane 



1 
I 

MGYQRQEPVI 
LVNKTFGFPG 
GLSTVTFTLP 
PNAIQAVGVM 
FTGFTQGDLF 
IWTVMVITV 
SCVMLPIGAV 
ISIFQLB 



11 
I 

PPQRGLPYSM 
YLLLSVLQFI, 
LSLYRNIAKL 
SFAFICHHNS 
ENYCRNDDLV 
ATLVSLLIDC 
VMVFGFVMAI 



21 
I 

KQAGFPLGIL 
YPFIAMISYN 
GKVSLISTGL 
FLVYSSLEEP 
TFGRFCYGVT 
LGIVLBLNGV 
TNTQDCTHGQ 



31 
I 

LLFWVSYVTD 
IIAQDTLSKV 
TTLILGIVMA 
TVAKWSRLIH 
V1LTYPMECF 
LCATPLIFII 
EMFYCFPDNF 



41 
I 

FSLVLLIKGG 
FQRIPGVDPE 
RAISLGPHIP 
MSIVISVFIC 
VTREVIANVF 
PSACYLKLSE 
SLTNTSESHV 



SI 
I 

ALSGTDTYQS 60 

NVFIGRHFII 120 

KTEDAWVFAK 180 

IFFATCGYLT 240 

FGGNLSSVFH 300 

EPRTHSDKIM 360 

QQTTQLSTLN 420 



A191 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



EST s 

Ha. 293185 

N62096 

N62096 

1-1203 (underlined sequences correspond to start and stop codons) 



1 
I 

ATGGGCTACC 
AAAGGAGGGG 
TTTCCAGGGT 
AGTTACAATA 
GATCCTGAAA 
ACTCTGCCTT 
ACAGGTTTAA 
CACATACCAA 
GGGGTTATGT 
GAAGAACCCA 
TTTATCTGTA 
GACTTATTTG 
GGTGTCACTG 
AATGTGTTTT 
ATCACTGTAG 
AATGGTGTGC 
CTGTCTGAAG 
GGTGCTGTGG 
CATGGGCAGG 
TCTCATGTTC 
TAA 



11 
I 

AGAGGCAGGA 
CCCTCTCTGG 
ATCTGCTCCT 
TAATAGCTGG 
ACGTGTTTAT 
TATCCTTGTA 
CAACTCTGAT 
AAACAGAAGA 
CTTTTGCATT 
CAGTAGCTAA 
TATTCTTTGC 
AAAATTACTG 
TCATTTTGAC 
TTGGTGGGAA 
CCACGCTTGT 
TCTGTGCAAC 
AACCAAGGAC 
TGATGGTTTT 
AAATGTTCTA 
AGCAGACAAC 



21 
I 

GCCTGTCATC 
AACAGATACC 
CTCTGTTCTT 
AGATACTTTG 
TGGTCGCCAC 
CCGAAATATA 
TCTTGGAATT 
CGCTTGGGTA 
TATTTGCCAC 
GTGGTCCCGC 
TACATGTGGA 
CAGAAATGAT 
ATACCCTATG 
TCTTTCATCG 
GTCATTGCTG 
TCCCCTCATT 
ACACTCCGAT 
TGGATTCGTC 
CTGCTTTCCT 
ACAACTTTCT 



31 
I 

CCGCCGCAGT 
TACCAGTCTT 
CAGTTTTTGT 
AGCAAAGTTT 
TTCATTATTG 
GCAAAGCTTG 
GTAATGGCAA 
TTTGCAAAGC 
CATAACTCCT 
CTTATCCATA 
TACTTGACAT 
GACCTGGTAA 
GAATGCTTTG 
GTTTTCCACA 
ATTGATTGCC 
TTTATCATTC 
AAGATTATGT 
ATGGCTATTA 
GACAATTTCT 
ACTTTAAATA 



41 
I 

TTTCCCTTGT 
TGGTCAATAA 
ATCCTTTTAT 
TTCAAAGAAT 
GACTTTCCAC 
GAAAGGTCTC 
GGGCAATTTC 
CCAATGCCAT 
TCTTAGTTTA 
TGTCCATCGT 
TTACTGGCTT 
CATTTGGAAG 
TGACAAGAGA 
TTGTTGTAAC 
TCGGGATAGT 
CATCAGCCTG 
CTTGTGTCAT 
CAAATACTCA 
CTCTCACAAA 
TTAGTATCTT 



51 



TTTATTGATA 


60 


AACTTTOGGC 


120 


AGCAATGATA 


180 


CCCAGGAGTT 


240 


AGTTACCTTT 


300 


CCTCATCTCT 


360 


ACTGGGTCCA 


420 


TCAAGCGGTC 


480 


CAGTTCTCTA 


540 


GATTTCTGTA 


600 


CACCCAAGGG 


660 


ATTTTGTTAT 


720 


GGTAATTGCC 


780 


AGTGATGGTC 


840 


TCTAGAACTC 


900 


TTATCTGAAA 


960 


GCTTCCCATT 


1020 


AGACTGCACC 


1080 


TACCTCAGAG 


1140 


TCAACTCGAG 


1200 



A192 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hb. 293185 
N62096 
none found 
1-26 

45-61, 92-108, 117-132, 191-207, 274-290, 
plasma membrane 



297-313, 335-351 



1 11 21 31 41 51 

I I I II I 

MGYQRQEPVI PPQFSLVLLI KGGALSGTDT YQSLVNKTFG FPGYLLLSVL QFLYPFIAMI 60 

SYNIIAGDTL SKVFQRIPGV DPENVFIGRH FIIGLSTVTF TLPLSLYRNI AKLGKVSLIS 120 

TQLTTLILGZ VMARAISLGP HIPKTEDAWV FAKPNAIQAV GVMSFAFICH HNSFLVYSSL 180 

EEPTVAKWSR LIHMSIVISV FICIFFATCG YLTFTGFTQG DLFENYCRND DLVTFGRFCY 240 

GVTVILTYPM ECFVTREVIA NVPPGGNLSS VFHIWTVMV ITVATLVSLL IDCLGIVLEL 300 

NGVLCATPLI FIIPSACYLK LSEEPRTHSD KIMSCVMLPI GAWMVFGFV MAITNTQDCT 360 
HGQEMFYCFP DNFSLTNTSE SHVQQTTQLS TLNISIFQLE 



A193 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



ESTs 

Hs. 2 93185 

N62096 

N62096 

1-1140 (underlined sequences correspond to start and stop codons) 



ATGGGCTACC 
CCAGGGTATC 
TACAATATAA 
CCTGAAAACG 
CTGCCTTTAT 
GGTTTAACAA 
ATACCAAAAA 



11 
I 

AGAGGCAGGA 
TGCTCCTCTC 
TAGCTGGAGA 
TGTTTATTGG 
CCTTGTACCG 
CTCTGATTCT 
CAGAAGACGC 



21 
I 

GCCTGTCATC 
TGTTCTTCAG 
TACTTTGAGC 
TCGCCACTTC 
AAATATAGCA 
TGGAATTGTA 
TTGGGTATTT 



31 
I 

CCGCCGCAGG 
TTTTTGTATC 
AAAGTTTTTC 
ATTATTGGAC 
AAGCTTGGAA 
ATGGCAAGGG 
GCAAAGCCCA 



41 
I 

TCAATAAAAC 
CTTTTATAGC 
AAAGAATCCC 
TTTCCACAGT 
AGGTCTCCCT 
CAATTTCACT 
ATGCCATTCA 



51 
I 

TTTCGGCTTT 60 

AATGATAAGT 120 

AGGAGTTGAT 180 

TACCTTTACT 240 

CATCTCTACA 300 

GGGTCCACAC 360 

AGCGGTCGGG 420 



922 



WO 03/042661 



PCTYUS02/36810 



GTTATGTCTT TTGCATTTAT TTGCCACCAT AACTCCTTCT TAGTTTACAG TTCTCTAQAA 480 

GAACCCACAG TAGCTAAGTG GTCCCGCCTT ATCCATATGT CCATCGTGAT TTCTGTATTT 540 

ATCTGTATAT TCTTTGCTAC ATGTGGATAC TTGACATTTA CTGGCTTCAC CCAAGGGGAC 600 

TTATTTGAAA ATTACTGCAG AAATGATGAC CTGGTAACAT TTGGAAGATT TTGTTATGGT 660 

5 GTCACTGTCA TTTTGACATA CCCTATGGAA TGCTTTGTGA CAAGAGAGGT AATTGCCAAT 720 

GTGTTTTTTG GTGGGAATCT TTCATCGGTT TTCCACATTG TTGTAACAGT GATGGTCATC 7 BO 

ACTGTAGCCA CGCTTGTGTC ATTGCTGATT GATTGCCTCG GGATAGTTCT AGAACTCAAT 840 

GGTGTGCTCT GTGCAACTCC CCTCATTTTT ATCATTCCAT CAGCCTGTTA TCTGAAACTG 900 

TCTGAAGAAC CAAGGACACA CTCCGATAAG ATTATGTCTT GTGTCATGCT TCCCATTGGT 960 

10 GCTGTGGTGA TGGTTTTTGG ATTCGTCATG GCTATTACAA ATACTCAAGA CTGCACCCAT 1020 

GGGCAGGAAA TGTTCTACTG CTTTCCTGAC AATTTCTCTC TCACAAATAC CTCAGAGTCT 1080 
CATGTTCAGC AGACAACACA ACTTTCTACT TTAAATATTA GTATCTTTCA ACTCGAGTAA 



15 A194 Protein sequence; 
Gene name : 
Unigene number: 
Probeset Accession #: 
Protein Accession # : 
Signal sequence : 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs. 293185 
N62096 
none found 
none found 

24-40, 70-86. 95-111, 
plasma membrane 



171-186, 253-269, 276-292, 314-330 



25 1 11 21 31 41 51 

I I I I I I 

MGYQRQEPVI PPQVNKTFGF PGYLLLSVLQ FLYPFIAMIS YNIIAGDTLS KVFQRIPGVD 60 

PENVFIGRHF IIGLSTVTFT LPLSLYRNIA KLGKVSLIST GLTTLILGIV MARA1SLGPH 120 

IPKTEDAWVF AKPNAIQAVG VMSFAFICHH NSFLVYSSLE EPTVAKWSRL IHMSIVISVF 180 

30 ICIFFATCGY LTFTGFTQGD LFEHYCRNDD LVTFGRFCYG VTVILTYPME CFVTREVIAN 240 

VFFGGKLSSV FHIWTVMVI TVATLVSLLI DCLGIVLELN GVLCATPLIF IIPSACYLKL 300 

SEEPRTHSDK IMSCVMLPIG AWMVFGFVM AITNTQDCTH GQEMFYCFPD NFSLTNTSES 360 
HVQQTTQLST LNISIFQLE 



35 



40 



A195 DNA SEQUENCE: 

Gene name: ESTs 

Unigene number: Hs. 2 93 185 

Probeset Accession #; N62096 

Nucleic Acid Accession #: N62096 

Coding sequence: 1-1389 (underlined sequences correspond to start and stop codons) 



45 
50 
55 
60 
65 
70 
75 
80 



i 
I 

ATGGGCTACC 
ACCCTTGTTT 
GTTGTCAACT 
GGGTTTCCTT 
GTTTTATTGA 
AAAACTTTCG 
ATAGCAATGA 
ATCCCAGGAG 
ACAGTTACCT 
TCCCTCATCT 
TCACTGGGTC 
ATTCAAGCGG 
TACAGTTCTC 
GTGATTTCTG 
TTCACCCAAG 
AGATTTTGTT 
GAGGTAATTG 
ACAGTGATGG 
GTTCTAGAAC 
TGTTATCTGA 
ATGCTTCCCA 
CAAGACTGCA 
AATACCTCAG 
TTTCAATGA 



11 
I 

AGAGGCAGGA 
CTGAACATGA 
CGATTATAGG 
TGGGAATATT 
TAAAAGGAGG 
GCTTTCCAGG 
TAAGTTACAA 
TTGATCCTGA 
TTACTCTGCC 
CTACAGGTTT 
CACACATACC 
TCGGGGTTAT 
TAGAAGAACC 
TATTTATCTG 
GGGACTTATT 
ATGGTGTCAC 
CCAATGTGTT 
TCATCACTGT 
TCAATGGTGT 
AACTGTCTGA 
TTGGTGCTGT 
CCCATGGGCA 
AGTCTCATGT 



21 
I 

GCCTGTCATC 
GTATAAAGAG 
ATCTGGTATA 
GCTTTTATTC 

GTATCTGCTC 
TATAATAGCT 
AAACGTGTTT 
TTTATCCTTG 
AACAACTCTG 
AAAAACAGAA 
GTCTTTTGCA 
CACAGTAGCT 
TATATTCTTT 
TGAAAATTAC 
TGTCATTTTG 
TTTTGGTGGG 
AGCCACGCTT 
GCTCTGTGCA 
AGAACCAAGG 
GGTGATGGTT 
GGAAATGTTC 
TCAGCAGACA 



31 
I 

CCGCCGCAGA 
AAAACCTGTC 
ATAGGATTGC 
TGGGTTTCAT 
GGAACAGATA 
CTCTCTGTTC 
GGAGATACTT 
ATTGGTCGCC 
TACCGAAATA 
ATTCTTGGAA 
GACGCTTGGG 
TTTATTTGCC 
AAGTGGTCCC 
GCTACATGTG 
TGCAGAAATG 
ACATACCCTA 
AATCTTTCAT 
GTGTCATTGC 
ACTCCCCTCA 
ACACACTCOG 
TTTGGATTCG 
TACTGCTTTC 
ACACAACTTT 



41 

I 

GAGATTTAGA 
AGTCTGCTGC 
CTTATTCAAT 
ATGTTACAGA 
CCTACCAGTC 
TTCAGTTTTT 
TGAGCAAAGT 
ACTTCATTAT 
TAGCAAAGCT 
TTGTAATGGC 
TATTTGCAAA 
ACCATAACTC 
GCCTTATCCA 
GATACTTGAC 
ATGACCTGGT 
TGGAATGCTT 
CGGTTTTCCA 
TGATTGATTG 
TTTTTATCAT 
ATAAGATTAT 
TCATGGCTAT 
CTGACAATTT 
CTACTTTAAA 



51 
I 

TGACAGAGAA 
TCTTTTTAAT 
GAAGCAAGCT 
CTTTTCCCTT 
TTTGGTCAAT 
GTATCCTTTT 
TTTTCAAAGA 
TGGACTTTCC 
TGGAAAGGTC 
AAGGGCAATT 
GCCCAATGCC 
CTTCTTAGTT 
TATGTCCATC 
ATTTACTGGC 
AACATTTGGA 
TGTGACAAGA 
CATTGTTGTA 
CCTOGGGATA 
TCCATCAGCC 
GTCTTGTGTC 
TACAAATACT 
CTCTCTCACA 
TATTAGTATC 



A196 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession §: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



ESTs 

Hs. 293185 
N62096 
none found 
none found 

37-53, 66-82, 109-125, 155-172, 
plasma membrane 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 



180-196, 255-271, 338-354, 361-377, 399-415 



11 
I 



21 
I 



31 
I 



41 
I 



51 
I 



MGYQRQEPVI PPQRDLDDRE TLVSEHEYKE KTCQSAALFN WNSIIGSGI IGLPYSMKQA 60 

923 



WO 03/042661 



PCT/US02/36810 



GFPLGILLLF WVSYVTDFSL VLLIKGGALS GTDTYQSLVN KTFGFPGYLL LSVLQFLYPF 120 

IAMISYNIIA GDTLSKVFQR IPGVDPENVF IGRHFIIGLS TVTFTLPLSI* YRNIAKLGKV 180 

SLI STGLTTL ILGIVMARAI SLGPHIPKTE DAWVFAKPNA IQAVGVMSFA FICHHNSFLV 240 

YSSLEEPTVA KWSRLIHMSI VISVPICIFF ATCGYLTFTG FTQGDLFENY CRNDDLVTFG 300 

RFCYGVTVIL TYPMECFVTR EVIANVFFGG NLSSVFHIW TVMVITVATL VSLLIDCLGI 360 

VLELNGVLCA TPLIFIIPSA CYLKLSEEPR THSDKIMSCV MLPIGAWMV FGFVMAITNT 420 
QDCTHGQEMF YCFPDNFSLT NTSESHVQQT TQLSTLNISI FQ 



A197 DNA SEQUENCE 
Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



ESTs 

HS. 31608 

H18836 

NM_017636 

1-3501 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

ATGGAGGATG CCTTCGGGGC AGCCGTGGTG ACCGTGTGGG ACAGCGATGC ACACACCACG 60 

GAGAAGCCCA CCGATGCCTA CGGAGAGCTG GACTTCACGG GGGCCGGCCG CAAGCACAGC 120 

AATTTCCTCC GGCTCTCTGA CCGAACGGAT CCAGCTGCAG TTTATAGTCT GGTCACACGC 180 

ACATGGGGCT TCCGTGCCCC GAACCTGGTG GTGTCAGTGC TGGGGGOATC GGGGGGCCCC 240 

GTCCTCCAGA CCTGGCTGCA GGACCTGCTG CGTCGTGGGC TGGTGCGGGC TGCCCAGAGC 300 

ACAGGAGCCT GGATTGTCAC TGGGGGTCTG CACACGGGCA TCGGCCGGCA TGTTGGTGTG 360 

GCTGTACGGG ACCATCAGAT GGCCAGCACT GGGGGCACCA AGGTGGTGGC CATGGGTGTG 420 

GCCCCCTGGG GTGTGGTCCG GAATAGAGAC ACCCTCATCA ACCCCAAGGG CTCGTTCCCT 480 

GCGAGGTACC GGTGGCGCGG TGACCCGGAG GACGGGGTCC AGTTTCCCCT GGACTACAAC 540 

TACTCGGCCT TCTTCCTGGT GGACGACGGC ACACACGGCT GCCTGGGGGG CGAGAACCGC 600 

TTCCGCTTGC GCCTGGAGTC CTACATCTCA CAGCAGAAGA CGGGCGTGGG AGGGACTGGA 660 

ATTGACATCC CTGTCCTGCT CCTCCTGATT GATGGTGATG AGAAGATGTT GACGCGAATA 720 

GAGAACGCCA CCCAGGCTCA GCTCCCATGT CTCCTCGTGG CTGGCTCAGG GGGAGCTGCG 780 

GACTGCCTGG CGGAGACCCT GGAAGACACT CTGGCCCCAG GGAGTGGGGG AGCCAGGCAA 840 

GGCGAAGCCC GAGATCGAAT CAGGCGTTTC TTTCCCAAAG GGGACCTTGA GGTCCTGCAG 900 

GCCCAGGTGG AGAGGATTAT GACCCGGAAG GAGCTCCTGA CAGTCTATTC TTCTGAGGAT 960 

GGGTCTGAGG AATTCGAGAC CATAGTTTTG AAGGCCCTTG TGAAGGCCTG TGGGAGCTCG 1020 

GAGGCCTCAG CCTACCTGGA TGAGCTGCGT TTGGCTGTGG CTTGGAACCG CGTGGACATT 1080 

GCCCAGAGTG AACTCTTTCG GGGGGACATC CAATGGCGGT CCTTCCATCT CGAAGCTTCC 1140 

CTCATGGACG CCCTGCTGAA TGACCGGCCT GAGTTCGTGC GCTTGCTCAT TTCCCACGGC 1200 

CTCAGCCTGG GCCACTTCCT GACCCOGATG CGCCTGGCCC AACTCTACAG CGCGGCGCCC 1260 

TCCAACTCGC TCATCCGCAA CCTTTTGGAC CAGGCGTCCC ACAGCGCAGG CACCAAAGCC 1320 

CCAGCCCTAA AAGGGGGAGC TGCGGAGCTC CGGCCCCCTG ACGTGGGGCA TGTGCTGAGG 1380 

ATGCTGCTGG GGAAGATGTG CGCGCCGAGG TACCCCTCCG GGGGCGCCTG GGACCCTCAC 1440 

CCAGGCCAGG GCTTCGGGGA GAGCATGTAT CTGCTCTCGG ACAAGGCCAC CTCGCCGCTC 1500 

TCGCTGGATG CTGGCCTCGG GCAGGCCCCC TGGAGCGACC TGCTTCTTTG GGCACTGTTG 1560 

CTGAACAGGG CACAGATGGC CATGTACTTC TGGGAGATGG GTTCCAATGC AGTTTCCTCA 1620 

GCTCTTGGGG CCTGTTTGCT GCTCCGGGTG ATGGCACGCC TGGAGCCTGA CGCTGAGGAG 1680 

GCAGCACGGA GGAAAGACCT GGCGTTCAAG TTTGAGGGGA TGGGCGTTGA CCTCTTTGGC 1740 

GAGTGCTATC GCAGCAGTGA GGTGAGGGCT GCCCGCCTCC TCCTCCGTCG CTGCCCGCTC 1800 

TGGGGGGATG CCACTTGCCT CCAGCTGGCC ATGCAAGCTG ACGCCCGTGC CTTCTTTGCC 1860 

CAGGATGGGG TACAGTCTCT GCTGACACAG AAGTGGTGGG GAGATATGGC CAGCACTACA 1920 

CCCATCTGGG CCCTGGTTCT CGCCTTCTTT TGCCCTCCAC TCATCTACAC CCGCCTCATC 1980 

ACCTTCAGGA AATCAGAAGA GGAGCCCACA CGGGAGGAGC TAGAGTTTGA CATGGATAGT 2040 

GTCATTAATG GGGAAGGGCC TGTCGGGACG GCGGACCCAG CCGAGAAGAC GCCGCTGGGG 2100 

GTCCCGCGCC AGTCGGGCCG TCCGGGTTGC TGCGGGGGCC GCTGCGGGGG GCGCCGGTGC 2160 

CTACGCCGCT GGTTCCACTT CTGGGGCGCG CCGGTGACCA TCTTCATGGG CAACGTGGTC 2220 

AGCTACCTGC TGTTCCTGCT GCTTTTCTCG CGGGTGCTGC TCGTGGATTT CCAGCCGGCG 2280 

CCGCCCGGCT CCCTGGAGCT GCTGCTCTAT TTCTGGGCTT TCACGCTGCT GTGCGAGGAA 2340 

CTGCGCCAGG GCCTGAGCGG AGGGGGGGGC AGCCTCGCCA GCGGGGGCCC CGGGCCTGGC 2400 

CATGCCTCAC TGAGCCAGCG CCTGCGCCTC TACCTCGCCG ACAGCTGGAA CCAGTGCGAC 2460 

CTAGTGGCTC TCACCTGCTT CCTCCTGGGC GTGGGCTGCC GGCTGACCCC GGGTTTGTAC 2520 

CACCTGGGCC GCACTGTCCT CTGCATCGAC TTCATGGTTT TCACGGTGCG GCTGCTTCAC 2580 

ATCTTCACGG TCAACAAACA GCTGGGGCCC AAGATCGTCA TCGTGAGCAA GATGATGAAG 2640 

GACGTGTTCT TCTTCCTCTT CTTCCTCGGC GTGTGGCTGG TAGCCTATGG CGTGGCCACG 2700 

GAGGGGCTCC TGAGGCCACG GGACAGTGAC TTCCCAAGTA TCCTGCGCCG CGTCTTCTAC 2760 

CGTCCCTACC TGCAGATCTT CGGGCAGATT CCCCAGGAGG ACATGGACGT GGCCCTCATG 2820 

GAGCACAGCA ACTGCTCGTC GGAGCCCGGC TTCTGGGCAC ACCCTCCTGG GGCCCAGGCG 2880 

GGCACCTGCG TCTCCCAGTA TGCCAACTGG CTGGTGGTGC TGCTCCTCGT CATCTTCCTG 2940 

CTCGTGGCCA ACATCCTGCT GGTCAACTTG CTCATTGCCA TGTTCAGTTA CACATTCGGC 3000 

AAAGTACAGG GCAACAGCGA TCTCTACTGG AAGGCGCAGC GTTACCGCCT CATCCGGGAA 3060 

TTCCACTCTC GGCCCGCGCT GGCCCCGCCC TTTATCGTCA TCTCCCACTT GCGCCTCCTG 3120 

CTCAGGCAAT TGTGCAGGCG ACCCCGGAGC CCCCAGCCGT CCTCCCCGGC CCTCGAGCAT 3180 

TTCCGGGTTT ACCTTTCTAA GGAAGCCGAG CGGAAGCTGC TAACGTGGGA ATCGGTGCAT 3240 

AAGGAGAACT TTCTGCTGGC ACGCGCTAGG GACAAGCGGG AGAGCGACTC CGAGCGTCTG 3300 

AAGCGCACGT CCCAGAAGGT GGACTTGGCA CTGAAACAGC TGGGACACAT CCGCGAGTAC 3360 

GAACAGCGCC TGAAAGTGCT GGAGCGGGAG GTCCAGCAGT GTAGCCGCGT CCTGGGGTGG 3420 

GTGGCCGAGG CCCTGAGCCG CTCTGCCTTG CTGCCCCCAG GTGGGCCGCC ACCCCCTGAC 3480 
CTGCCTGGGT CCAAAGACTGA 



A198 Protein sequence: 

Gene name: ESTs 

Unigene number: Hs. 31608 

Probeset Accession #: H18836 

Protein Accession #: none found 



924 



WO 03/042661 



PCT/US02/36810 



Signal sequence: none found 

Transmembrane domains: 214-230, 537-556, 642-662, 730-752, 760-782, 815-B37, 842-864, 877-899, 973-995 

Cellular Localization: plasma membrane 

5 

1 11 21 31 41 SI 

I I I I I I 

MEDAFGAAW TVWDSDAHTT EKPTDAYGEL DFTGAGRKHS NFLRLSDRTD PAAVYSLVTR 60 

TWGFRAPNLV VSVLGGSGGP VLQTWLQDLL RRGLVRAAQS TGAWIVTGGL HTGIGRHVGV 120 

10 AVRDHQMAST GGTKWAMGV APWGWRNRD TLINPKGSPP ARYRWRGDPE DGVQFPLDYN 180 

YSAFFLVDDG THGCLGGENR FRLRLESYIS QQKTGVGGTG IDIPVLT .T.T.I DGDEKMLTRI 240 

ENATQAQLPC LLVAGSGGAA DCLAETLEDT LAPGSGGARQ GEARDRIRRF FPKGDLEVLQ 300 

AQVERIMTRK ELLTVYSSED GSEEFETIVL KALVKACGSS EASAYLDELR LAVAWNRVDI 360 

AQSELFRGDI QWRSFHLEAS LMDALLNDRP EFVRLLISHG LSLGHFLTPM RLAQLYSAAP 420 

15 SNSLIRNLLD QASHSAGTKA PALKGGAAEL RPPDVGHVLR MLLGKMCAPR YPSGGAWDPH 480 

PGQGFGESMY LLSDKATSPL SLDAGLGQAP WSDLLLWALL LNRAQMAMYF WEMGSNAVSS 540 

ALQACLLLRV MARLEPDAEE AARRKDLAFK FEGMGVDLFG ECYRSSEVRA ARLLLRRCPL 600 

WGDATCLQLA MQADARAFFA QDGVQSLLTQ KWWGDMASTT PIWALVLAFF CPPLIYTRLI 660 

TFRKSEEEPT REELEFDMDS VINGEGPVGT ADPAEKTPLG VPRQSGRPGC CGGRCGGRRC 720 

20 LRRWFHFWGA PVTIFKGNW SYLLFLLLFS RVLLVDFQPA PPGSLELLLY FWAFTLLCEE 780 

LRQGLSGGGG SLASGGPGPG HASLSQRLRL YLADSWNQCD LVALTCFLLG VGCRLTPGLY 840 

HLGRTVLCID FMVFTVRLLH IFTVNKQLGP KIVIVSKMMK DVFFFLFFLG VWLVAYGVAT 900 

EGLLRPRDSD FPSILRRVFY RPYLQIFGQI PQEDMDVALM EHSNCSSEPG FWAHPPGAQA 960 

GTCVSQYANW LWLLLVIFL LVANILLVNL LIAMFSYTFG KVQGNSDLYW KAQRYRLIRE 1020 

25 FHSRPALAPP FIVISHLRLL LRQLCRRPRS PQPSSPALEH FRVYLSKEAE RKLLTWESVH 1080 

KENFLLARAR DKRESDSERL KRTSQKVDLA LKQLGHIREY EQRLKVLERE VQQCSRVLGW 1140 

VAEALSRSAL LPPGGPPPPD LPGSKD 



30 
35 
40 
45 
50 



60 



65 
70 
75 
80 



A199 DNA SEQUENCE 



Unigene number: Hs. 40808 

Probeset Accession ft: AA054237 
Nucleic Acid Accession #: AA054237 

Coding sequence: 1-894 (underlined sequences correspond to start and stop codona) 

1 11 21 31 41 51 

I I I I I I 

ATGGAGCCGC GGGCGCTCGT CACGGCGCTC AGCCTCGGCC TCAGCCTGTG CTCCCTGGGG 60 

CTGCTCGTCA CGGCCATCTT CACCGACCAC TGGTACGAGA CCGACCCCCG GCGCCACAAG 120 

GAGAGCTGCG AGCGCAGCCG CGCGGGOGCC GACCCCCCGG ACCAGAAGAA CCGCCTGATG 180 

CCGCTGTCGC ACCTGCCGCT GCGGGACTCG CCCCCGCTGG GGCGCCGGCT GCTCCCGGGC 240 

GGCCOGGGGC GCGCCGACCC CQAGTCCTGG CGCTCGCTCC TGGGGCTCGG CGGGCTGGAC 300 

GCCGAGTGCG GCOGGCCCCT CTTCGCCACC TACTCGGGCC TCTGGAGGAA GTGCTACTTC 360 

CTGGGCATCG ACCGGGACAT CGACACCCTC ATCCTGAAAG GTATTGCGCA GCGATGCACG 420 

GCCATCAAGT ACCACTTTTC TCAGCCCATC CGCTTGCGAA ACATTCCTTT TAATTTAACC 480 

AAGACCATAC AGCAAGATGA GTGGCACCTG CTTCATTTAA GAAGAATCAC TGCTGGCTTC 540 

CTCGGCATGG CCGTAGCCGT CCTTCTCTGC GGCTGCATTG TGGCCACAGT CAGTTTCTTC 600 

TGGGAGGAGA GCTTGACCCA GCACGTGGCT GGACTCCTGT TCCTCATGAC AGGGATATTT 660 

TGCACCATTT CCCTCTGTAC TTATGCCGCC AGTATCTCGT ATGATTTGAA CCGGCTCCCA 720 

AAGCTAATTT ATAGCCTGCC TGCTGATGTG GAACATGGTT ACAGCTGGTC CATCTTTTGC 780 

GCCTGGTGCA GTTTAGGCTT TATTGTGGCA GCTGGAGGTC TCTGCATCGC TTATCCGTTT 840 
ATTAGCCGGA CCAAGATTGC ACAGCTAAAG TCTGGCAGAG ACTCCACGGT ATGA 



55 A200 Protein sequence: 

Gene name: ESTb 

Unigene number t Hs. 40808 

Probeset Accession Si AA054237 

Protein Accession # : none found 

Signal sequence: 1-18 

Transmembrane domains: 179-201, 209-231, 257-279 

Cellular Localization: plasma membrane 



1 11 21 31 41 51 

1 I I I 1 I 

MEPRALVTAL SLGLSLCSLG LLVTAIPTDH WYBTDPRRHK ESCERSRAGA DPPDQKNRLM 60 
PLSHLPLRDS PPLGRRLLPG GPGRADPESW RSLLGLGGLD AECGRPLFAT YSGLWRKCYF 120 
LGIDRDIDTL ILKGIAQRCT AIKYHFSQPI RLRNIPFNLT KTIQQDEWHL LHLRRITAGF 180 
LGMAVAVLLC GCIVATVSFF WEESLTQHVA GLLFLMTGIF CTISLCTYAA SISYDLNRLP 240 
KLIYSLPADV EHGYSWSIFC AWCSLGFXVA AGGLCXAYPF ISRTKIAQLK SGRDSTV 

A201 DNA SEQUENCE 
Gene name: GDA14 
Unigene number: Es.26813 
Probeset Accession #: N32912 
Nucleic Acid Accession #: NM_016570 

Coding sequence: 1- 1134 (underlined sequences correspond to start and stop codons) 

1 11 21 31 41 51 

I I I I I I 

ATGAGGCGAC TGAATCGGAA AAAAACTTTA AGTTTGGTAA AAGAGTTGGA TGCCTTTCCG 60 
AAGGTTCCTG AGAGCTATGT AGAGACTTCA GCCAGTGGAG GTACAGTTTC TCTAATAGCA 120 



925 



WO 03/042661 



TTTACAACTA TGGCTTTATT AACCATAATG GAATTCTCAG TATATCAAGA TACATGGATG 180 

AAGTATGAAT ACGAAGTAGA CAAGGATTTT TCTAGCAAAT TAAGAATTAA TATAGATATT 240 

ACTGTTGCCA TGAAGTGTCA ATATGTTGGA GCGGATGTAT TGGATTTAGC AGAAACAATG 300 

GTTGCATCTG CAGATGGTTT AGTTTATGAA CCAACAGTAT TTGATCTTTC ACCACAGCAG 360 

AAAGAGTGGC AGAGGATGCT GCAGCTGATT CAGAGTAGGC TACAAGAAGA GCATTCACTT 420 

CAAGATGTGA TATTTAAAAG TGCTTTTAAA AGTACATCAA CAGCTCTTCC ACCAAGAGAA 480 

GATGATTCAT CACAGTCTCC AAATGCATGC AGAATTCATG GCCATCTATA TGTCAATAAA 540 

GTAGCAGGGA ATTTTCACAT AACAGTGGGC AAGGCAATTC CACATCCTCG TGGTCATGCA 600 

CATTTGGCAG CACTTGTCAA CCATGAATCT TACAATTTTT CTCATAGAAT AGATCATTTG 660 

TCTTTTGGAG AGCTTGTTCC AGCAATTATT AATCCTTTAG ATGGAACTGA AAAAATTGCT 720 

ATAGATCACA ACCAGATGTT CCAATATTTT ATTACAGTTG TGCCAACAAA ACTACATACA 780 

TATAAAATAT CAGCAGACAC CCATCAGTTT TCTGTGACAG AAAGGGAACG TATCATTAAC 840 

CATGCTGCAG GCAGCCATGG AGTCTCTGGG ATATTTATGA AATATGATCT CAGTTCTCTT 900 

ATGGTGACAG TTACTGAGGA GCACATGCCA TTCTGGCAGT TTTTTGTAAG ACTCTGTGGT 960 

ATTGTTGGAG GAATCTTTTC AACAACAGGC ATGTTACATG GAATTGGAAA ATTTATAGTT 1020 

GAAATAATTT GCTGTCGTTT CAGACTTGGA TCCTATAAAC CTGTCAATTC TGTTCCTTTT 1080 
GAGGATGGCC ACACAGACAA CCACTTACCT CTTTTAGAAA ATAATACACA TTGA 



A202 Protein sequence: 

Gene name: CDA14 

Unigene number: Hs. 26813 

Probeset Accession Jh N32912 

Protein Accession #: NP_0576S4 

Signal sequence: none found 

Transmembrane domains: none found 

Cellular Localization: nuclear 



1 11 21 31 41 51 

! I I I I I 

MRRLNRKKTIi SLVKELDAFP KVPESYVETS ASGGTVSLIA FTTMALLTIM EFSVYQDTWM 60 

KYEYEVDKDF SSKLRINIDI TVAMKCQYVG ADVLDLAETM VASADGLVYE PTVFDLSPQQ 120 

KEWQRMLQLI QSRLQEEHSL QDVIFKSAFK STSTALPPRE DDSSQSPNAC RIHGHLYVNK 180 

VAGNFHITVG KAIPHPRGHA HLAALVNHES YNFSHRIDHL SFGELVPAII NPLDGTEKIA 240 

1DHNQMFQYF ITWPTKLHT YKISADTHQF SVTERERIIN HAAGSHGVSG IFMKYDLSSL 300 

MVTVTEEHMP FWQFFVRLCG IVGGIFSTTG MLHGIGKFIV EIICCRFRLG SYKPVNSVPF 360 
EDGHTDNHLP LLENNTH 



A203 DNA SEQUENCE 

Gene name: dipeptidylpeptidase IV (CD26, adenosine deaminase complexing protein 

Unigene number: Hs.44926 
Probeset Accession ft: S79876 
Nucleic Acid Accession ft: NM_001935.1 

Coding sequence: 76-2301 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CGCGCGTCTC CGCCGCCCGC GTGACTTCTG CCTGCGCTCC TTCTCTGAAC GCTCACTTCC 60 

GAGGAGACGC CGACGATGAA GACACCGTGG AAGATTCTTC TGGGACTGCT GGGTGCTGCT 120 

GCGCTTGTCA CCATCATCAC OGTGCCCGTG GTTCTGCTGA ACAAAGGCAC AGATGATGCT 180 

ACAGCTGACA GTCGCAAAAC TTACACTCTA ACTGATTACT TAAAAAATAC TTATAGACTG 240 

AAGTTATACT CCTTAAGATG GATTTCAGAT CATGAATATC TCTACAAACA AGAAAATAAT 300 

ATCTTGGTAT TCAATGCTGA ATATGGAAAC AGCTCAGTTT TCTTGGAGAA CAGTACATTT 360 

GATGAGTTTG GACATTCTAT CAATGATTAT TCAATATCTC CTGATGGGCA GTTTATTCTC 420 

TTAGAATACA ACTACGTGAA GCAATGGAGG CATTCCTACA CAGCTTCATA TGACATTTAT 480 

GATTTAAATA AAAGGCAGCT GATTACAGAA GAGAGGATTC CAAACAACAC ACAGTGGGTC 540 

ACATGGTCAC CAGTGGGTCA TAAATTGGCA TATGTTTGGA ACAATGACAT TTATGTTAAA 600 

ATTGAACCAA ATTTACCAAG TTACAGAATC ACATGGACGG GGAAAGAAGA TATAATATAT 660 

AATGGAATAA CTGACTGGGT TTATGAAGAG GAAGTCTTCA GTGCCTACTC TGCTCTGTGG 720 

TGGTCTCCAA ACGGCACTTT TTTAGCATAT GCCCAATTTA ACGACACAGA AGTCCCACTT 780 

ATTGAATACT CCTTCTACTC TGATGAGTCA CTGCAGTACC CAAAGACTGT ACGGGTTCCA 840 

TATCCAAAGG CAGGAGCTGT GAATCCAACT GTAAAGTTCT TTGTTGTAAA TACAGACTCT 900 

CTCAGCTCAG TCACCAATGC AACTTCCATA CAAATCACTG CTCCTGCTTC TATGTTGATA 960 

GGGGATCACT ACTTGTGTGA TGTGACATGG GCAACACAAG AAAGAATTTC TTTGCAGTGG 1020 

CTCAGGAGGA TTCAGAACTA TTCGGTCATG GATATTTGTG ACTATGATGA ATCCAGTGGA 1080 

AGATGGAACT GCTTAGTGGC ACGGCAACAC ATTGAAATGA GTACTACTGG CTGGGTTGGA 1140 

AGATTTAGGC CTTCAGAACC TCATTTTACC CTTGATGGTA ATAGCTTCTA CAAGATCATC 1200 

AGCAATGAAG AAGGTTACAG ACACATTTGC TATTTCCAAA TAGATAAAAA AGACTGCACA 1260 

TTTATTACAA AAGGCACCTG GGAAGTCATC GGGATAGAAG CTCTAACCAG TGATTATCTA 1320 

TACTACATTA GTAATGAATA TAAAGGAATG CCAGGAGGAA GGAATCTTTA TAAAATCCAA 1380 

CTTATTGACT ATACAAAAGT GACATGCCTC AGTTGTGAGC TGAATCCGGA AAGGTGTCAG 1440 

TACTATTCTG TGTCATTCAG TAAAGAGGCG AAGTATTATC AGCTGAGATG TTCOGGTCCT 1500 

GGTCTGCCCC TCTATACTCT ACACAGCAGC GTGAATGATA AAGGGCTGAG AGTCCTGGAA 1560 

GACAATTCAG CTTTGGATAA AATGCTGCAG AATGTCCAGA TGCCCTCCAA AAAACTGGAC 1620 

TTCATTATTT TGAATGAAAC AAAATTTTGG TATCAGATGA TCTTGCCTCC TCATTTTGAT 1680 

AAATCCAAGA AATATCCTCT ACTATTAGAT GTGTATGCAG GCCCATGTAG TCAAAAAGCA 1740 

GACACTGTCT TCAGACTGAA CTGGGCCACT TACCTTGCAA GCACAGAAAA CATTATAGTA 1800 

GCTAGCTTTG ATGGCAGAGG AAGTGGTTAC CAAGGAGATA AGATCATGCA TGCAATCAAC 1860 

AGAAGACTGG GAACATTTGA AGTTGAAGAT CAAATTGAAG CAGCCAGACA ATTTTCAAAA 1920 

ATGGGATTTG TGGACAACAA ACGAATTGCA ATTTGGGGCT GGTCATATGG AGGGTACGTA 1980 

ACCTCAATGG TCCTGGGATC GGGAAGTGGC GTGTTCAAGT GTGGAATAGC CGTGGCGCCT 2040 
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GTATCCCGGT 
CCAGAAGACA 
AAACAAGTTG 
TCAGCTCAGA 
ACTGATGAAG 
AGCCACTTCA 
AAGCTTATTA 
TGATCTTTAA 
ATACCTATCA 
TTGAATTATC 
CAAATAGGAA 
TTTCTAACTG 
AGTGATGTCA 
TGGCTGGGAA 
AGAAGAGCTG 
CAGGAAATCA 
AAAGAAATGT 
TGCTACAAAA 
TACTGATGTT 
CTGTTAAAAG 
TTTTTCTTAT 
TCATTTTAAA 
CTATGGAATT 



GGGAGTACTA 

ACCTTGACCA 

AGTACCTCCT 

TCTCCAAAGC 

ACCATGGAAT_ 

TAAAACAATG 

AAACTCATTT 

AATACACACT 

TCTTAAGTAG 

CGGTCGGGTT 

TTGTTTTTAT 

GACTGGTTCA 

CTAGGGCAGG 

CCCAAGTCCA 

TTCACCACGA 

AATATCGAAA 

AAGGGAAACT 

ACACAGCAAG 

CCTAGTGAAA 

ATGAAAATAT 

TTCATTTCTT 

AAATGGAACA 

TCTCCCAGTC 



TGACTCAGTG 
TTACAGAAAT 
TATTCATGGA 
CCTGGTCGAT 
AGCTAGCAGC 
TTTCTCTTTA 
TTGTTTTCAT 
CAAATCAAGA 
GGACTTCTGT 
TTATTGTTTA 
GGAGGCTTTG 
AATGTTGTTC 
GACAGGATAA 
AGCATACCAA 
GACTGGCACA 
GCACTGACTT 
GCCAGCAACG 
GGTGATGGGA 
GAGGCAGCTT 
TTGTATCACA 
TGAGTGTCTT 
TAAAATACAA 
ATTTAATAAA 



TACACAGAAC 
TCAACAGTCA 
ACAGCAGATG 
GTTGGAGTGG 
ACAGCACACC 
CCTTAGCACC 
TATCTCAAAA 
AACTTAAGGT 
CTTCACAACA 
AAATCATTTC 
CATAGATTCC 
TCTTCTTTAA 
GAGGGATTAG 
CACGAGCAGG 
GTTTTCTGAG 
CTAAGTAAAC 
CAGCCCCCAG 
AAGCATTGTA 
GAAACTGAGA 
AATCTTAACT 
AATTAAAAGA 
TGTTATGTAT 
TGTGCCTTCA 



GTTACATGGG 
TGAGCAGAGC 
ATAACGTTCA 
ATTTCCAGGC 
AACATATATA 
TCAAAATACC 
CTGCACTGTC 
TACCTTTGTT 
GATTATTACC 
TGCATCAGCT 
CTGAGCAGGA 
AGGGATGGCA 
GGAGAGAAGA 
CTACTGTCAG 
AAAGACTATT 
CACAGCAGTT 
GTGCCAGTTA 
AATGTGCTTT 
TGTGAACACA 
TGAAGGAGTC 
ATATTTTAAC 
TATTATTCCC 
TTTTTTC 



TCTCCCAACT 
TGAAAATTTT 
CTTTCAGCAG 
AATGTGGTAT 
TACCCACATG 
ATGCCATTTA 
AAGATGATGA 
CCCAAATTTC 
TTACAGAAGT 
GCTGAAACAA 
TTTTAATCTT 
AGATGTGGGC 
TAGCAGGGCA 

CAAACAGTCT 
GAAAGACTCC 
TGGCTATAGG 
TAAAAAAAAA 
TCAGCTTGCC 
CTTGCATCAA 
TTCCTTGGAC 
ATTCTACATA 



2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2SB0 
2640 
2700 
2760 
2620 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 



A204 Protein sequence; 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains : 
DPPIV_N_term domain: 
Peptidase_S9 domain: 
Cellular Localization: 



dipeptidylpeptidase IV (CD26, adenosine deaminase complexing protein 2) 

Hs. 44926 

S79876 

NP_0 01 926.1 

none found 

6-28 

43-557 

558-635 

plasma membrane 



1 
I 

MKTPWKILLG 
RWISDHEYLY 
VKQWRHSYTA 
PSYRITWTGK 
YSDESLQYPK 
CDVTWATQER 
EPHFTLDGNS 
EYKGMPGGRN 
TLHSSVNDKG 
PLLLDVYAGP 
FEVEDQIEAA 
YYDSVYTBRY 
KALVDVGVDF 



11 
I 

LLGAAALVTI 
KQENNILVFN 
SYDIYDLNKR 
EDIIYNGITD 
TVRVPYPKAG 
ISLQWLRRIQ 
FYKIISNEEG 
LYKIQLIDYT 
LRVLEDNSAL 
CSQKADTVFR 
RQFSKMGFVD 
MGLPTPEDNL 
QAMWYTDEDH 



21 
I 

ITVPWLLNK 
AEYGNSSVFL 
QLITEERIPN 
WVYEEEVFSA 
AVKPTVKPFV 
NYSVMDICDY 
YRHICYFQID 
KVTCLSCELN 
DKMLQNVQMP 
LNWATYLAST 
NKRIAIWGWS 
DHYRNSTVMS 
GIASSTAHQH 



31 
I 

GTDDATADSR 
ENSTFDEFGH 
NTQWVTWSPV 
YSALWWSPNG 
VNTDSLSSVT 



KKDCTFITKG 
PERCQYYSVS 
SKKLDPIILN 
ENIIVASFDG 
YGGYVTSMVIi 
RAENFKQVEY 
IYTHMSHPIK 



41 
I 

KTYTIiTDYLK 
SINDYSISPD 
GHKLAYVWNN 
TFLAYAQFND 
NATSIQITAP 
VARQHIEMST 
TWEVIGIKAL 
FSKEAKYYQL 
ETKFWYQMIL 
RGSGYQGDKI 
GSGSGVFKCG 
LLIHGTADDN 
QCFSLP 



51 
I 

NTYRLKLYSL 
GQFILLEYNY 
DIYVK1EPNL 
TBVPLIEYSF 
ASMLIGDHYL 
TGWVGRFRPS 
TSDYLYYISN 
RCSGPGLPLY 
PPHFDKSKKY 
MHAINRRLGT 
IAVAPVSRWB 
VHFQQSAQIS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



A205 DNA SEQUENCE 

Gene name: 
Unigene number: 
Probeset Accession # : 
Nucleic Acid Accession ft: 
Coding sequence: 



predicted exon 
none found 
none found 
none found 

1-261 (underlined sequences correspond to start and stop codons) 



1. 11 21 31 41 51 

II I I I I 

ATGGCTCTGG CGAAGGTGAG GGAGCCAAAC GCAAATGACA ATGCCATCAG AGTTGACAAC 60 
AGAAGTGTGA TTAAAGTGCG TGCTAACCAG TGTTCCCTGC ATGAGGCAGA AAGTGAATCC 120 
AGAAACCCTC AGGAGCTCTG GATGGGCCTG CTCCTCTTGA TGGGGGTCCT AGAAGCATGT 180 
GTGGAAATGA GGCCTCTGTC AGTCTGGTCC CTGAGAGATG ACAAGGAGCA GAGCCCCCAC 240 
CAGCCCACAC TGGATGTCTA A 



A206 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



predicted exon 
none found 
none found 
none found 
none found 
46-68 

not determined 



1 11 21 31 

I I I I 

MALAKVREPN ANDNAIRVDN RSVIKVRANQ CS1 
VEMRPLSVWS LRDDKEQSPH QPTLDV 



I I 

RNPQELWMGL LLLMGVLEAC 60 
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A207 DNA SEQUENCE 

Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession #: 
Coding sequence: 



ESTS 

HS.222B86 
AI672225 
none found 

1-462 (underlined sequences correspond to start and stop codons) 



1 
I 

ATGCCAAATG 
CTCATACTTG 
ATTGATGTAT 
ATCATGTGGA 
TTTATGGCTA 
AACCTGACTA 
AGCAGAACAC 
GTCAAAGATC 



11 
I 

CTGAGTTAGA 
CTGTATGTTG 
CTTCTCAAGA 
CCAGTTTTGT 
TTGAAGAAGA 
ATGGTGCCGC 
CTGAAAGCCA 
AGATAGTTGT 



21 
I 

AGCAAAGAGC 
TGGATCAGCA 
TCTGGACAGA 
GGAAGACAAT 
AATGAAGAAG 
TGCTGGCAAT 
GCAATTTCCT 
AGATATGCGG 



31 
I 

CTTGGAAGCA 
AATATAGTCA 
CGGCCAGAGA 
CTTTCCATGG 
CACGGAAGTA 
GGTGATGATG 
GACACTGAGA 
CGTTATTTCT 



41 

I 

GTAAATGTTT 
GCCCTCTACT 
GTATGCTGTT 
GCTGGGGGAA 
CTCATGTGGG 
GATTAATTCC 
ATGAAGAGTA 
GA 



51 
I 

AAAAACTGCT 60 

TGAGCAAAAT 120 

TCTAGTCATC 180 

GCTAGAAGAT 240 

ATTCCCAGAA 300 

TCCAAGGAAG 360 

TCACAGGTTT 420 



A208 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession # x 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localisation: 



ESts 

Hs. 222886 
AI672225 
none found 
none found 
16-38 

not determined 



1 11 21 31 41 51 

I I I I 1 I 

MPNAELEAKS LGSSKCLKTA LILAVCCGSA NIVSPLLEQN IDVSSQDLDR RPESMLFLVI 60 
IMWTSPVEDN LSMGWGKLED FMAIEEEMKK HGSTHVGFPE NLTNGAAAGN GDDGLIPPRK 120 
SRTPESQQFP DTENEEYHRF VKDQIWDMR RYF 

A209 DNA SEQUENCE 

Gene name: odz {odd Oz/ten-m, Drosophila) homolog 1 

Unigene number: Hs. 23796 

Probeset Accession #: NM_014253 

Nucleic Acid Accession tit " NMJ>14253 

Coding sequence: 65-8242 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I 1 

GACTGCTTGC ATTAAAGGAC TTCCTCATCC TTTTTTTCAT GAAACTGAGC TTGCTTAATC 60 

AGAGATGGAG CAAACTGACT GCAAACCCTA CCAGCCTCTA CCAAAAGTCA AGCATGAAAT 120 

GGATCTAGCT TACACCAGTT CTTCTGATGA GAGTGAAGAT GGAAGAAAAC CAAGACAGTC 180 

ATACAACTCC AGGGAGACCC TGCACGAGTA TAACCAGGAG CTGAGGATGA ATTACAATAG 240 

CCAGAGTAGA AAGAGGAAAG AAGTAGAAAA ATCTACTCAA GAGATGGAAT TCTGTGAAAC 300 

CTCTCACACT CTGTGCTCTG GCTACCAAAC AGACATGCAC AGCGTTTCTC GGCATGGCTA 360 

CCAGCTAGAG ATGGGATCTG ATGTGGACAC AGAGACAGAA GGTGCTGCCT CACCTGACCA 420 

TGCACTAAGA ATGTGGATAA GGGGAATGAA ATCAGAGCAT AGTTCCTGTT TGTCCAGCCG 480 

GGCCAACTCT GCATTATCCT TGACTGACAC TGACCATGAA AGGAAGTCTG ATGGGGAAAA 540 

TGGTTTCAAA TTCTCTCCTG TTTGTTGTGA CATGGAGGCT CAAGCTGGGT CTACTCAAGA 600 

TGTGCAGAGC AGCCCACACA ACCAGTTCAC CTTCAGACCC CTCCCACCGC CACCTCCGCC 660 

TCCTCATGCC TGCACCTGTG CCAGGAAGCC ACCCCCTGCA GCGGACTCTC TTCAGAGGAG 720 

ATCAATGACT ACCCGCAGCC AGCCCAGCCC AGCTGCTCCA GCTCCCCCAA CCAGCACGCA 780 

GGATTCAGTC CATCTGCATA ACAGCTGGGT CCTGAACAGC AACATACCAT TGGAGACCAG 840 

GCATTCCCTG TTCAAACATG GATCTGGTTC CTCTGCGATC TTCAGTGCAG CCAGTCAGAA 900 

CTACCCTCTG ACATCCAATA CCGTGTACTC GCCCCCTCCC AGGCCTCTTC CTCGAAGCAC 960 

CTTTTCCCGA CCTGCCTTTA CCTTTAACAA ACCTTACAGG TGCTGCAACT GGAAGTGCAC 1020 

AGCATTGAGC GCCACTGCAA TCACAGTGAC TTTGGCCTTG TTACTAGCCT ATGTGATTGC 1080 

AGTGCATTTG TTCGGCCTGA CTTGGCAGTT GCAACCAGTT GAAGGAGAGC TGTATGCAAA 1140 

TGGAGTTAGC AAAGGGAACA GGGGGACCGA GTCCATGGAC ACTACTTACT CTCCAATTGG 1200 

AGGAAAAGTT TCTGATAAAT CAGAGAAAAA AGTGTTTCAG AAGGGACGGG CGATAGACAC 1260 

TGGAGAAGTT GACATTGGTG CACAGGTCAT GCAGACCATT CCACCTGGTT TATTCTGGCG 1320 

TTTCCAGATT ACTATCCACC ATCCAATATA TCTGAAGTTC AATATTTCTT TAGCCAAGGA 13 B0 

CTCTCTGCTG GGAATTTATG GCAGAAGAAA CATTCCACCT ACACATACTC AGTTTGATTT 1440 

TGTAAAACTA ATGGATGGCA AACAGCTGGT CAAGCAGGAC TCCAAGGGCT CTGATGATAC 1500 

ACAGCACTCC CCTCGGAACC TGATCTTAAC TTCGCTTCAG GAGACAGGTT TCATAGAGTA 1560 

TATGGATCAA GGACCTTGGT ATCTGGCGTT TTACAATGAT GGAAAAAAGA TGGAGCAAGT 1620 

ATTCGTGTTA ACTACAGCAA TTGAAATAAT GGATGACTGT TCAACCAATT GCAATGGAAA 1680 

TGGAGAGTGT ATCTCTGGCC ATTGTCATTG TTTCCCAGGA TTCCTTGGAC CTGACTGTGC 1740 

TAGAGATTCC TGCCCTGTGC TGTGTGGTGG GAATGGAGAA TACGAGAAAG GACACTGTGT 1800 

CTGCCGGCAT GGCTGGAAGG GGCCAGAGTG TGACGTTCCG GAAGAACAAT GCATTGATCC 1860 

AACATGCTTT GGCCACGGCA CCTGCATCAT GGGAGTCTGC ATCTGTGTGC CAGGATACAA 1920 

AGGAGAAATA TGCGAGGAAG AGGACTGCCT AGACCCAATG TGTTCCAACC ATGGCATCTG 1980 

TGTAAAAGGA GAATGTCACT GTTCTACTGG CTGGGGAGGA GTTAACTGTG AAACACCACT 2040 

TCCTGTATGT CAAGAGCAGT GCTCAGGACA CGGAACTTTT CTTCTGGACG CTGGAGTATG 2100 

CAGCTGTGAT CCCAAGTGGA CAGGATCTGA CTGCTCAACA GAGCTGTGTA CCATGGAGTG 2160 

TGGTAGCCAT GGAGTCTGCT CAAGAGGAAT TTGCCAGTGT GAAGAAGGCT GGGTAGGACC 2220 

AACATGTGAG GAACGCTCCT GTCATTCTCA TTGTACTGAG CATGGCCAAT GCAAAGATGG 2280 
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AAAATGTGAG TGTAGCCCTG GATGGGAGGG CGACCACTGC ACAATTGCTC ACTACTTAGA 2340 
TGCTGTCCGA GATGGCTGCC CAGGGCTCTG CTTTGGAAAT GGACGATGTA CCCTGGATCA 2400 
AAATGGTTGG CACTGTGTGT GTCAGGTGGG TTGOAGTGGG ACAGGCTGCA ATGTTGTCAT 2460 
GGAAATGCTT TGTGGAGATA ACTTGGACAA TGATGGAGAT GGTTTAACCG ACTGTGTGGA 2520 
5 TCCTGACTGT TGTCAACAAA GCAACTGTTA TATAAGTCCT CTCTGCCAGG GCTCACCAGA 2580 
TCCTCTTGAC CTCATTCAGC AAAGCCAAAC TCTCTTCTCT CAGCACACTT CAAGACTTTT 2640 
TTATGATOGA ATCAAATTCC TCATTGGCAA GGACAGTACT CATGTCATTC CTCCTGAGGT 2700 
GTCATTTGAC AGCAGGCGTG CCTGTGTGAT TCGAGGCCAA GTGGTGGCCA TAGATGGAAC 2760 
TCCTCTAGTG GGAGTGAATG TCAGTTTCTT GCACCACAGT GATTATGGGT TTACCATCAG 2820 
10 CCGGCAAGAT GGAAGCTTTG ACCTCGTGGC CATCGGTGGC ATCTCTGTCA TCTTAATCTT 2880 
CGACCGATCC CCTTTCCTGC CTGAGAAGAG AACACTCTGG TTGCCTTGGA ATCAGTTTAT 2940 
TGTGGTAGAG AAAGTCACCA TGCAGAGAGT TGTATCAGAC CCGCCATCCT GCGATATCTC 3000 
CAACTTTATC AGCCCAAACC CTATTGTGCT TCCTTCACCG CTCACATCAT TTGGAGGGTC 3060 
CTGTCCAGAG AGGGGAACTA TTGTTCCTGA GCTGCAGGTT GTACAGGAGG AAATTCCCAT .3120 
15 TCCCTCCAGC TTTGTGAGGC TGAGTTACCT GAGCAGCCGC ACCCCTGGGT ATAAAACCCT 3180 
GCTACGGATC CTTCTGACAC ATTCAACGAT TCCCGTAGGC ATGATAAAAG TACACCTCAC 3240 
AGTAGCTGTG GAAGGGCGAC TCACACAGAA GTGGTTTCCC GCCGCAATTA ATCTTGTCTA 3300 
CACATTTGCT TGGAACAAGA CCGATATCTA TGGACAGAAG GTTTGGGGCC TGGCAGAGGC 3360 
TTTGGTATCT GTGGGATATG AATATGAAAC GTGCCCXGAC TTTATTCTCT GGGAGCAAAG 3420 
20 GACAGTCGTT TTACAAGGTT TTGAGATGGA TGCTTCTAAC CTAGGAGACT GGTCTTTGAA 3480 
TAAGCATCAC ATTTTGAATC CTCAAAGTGG AATCATACAT AAAGGGAATG GAGAAAATAT 3540 
GTTCATTTCC CAGCAGCCCC CAGTCATATC AACCATAATG GGTAATGGAC ACCAAAGGAG 3600 
TGTAGCCTGC ACCAACTGCA ATGGCCCAGC CCACAACAAC AAACTCTTTG CTCCTGTCGC 3660 
CTTAGCTTCT GGCCCTGATG GCAGTGTGTA TGTTGGCGAC TTCAATTTTG TAAGGAGAAT 3720 
25 ATTTCCCTCG GGAAACTCCG TTAGTATTTT GGAATTAAGC ACAAGTCCTG CTCACAAATA 3780 
CTATCTGGCT ATGGACCCTG TGTCTGAATC ACTCTATCTA TCAGACACCA ATACTCGCAA 3840 
AGTCTACAAG TTGAAATCTC TTGTGGAGAC GAAAGATCTG TCCAAGAATT TTGAAGTGGT 3900 
GGCAGGAACT GGTGATCAGT GCCTTCCCTT TGACCAGAGT CATTGTGGAG ATGGTGGGAG 3960 
AGCATCGGAA GCTTCACTGA ATAGCCCTOG AGGCATCACA GTTGATAGGC ATGGATTTAT 4020 
30 TTACTTTGTG GATGGGACTA TGATTCGCAA AATTGATGAG AATGCTGTGA TCACAACTGT 4080 
AATCGGCTCA AATGGTCTGA CTTCCACACA ACCACTGAGC TGTGACTCAG GAATGGACAT 4140 
CACTCAGGTG CGATTAGAGT GGCCAACAGA CCTTGCAGTA AATCCTATGG ACAATTCATT 4200 
GTATGTCTTG GATAACAACA TTGTGCTGCA AATTTCTGAG AACAGGCGTG TTCGGATCAT 4260 
CGCAGGACGC CCCATTCACT GCCAGGTGCC AGGCATCGAT CATTTCCTGG TCAGCAAGGT 4320 
35 AGCAATTCAC TCCACTCTAG AGTCAGCGAG GGCCATCAGT GTCTCCCACA GCGGGCTGCT 4380 
CTTCATAGCT GAAACAGACG AGAGGAAAGT AAACCGCATT CAGCAAGTAA CCACCAATGG 4440 
GGAGATCTAC ATCATCGCTG GTGCCCCCAC TGACTGTGAC TGCAAAATTG ATCCAAACTG 4500 
TGACTGTTTT TCAGGTGATG GTGGCTATGC CAAAGATGCA AAGATGAAAG CCCCTTCCTC 4560 
CTTAGCAGTG TCGCCTGATG GAACCCTCTA TGTGGCAGAC CTCGGAAATG TTCGAATTCG 4620 
40 TACCATCAGC AGGAACCAAG CCCACCTGAA TGACATGAAC ATTTATGAGA TTGCTTCACC 4680 
CGCTGATCAG GAACTGTACC AGTTCACTGT AAATGGAACC CACCTACACA CCCTGAACTT 4740 
GATAACAAGG GACTATGTTT ATAACTTCAC CTACAATTCT GAAGGTGACT TGGGCGCGAT 4800 
TACCAGCAGC AATGGCAATT CAGTGCACAT TOGCOGTGAT GCAGGCGGAA TGCCGCTATG 4860 
GCTTGTGGTG CCTGGCGGAC AAGTATACTG GCTGACTATA AGCAGCAATG GAGTCCTGAA 4920 
45 AAGAGTGTCA GCCCAAGGCT ATAATCCGGC CTTAATGACC TATCCAGGAA ACACAGGGCT 4980 
TCTGGCTACC AAAAGTAACG AAAATGGATG GACAACOGTT TATGAGTATG ACCCCGAGGG 5040 
ACACCTGACC AATGCAACGT TTCCCACTGG AGAGGTCAGC AGCTTCCACA GTGACCTGGA 5100 
GAAGCTGACA AAAGTGGAGC TAGATACTTC CAACCGTGAA AATGTCCTCA TGTCAACCAA 5160 
CTTGAOGGCA ACTAGTACCA TATATATTTT AAAACAAGAA AATACTCAAA GTACCTATCG 5220 
50 GGTGAATCCA GATGGTTCCC TGCGTGTCAC TTTTGCCAGC GGGATGGAGA TCGGCCTCAG 5280 
CTCAGAGCCC CACATCCTGG CAGGGGCAGT CAACCCTACC CTGGGCAAAT GCAACATCTC 5340 
ATTGCCCGGA GAGCACAATG CAAACCTCAT CGAGTGGCGG CAGAGGAAGG AGCAAAACAA 5400 
AGGCAATGTT TOQQ CTTTTG AAAGGAGGCT GAGGGCCCAC AACAGAAACC TACTCTCCAT 5460 
AGATTTTGAT CATATAACCC GCACAGGAAA GATCTATGAT GACCATCGAA AATTCACCCT 5520 
55 TCGAATTCTT TATGACCAGA CTGGGCGACC CATTCTGTGG TCTCCTGTAA GCAGATATAA 5580 
TGAAGTGAAC ATCACATATT CACCTTOGGG ATTGGTGACG TTTATTCAAA GAGGAACGTG 5640 
GAATGAAAAA ATGGAATATG ACCAGAGTGG GAAAATTATT TCAAGAACTT GGGCTGATGG 5700 
GAAAATTTGG AGCTATACCT ACTTAGAAAA ATCTGTGATG CTTCTCCTAC AGAGCCAGGG 5760 
GCGTTACATC TTTGAGTATG ACCAATCAGA TTGCCTGCTG TCAGTTACCA TGCCTAGCAT 5820 
60 GGTGGGCCAC AGCTTACAAA CCATGCTTTC AGTGGGCTAC TACCGTAATA TCTACACCCC 5680 
ACCGGACAGT AGCACTTCTT TTATCCAAGA CTATAGTOGA GATGGCCGAT TGCTACAGAC 5940 
CCTGCATCTG GGGACAGGGC GCAGAGTCTT ATACAAGTAC ACCAAGCAAG CAAGGCTTTC 6000 
TGAGGTTCTC TATGATACCA CTCAGGTCAC ATTAACATAT GAAGAGTCTT CTGGAGTGAT 6060 
TAAGACAATA CACCTGATGC ATGACGGATT CATCTGCACA ATCAGATACA GGCAAACAGG 6120 
65 ACCTCTTATT GGACGCCAGA TTTTCAGATT CAGTGAAGAA GGCCTTGTGA ATGCACGGTT 6180 
CGACTACAGC TACAACAATT TCCGAGTCAC AAGCATGCAA GCTGTAATCA AT GAAA CCCC 6240 
TTTG CCT AT A GATCTTTACC GATATGTTGA TGTCTCTGGC AGAACAGAGC AGTTTGGAAA 6300 
ATTCAGTGTA ATTAATTACG ATTTAAATCA GGTCATAACT ACTACAGTGA TGAAACACAC 6360 
CAAAATCTTC AGTGCCAATG GACAAGTCAT TGAAGTCCAA TATGAAATCC TAAAGGCAAT 6420 
70 TGCCTACTGG ATGACCATTC AATATGATAA TGTGGGCCGA CATGGTAATA TGTGCATAAG 6480 
GGTAGGAGTA GATGCCAATA TAACAAGGTA CTTCTATGAA TACGATGCTG ATGGGGAACT 6540 
TCAGACTGTT TCTGTAAATG ACAAAACCCA GTGGCGTTAT AGTTACGATC TGAATGGAGA 6600 
CATCAACCTC TTAAGCCATG GGAAGAGTGC TCGTCTTACT CCTCTCCGAT ATGACCTCCG 6660 
AGACCGCATC ACCAGATTAG GAGAAATTCA GTATAAAATG GATGAAGATG GCTTTCTGAG 6720 
75 GCAGAGGGGA AATGATATTT TTGAATATAA TTCTAATGGC CTGCTGCAGA AAGCCTACAA 6780 
TAAGGCTTCT GGCTGGACTG TGCAGTATTA CTATGATGGG CTTGGGCGAC GTGTCGCGAG 6840 
TAAGTCCAGC CTAGGGCAGC ACCTTCAGTT CTTTGTCGAC GCGACCGCGA ACCCCATAAG 6900 
AGTTACTCAT TTGTACAACC ACACAAGCTC GGAGATTACA TCTCTGTATT ATGATCTCCA 6960 
n AGGTCACCTT ATTGCCATGG AGTTAAGCAG TGGTGAAGAA TATTATGTAG CCTGTGATAA 7020 

80 TACAGGTACC CCACTAGCTG TGTTCAGCAG CCGAGGTCAG GTCATAAAGG AGATAC TATA 7080 
CACACCTTAT GGCGATATCT ATCATGACAC TTACCCTGAC TTTCAGGTCA TAATTGGTTT 7140 
TCATGGAGGA CTCTATGATT TCCTTACTAA ATTAGTGCAC CTGGGGCAAA GGGATTATGA 7200 
TGTTGTTGCT GGCAGATGGA CAACGGCCTA TCATCACATA TGGAAACAGT TGAACCTCCT 7260 
TCCTAAACCA TTCAACCTCT ACTCCTTTGA AAATAACTAC CCAGTTGGCA AAATTCAAGA 7320 
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TGTTGCAAAG TATACCACAG ACATCAGAAG TTGGTTGGAG CTATTTGGTT TCCAATTACA 7380 
CAATGTACTA CCTGGATTTC CCAAACCTGA ATTAGAAAAT TTAGAATTAA CTTACGAGCT 7440 
TCTACGGCTT CAGACAAAAA CTCAAGAGTG GGATCCTGGA AAGACTATCC TGGGCATTCA 7500 
GTGTGAACTC CAGAAACAGC TCAGGAATTT CATTTCCTTG GACCA ACTA C CTATGACTCC 7560 
CCGATACAAT GATGGACGGT GCCTTGAAGG AGGGAAGCAA CCAAGGTTTG CTGCTGTCCC 7620 
TTCTGTTTTT GGGAAAGGTA TAAAATTTGC CATCAAGGAT GGCATAGTAA CAGCTGATAT 7680 
TATAGGAGTA GCCAATGAAG ATAGCAGGCG GCTTGCTGCC ATTCTCAATA ATGCCCATTA 7740 
CCTGGAAAAC CTACATTTTA CCATAGAGGG GAGGGACACT CACTACTTCA TTAAGCTTGG 7800 
GTCTCTGGAG GAAGACCTGG TGCTCATCGG TAACACTGGG GGGAGGCGGA TTCTGGAGAA 7860 
TGGTGTCAAT GTCACTGTGT CCCAGATGAC TTCTCTGTTG AATGGGAGGA CTAGACGGTT 7920 
TGCAGATATT CAGCTCCAGC ATGGAGCCCT GTGCTTCAAC ATCCGGTATG GGACAACTGT 7980 
CGAAGAGGAA AAGAATCACG TGTTGGAGAT TGCCAGACAG CGCGCAGTGG CCCAGGCCTG 8040 
GACTAAGGAA CAAAGAAGGC TGCAAGAGGG GGAAGAGGGG ATTAGGGCAT GGACAGAAGG 8100 
GGAAAAGCAG CAGCTTTTGA GCACTGGGCG GGTACAAGGT TACGATGGGT ATTTTGTTTT 8160 
GTCTGTTGAG CAGTATTTAG AACTTTCTGA CAGTGCCAAT AATATTCACT TTATGAGACA 8220 
GAGCGAAATA GGCAGGAG GT AA CAAAAATA TCTCTGCCTT TGCGTCACCA AAGACTGCCT 8280 
GTTTTTAAAA CATAAAATGG TTTATTGTAT TGGTTTTCTA GATCAGAACT CTGTATATGT B340 
AAATATGGAG GAAAAACATA TCCAACTGCC TTTCAATGTG ACGGAAGATG GTATTTTAAT 8400 
ATTGTTTGTT TAAACTCTTT AAGAAATGAC AGAGATTTTT AGTTCTTGTG TGGCAGTATT 8460 
CAAAATAACA CAAGTAGAAC TCAAACAGCT AAAAACAGTT TTCAGAAAGC ACCACTTTCA 8520 
ATTTGCCGAG CCATGCATAT GTTCCAATAT CCAGAAAGAA CCCAAGGTTC TCTATCTCTA 8580 
TTGTGAGAAG CAGTTTCATC CTTAACTGTT GGCAGAACTT ACGGGCTATT TGAATAGGTG 8640 
GTGCAATAGT ATCTGAAACT TGCCTTTCGA AAGACTGCCA GCCCTTTGAC GTTTTCCAGA 8700 
TCTGTTATAG GAAACTTAAA AACAGGTGTA AAATGTCTTC AGCCACCATC TCCTAGAGTG 8760 
AGGACCCAAT TGCCCTTCCT TCTTGATTAT TCCTCCTTGC TTGTTAAAGT AAATGCCATA 8820 
TTGTTGTGCT GTGTTTTGGC GTGTGGTGGC TGGGTTCTGT CTACCATGCT TCCCTGTGGG 8880 
TGTGGTAACC AGACTGTATA GCCGCTATTT GCTCGTGTGT ACATGATACC AAAGCAGCTG 8940 
GCCAGCGTGA CCTCTCTCAC ACGACCTGTT TTGACTCAAT TTTTTACTAA AAGTTGTTCA 9000 
GCTGTATTGG TATCATGTAA ACATAGCTTT TATTAACCTG GGTAGGAATT TCTCATTTAT 9060 
ATATAGGATG TGTTTTGGTC ATAGTTTCAC ATTAGTGATT CAGTATCTAT ACACTGACCC 9120 
AATGGTTTTG TGCACATGAA CGGTAATTTA CTTAAAAGTA TGATTCTGGT ACAAAAACAA 9180 
ACAAAGGCTT TAGCAGGCAT ACGTGTCTGG GATGCCGATA CATACATTAA CTACTACTGC 9240 
AGAAATTCAT AAGAGCCAAA ACCTTAAAAA AATAGACCTG GTACTTAAGT GAAAGTACTA 9300 
AAGGGAAGAC CAGACCAAAC ATCACAGCAG TTGCTGCCAC ATTGTTTCAG CCCACTTAGA 9360 
TTTATCTTTC AAATGTACAA TTCTGTATTG AACATCTCCC AGCCATCTTC AGGAAATCGA 9420 
ATCAAGTAAA TCCTTTCCAA CCGAAAACAT TTCAACTAAC TATAGAGAGG CAGACTCATT 9480 
TTTACTAAAA TAATTTATAC AGTTAGTTAT TTTCGTTCTC CGTACTTACC CATTTATCTT 9540 
TATTTAATCG TCTCTACTGC CTAGGAAAAT AACTATTTTC CAGGACGGGT TATTTGTTCT 9600 
GCGATCATTT AAAATTTGGA GAAAGGTCAG GATTAGTGTT AATATCAGCT GCAGTTTCTC 9660 
AATCTCTAGG AATCCTGCAG TAAAACAAGC CCCTTGGTGA GCTGGAAGAT TTGTGCCCAG 9720 
TGACAAAGAG ATAGTTTGTA AAATGCTGTG TAATTGTAAG TTACCACAAA TGAAAATACA 9780 
TGACAGCACA ATGTGGCCCG TAGAAAATTC CCCTGAGCCA GCTTCTGCAC TTTCATCACC 9840 
GAATCTGAAC ATTTGCTATG TCTGAAGGCA AATTTATGAT GGAATGTTAG TTTGGATTCT 9900 
TTCCAGATGC TACCTAAATG CAGTGTGGGG TCATTGCCTT GCTTTGOGAT GACAGTTTCT 9960 
TTGAAAATAT GCAAAGTCAT AAGCTCATGT TAAGGTTTTT CAAGAGTCTG CCTCCTACTA 10020 
CACAAAGGAA AGCAAGGGAA AGGAAATGAC CCTGGCAAAC AGTAGGGAAG GGTGTATTCA 10080 
AACATTTCAT TTTCAAAACC TTCGGGTTAG AATACCACTT ACACATGTAT TCTGAGAGAC 10140 
AGAATTCATG AGGAACTCAT CTCTCTTTAT AACTGGAAAC ACACCAGCTT GATATATTGC 10200 
TAATCCATAC TAAAATCATA TTATTGGGTT TTTTCTGAAT CAGGCCTGTA TTAATGGTAC 10260 
AGTATTTATT CAGAATGGAA TTCTAAAATT ACTAACAAAC TTGTTGAAAA TTTGAATACC 10320 
TCCACACCAA CCTAAAAATG GACCTTAAGT TCCTAGAACC TCTGATGTTC TTTTAAATTA 10380 
ATGGAAAAAT AATTTGTGAA CTGTATATAG AGAGTGCATT CATAAATGTG ATTATGTATT 10440 
TTATCACAAA TCCAAAATGT CAATATTAGA GTCTATTTTG CTTATATTTT AAGCAATTAT 10500 
ACGTTTTTGC AATTCATTGA TGATGTATCA TTTTCAAACT GCTTTAAATA TCCATTAGAA 10560 
ACAAATATTT GAAGCTTTTA CTTAATAGTG ATTACCTTGA ACTGTGCATT TCTAGTTTGT 10620 
AATACGTATT TGGTTGGTTC GTGCCTTTAG TTTGTTAAAG TTACATTTGT ATTATATTCA 10680 
GGAAATGCAC TTTTTATTAC TTACAGCTGT GGTTTTAATA CTGCCTTGAA CTATTATTAT 10740 
TCTTTTTACA ACTCCTAAAG CTTGAGGGAG GAAAGAAAAA AAAAACAAAA CTACTAATCA 10800 
GTAGTAAATC GAAGAGAAAC ATTTTGGCAT TTCTTAAGAA GAAGATGGAG ATATTGAGTA 10860 
TATCACTTCC TATTCAGCTG AATAGAAAGA ATGCCTTCAT TGACTTGCAG TTCTGCAGTT 10920 
TAAATTATTG AAAGAACAAT TCGTTTGCAT TTCCTGATGA AAGTAAAAGC ATTTTTCAGA 10980 
GAAACATATG AATTTCTCAT ACCCAGCAGA CAGATGGCTG ACACTGCACA GCCACACACC 11040 
ATTCGAGTAA GTTAAAGTGA GAGCATAGTA GTTGGACTCT CCTATGAAGA ACATTCTGG G 11100 
CTGGAGGCAG GGAATACTCC ATGGTTGTTT CTTTTTCCTA CTTAAGCCCA TTTTGTTTGT 11160 
GCTTTTCTGT TTTGTTTTGT TTTCACTCTT GCACTACAGT CTAGAGATCC AAATGAACTG 11220 
AAAAGTTCAA AGTTTAACAC ATTTAAATAT GTTTACTTTT AGTTGTCATT CTAATCGTTA 11280 
TTGATTAGAA GCATGACTCC TGAAGGAAAG GGAAATAAAT CTCAATTCAT ACTAACTTGC 11340 
AACAAAACAC TTTTACCATA TAAATAAGTA TATGATTTAT TTTTAACCCA AAAAATGTAT 11400 
AAAATAAGTG TGTCCTTTAC TGTCAATTTA TCGAGAAGAT CTATAATATA TA GACTA CAT 11460 
ATATATAATA TATACAACAT AGCCAAATGT ATGAAAACTT GACAATGTAT AATTT GGAA T 11520 
TCACATGCTA CCTATGTAGA CAGGTATGAA ATTAAGTTAT AATTTTCATG AGACATTTTC 11580 
ATCACTGTTG ACACAGTTTC AAGGCATTCC ATCATGTTAT TTTGACTCTT TTTCTTTTTT 11640 
TTTTCTTTAA AAATATATTT TTAACTAGAC CAGGCCCCAC TATAATATCA CTTAAGAGAG 11700 
TCAGGGCAAA GTTTTTGCAT TTATGAAGAT GTGTTCATGT AAGGGTGATT GTAATGGAGT 11760 
TCATTGGTAA TAGAAGCAAA AGTACAGTAA CGAAGTATTG AAAAGAAAAT TTTGGAGACA 11820 
TTGGAGCATA TTATATATAG CTTGTGGAAA GACATAAGGC TACAGATGGA ATGGAACATT 11880 
CCTGTTTTCT TGAAGAAATT CACATACACA TAGCTGACCT GACTAGTACT TCAGCTCTTC 11940 
CACAGCCTTC TATAAAGGTT CTTTCTTCTG CAAAGAAAAC AAAACAAAAC AAAACAAAAC 120 00 
AAAAAAAAAC AAAAAAAGCG CAAAAAACAA AAAAACAAAA AAAAGCAAAG TAAAATTTAA 12060 
AAATACAGAA AACAAACAAC AAAAAAGAAT TCAACCATAA ATAGTGACTA TTATTTTCAG 12120 
TGTGTCCTTC ATGTGAAAGC TATTAAGGAC CAAATATACT ACTGTTCATA AGAAGAAATT 12180 
ACTTTCTAAA CAGTAACTGA AAATACTTAG AGTTAAACTT GCTGTGGATT TTGTCTTGGC 12240 
AGTTGTCATC TTACATTATT TGTCAAAGGA AATGTGTTTG GCAGTTAAAA ATCTTTCCTT 12300 
AGATTTAGTG GTGGACTTTA ACCTCTTAAA TAAATGTTAG TATATCAGAT TGTGTCCTTG 12360 
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AAAAATATTT TAC TTGTATG AATCATGACA ACGTCTAAAT CTTTACTATT CTTCTGGCAA 12420 
AAGCATCAGT AAGAAAGAAG GCGAAAAAGA GAAGTATAGC CTTTATGTCA GAAAAACATT 12480 
CTTTTTAGCT GCTTACTTTC TCATGAAAAG TAAAGATGTT TACAGTGTAT GCCAAGTTTT 12540 
CAGTTTCTGT ATAACAACAG GTAGAGGTTC TAATCATATT GAAAATTGTG TTATAATGGT 12600 
CTGAGCCATG TTGCTAGGAA ACAATAGGTT CCAATTTTGT ATTCCTGCTC TCCTGTGCTG 12660 
AAAAGTGACT GGATACTGTA CAGGTTCATG TTCTCTGGCT GCAGTTAAAT GGTCTTTTGC 12720 
ATTTTGCTCT GGCTTTCAGG CCAGAAGCAT GCATTTTTCT ACAAGAGCAT CACAACAACA 12780 
TGCTGTAAAT ATTTAAAGTT AAACATTATG TGTTGATATT TGAAAGAAAA GTACTTTGAA 12840 
TATTTCATTT TTAAAAAATA AAATTGCCAA TGAAAAAAAA 
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1 11 21 31 41 51 

I I I I I I 

MEQTDCKPYQ PLPKVKHEMD LAYTSSSDES EDGRKPRQSY NSRETLHEYN QELRMNYNSQ 60 

SRKRKEVEKS TQEMEFCETS HTLCSGYQTD MHSVSRHGYQ LEMGSDVDTE TEGAASPDHA 120 

LRMWIRGMKS EHSSCLSSRA NSALSLTDTD HERKSDGENG FKFSPVCCDM BAQAGSTQDV 180 

QSSPHNQFTF RPLPPPPPPP HACTCARKPP PAADSLQRRS MTTRSQPSPA APAPPTSTQD 240 

SVHLHNSWVL NSNIPLETRH SLFKHGSGSS AIFSAASQNY PLTSNTVYSP PPRPLPRSTF 300 

SRPAFTFNKP YRCCNWKCTA LSATAITVTL ALLLAYVIAV HLFGLTWQLQ PVEGELYANG 360 

VSKGNRGTES MDTTYSPIGG KVSDKSEKKV FQKGRAIDTG EVDIGAQVMQ TIPPGLFWRF. 420 

QITIHHPIYL KFNISLAKDS LLGIYGRRNI PPTHTQFDFV KLMDGKQLVK QDSKGSDDTQ 480 

HSPRNLILTS LQETGFIEYM DQGPWYLAFY NDGKKMEQVF VLTTAIEIMD DCSTNCNGNG 540 

ECISGHCHCF PGFLGPDCAR DSCPVLCGGN GEYEKGHCVC RHGWKGPECD VPEEQCIDPT 600 

CFGHGTCIMG VCICVPGYKG E1CEEEDCLD PMCSNHGICV KGECHCSTGW GGVNCETPLP 660 

VCQEQCSGHG TFLLDAGVCS CDPKWTGSDC STELCTMECG SHGVCSRGIC QCEEGWVGPT 720 

CEERSCHSHC TEHGQCKDGK CECSPGWEGD HCTIAHYLDA VRDGCPGLCF GNGRCTLDQN 780 

GWHCVCQVGW SGTGCNWME MLCGDNLDND GDGLTDCVDP DCCQQSNCYI SPLCQGSPDP 840 

LDLIQQSQTL FSQHTSRLFY DRIKFLIGKD STHV1PPEVS FDSRRACVIR GQWAIDGTP 900 

LVGVNVSFLH HSDYGFTISR QDGSFDLVAI GGISVILIFD RSPFLPEKRT LWLPWNQFIV 960 

VEKVTMQRW SDPPSCDISN FISPNPIVLP SPLTSFGGSC PERGTIVPEL QWQEE3PIP 1020 

SSFVRLSYLS SRTPGYKTLL RILLTHSTIP VGMIKVHLTV AVEGRLTQKW FPAAINLVYT 1080 

FAWNKTDIYG QKVWGLAEAL VSVGYEYETC PDFILWEQRT WLQGFEMDA SNLGDWSLNK 1140 

HHILNPQSGI IHKGNGENMF ISQQPPVIST IMGNGHQRSV ACTNCNGPAH NNKLFAPVAL 1200 

ASGPDGSVYV GDFNFVRRIF PSGNSVSILE LSTSPAHKYY LAMDPV6ESL YLSDTNTRKV 1260 

YKLKSLVETK DLSKNFEWA GTGDQCLPFD QSHCGDGGRA SEASLNSPRG ITVDRHGFIY 1320 

FVDGTMIRKI DENAVITTVI GSNGLTSTQP LSCDSGMDIT QVRLEWPTDL AVNPMDNSLY 1380 

VLDNNIVLQI SENRRVRIIA GRPIHCQVPG IDHFLVSKVA IHSTLESARA ISVSHSGLLF 1440 

IABTDERKVN RIQQVTTNGE IYIIAGAPTD CDCXIDPNCD CFSGDGGYAK DAKMKAPSSL 1500 

AVSPDGTLYV ADLGNVRIRT ISRNQAHLND MNIYEIASPA DQELYQFTVN GTHLHTLNLI 1560 

TRDYVYNFTY NSEGDLGAIT SSNGNSVHIR RDAGGMPLWIi WPGGQVYWL TISSNGVLKR 1620 

VSAQGYNPAL MTYPGNTGLL ATKSNENGWT TVYEYDPEGH LTNATFPTGE VSSFHSDLEK 1680 

LTKVELDTSN RENVLMSTNL TATSTIYILK QENTQSTYRV NPDGSLRVTF ASGMEIGLSS 1740 

EPHILAGAVN PTLGKCNISL PGEHNANLIE WRQRKBQNKG NVSAFERRLR AHNRNLLSID 1800 

FDHITRTGKI YDDHRKFTLR ILYDQTGRPI LWSPVSRYNE VNITYSPSGL VTFIQRGTWN 1860 

EKMEYDQSGK IISRTWADGK IWSYTYLEKS VMLLLHSQRR YIFEYDQSDC LLSVTMPSMV 1920 

RHSIfQTMLSV GYYRNIYTPP DSSTSFIQDY SRDGRLLQTL HLGTGRRVLY KYTKQARLSE 1980 

VLYDTTQVTL TYEESSGVIK TIHLMHDGFI CTIRYRQTGP LIGRQIFRFS EEGLVNARFD 2040 

YSYNNFRVTS MQAVINETPL PIDLYRYVDV SGRTEQFGKF SVINYDLNQV ITTTVMKHTK 2100 

IFSANGQVIE VQYEILKAIA YWMTIQYDNV GRHGNMCIRV GVDANITRYF YEYDADGQLQ 2160 

TVSVNDKTQW RYSYDLNGDI NLLSHGKSAR LTPLRYDLRD RITRLGBIQY KMDEDGFLRQ 2220 

RGNDIFEYNS NGLLQKAYNK ASGHTVQYYY DGLGRRVASK SSLGQHLQFF VDATANPIRV 2280 

THLYNHTSSE ITSLYYDLQG HLIAMELSSG EEYYVACDNT GTPLAVFSSR GQVIKEILYT 2340 

PYGDIYHDTY PDFQVI IGFH GGLYDFLTKL VHLGQRDYDV VAGRWTTAYH HIWKQLNLLP 2400 

KPFNLYSFEN NYPVGKIQDV AKYTTDIRSW LELFGFQLHN VLPGFPKPEL ENLELTYELL 2460 

RLQTKTQEWD PGKTILGIQC ELQKQLRNFI SLDQLPMTPR YNDGRCLEGG KQPRFAAVPS 2520 

VFGKGIKFAI KDGIVTADII GVANEDSRRL AAILNNAHYL ENLHFTIEGR DTHYFIKLGS 2580 

LEEDLVLIGN TGGRR1LENG VNVTVSQMTS LLNGRTRRFA DIQLQHGALC FNIRYGTTVE 2640 

EEKNHVLEIA RQRAVAQAWT KEQRRLQEGE EGIRAWTEGE KQQLLSTGRV QGYDGYFVLS 2700 
VEQYLELSDS ANNIHFMRQS EIGRR 



A211 DMA SEQUENCE: 
Gene name: 
unigene number: 
Probeset Accession #: 
NUcleic Acid Accession 8: 
Coding sequence: 



Solute carrier family 26, member 4 

Hs. 159275 

AF0308B0 

NM_000441 

225-2567 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CTCAGCCTTC CCGGTTCGGG AAAGGGGAAG AATGCAGGAG GGGTAGGATT TCTTTCCTGA 60 

TAGGATCGGT TGGGAAAGAC CGCAGCCTGT GTGTGTCTTT CCCTTCGACC AAGGTGTCTG 120 

TTGCTCCGTA AATAAAACGT CCCACTGCCT TCTGAGAGCG CTATAAAGGC AGCGGAAGGG 180 

TAGTCCGCGG GGCATTCCGG GCGGGGCGCG AGCAGAGACA GGTCATGGCA GCGCCAGGOG 240 

GCAGGTCGGA GCCGCCGCAG CTCCCCGAGT ACAGCTGCAG CTACATGGTG TCGCGGCCGG 300 

TCTACAGCGA GCTCGCTTTC CAGCAACAGC ACGAGCGGCG CCTGCAGGAG CGCAAGACGC 360 



931 



WO 03/042661 



TGCGGGAGAG CCTGGCCAAG TGCTGCAGTT GTTCAAGAAA GAGAGCCTTT GGTGTGCTAA 420 

AGACTCTTGT GCCCATCTTG GAGTGGCTCC CCAAATACCG AGTCAAGGAA TGGCTGCTTA 480 

GTGACGTCAT TTCGGGAGTT AGTACTGGGC TAGTGGCCAC GCTGCAAGGG ATGGCATATG 540 

CCCTACTAGC TGCAGTTCCT GTCGGATATG GTCTCTACTC TGCTTTTTTC CCTATCCTGA 600 

CATACTTTAT CTTTGGAACA TCAAGACATA TCTCAGTTGG ACCTTTTCCA GTGGTGAGTT 660 

TAATGGTGGG ATCTGTTGTT CTGAGCATGG CCCCCGACGA ACACTTTCTC GTATCCAGCA 720 

GCAATGGAAC TGTATTAAAT ACTACTATGA TAGACACTGC AGCTAGAGAT ACAGCTAGAG 780 

TCCTGATTGC CAGTGCCCTG ACTCTGCTGG TTGGAATTAT ACAGTTGATA TTTGGTGGCT 840 

TGCAGATTGG ATTCATAGTG AGGTACTTGG CAGATCCTTT GGTTGGTGGC TTCACAACAG 900 

CTGCTGCCTT CCAAGTGCTG GTCTCACAGC TAAAGATTGT CCTCAATGTT TCAACCAAAA 960 

ACTACAATGG AGTTCTCTCT ATTATCTATA CGCTGGTTGA GATTTTTCAA AATATTGGTG 1020 

ATACCAATCT TGCTGATTTC ACTGCTGGAT TGCTCACCAT TGTCGTCTGT ATGGCAGTTA 1080 

AGGAATTAAA TGATCGGTTT AGACACAAAA TCCCAGTCCC TATTCCTATA GAAGTAATTG 1140 

TGACGATAAT TGCTACTGCC ATTTCATATG GAGCCAACCT GGAAAAAAAT TACAATGCTG 1200 

GCATTGTTAA ATCCATCCCA AGGGGGTTTT TGCCTCCTGA ACTTCCACCT GTGAGCTTGT 1260 

TCTCGGAGAT GCTGGCTGCA TCATTTTCCA TCGCTGTGGT GGCTTATGCT ATTGCAGTGT 1320 

CAGTAGGAAA AGTATATGCC ACCAAGTATG ATTACACCAT CGATGGGAAC CAGGAATTCA 1380 

TTGCCTTTGG GATCAGCAAC ATCTTCTCAG GATTCTTCTC TTGTTTTGTG GCCACCACTG 1440 

CTCTTTCCCG CACGGCCGTC CAGGAGAGCA CTGGAGGAAA GACACAGGTT GCTGGCATCA 1500 

TCTCTGCTGC GATTGTGATG ATCGCCATTC TTGCCCTGGG GAAGCTTCTG GAACCCTTGC 1560 

AGAAGTCGGT CTTGGCAGCT GTTGTAATTG CCAACCTGAA AGGGATGTTT ATGCAGCTGT 1620 

GTGACATTCC TCGTCTGTGG AGACAGAATA AGATTGATGC TGTTATCTGG GTGTTTACGT 1680 

GTATAGTGTC CATCATTCTG GGGCTGGATC TCGGTTTACT AGCTGGCCTT ATATTTGGAC 1740 

TGTTGACTGT GGTCCTGAGA GTTCAGTTTC CTTCTTGGAA TGGCCTTGGA AGCATCCCTA 1800 

GCACAGATAT CTACAAAAGT ACCAAGAATT ACAAAAACAT TGAAGAACCT CAAGGAGTGA 1860 

AGATTCTTAG ATTTTCCAGT CCTATTTTCT ATGGCAATGT CGATGGTTTT AAAAAATGTA 1920 

TCAAGTCCAC AGTTGGATTT GATGCCATTA GAGTATATAA TAAGAGGCTG AAAGCGCTGA 1980 

GGAAAATACA GAAACTAATA AAAAGTGGAC AATTAAGAGC AACAAAGAAT GGCATCATAA 2040 

GTGATGCTGT TTCAACAAAT AATGCTTTTG AGCCTGATGA GGATATTGAA GATCTGGAGG 2100 

AACTTGATAT CCCAACCAAG GAAATAGAGA TTCAAGTGGA TTGGAACTCT GAGCTTCCAG 2160 

TCAAAGTGAA OGTTCCCAAA GTGCCAATCC ATAGCCTTGT GCTTGACTGT GGAGCTATAT 2220 

CTTTCCTGGA CGTTGTTGGA GTGAGATCAC TGCGGGTGAT TGTCAAAGAA TTCCAAAGAA 2280 

TTGATGTGAA TGTGTATTTT GCATCACTTC AAGATTATGT GATAGAAAAG ' CTGGAGCAAT 2340 

GCGGGTTCTT TGACGACAAC ATTAGAAAGG ACACATTCTT TTTGACGGTC CATGATGCTA 2400 

TACTCTATCT ACAGAACCAA GTGAAATCTC AAGAGGGTCA AGGTTCCATT TTAGAAACGA 2460 

TCACTCTCAT TCAGGATTGT AAAGATACCC TTGAATTAAT AGAAACAGAG CTGACGGAAG 2520 

AAGAACTTGA TGTCCAGGAT GAGGCTATGC GTACACTTGC ATCCTGAAAG TGGGTTGGGG 2580 

AGGTCTCTAT GAGCAAGGAA TACAAGACAA AACTTCCTCA ATGCATTGAC TATTTCTTCA 2640 

GACTCAAAAC ACTCATTCTT TTTTCTATTA AGCCATTGAA AGAGAAGCAC TAAGACTGCT 2700 

TCTAGGCTTT ATTTATAAAA TAAACACCTT ATCCCTAACA TGGGCAAAAT GGCTAGAATT 2760 

ATTCAGACGA TTTGGCAGCG TCCAGGGTAA GCTGGTGTTA TAATACGCTG CTGATCTACA 2820 

TCACAGATTT GCTAATAATG TTCACGTGGG CCCTGGCATA TCTCTGTTCA GTTAGAGTGA 2880 

GTGCTGACCC AACAGCCTCT GTGGTCAAGC GAGTCACGAA TGATTAATCA TAAAGAAAAA 2940 

TCAGTTTTTG ACTGACCTGG ATATCCATGA GCTGCACTGA TCACCATGTA AGGTCACATT 3000 

TAGTAAATGC TGAAATAAAA TGATTAATGC ATTTATCAAT AAAAGCCTTT GAAAATACTT 3060 

TGGATAATAA ATTGGAGTTT TAAAAATGCA AATTTGCTTA GTATCTAATA ATGAAGTGTT 3120 

ATTACATATA GCCGGAATTG AGGATCTCTT TGATCCTGGA AATGGTTTAC CTAAAAGCTA 3180 

CAGAACCAGG OCAATATATT TTGAAATATT GATGCAGACA AATGAAATAA TAAAGAGATT 3240 

TTCATGGTTT ATAAAAATCT TTTTTGATAT GATAATAATC ATGATCACAA CTGAGATCAA 3300 

AAAAATATAT GACAGATTAT TTTGTTTAAA AATGCAGTTT TAATTATCTT AGTCTATAGA 3360 

AATGATCATT GCATGGAGGC ATGTATAGGT ATGATCTGTG TAAAATCTGA CATAAAAACA 3420 

GTGCTATTCT GAGTGAAAAT TTTTTTGATG TGCTTACATA ACGATGGTGA TTAAAATGAG 3480 

TTTATATTTT TTCTCAAAAA TTTTAGCAGT GTGTAAAGTA AGTAATCTTT AACTGAACTC 3540 

TGACCACTTA AAAAAAAATC TAAAAATTGA ACTACCTATA GTAGTCTGTG TTTAAAGTGA 3600 

ATTTTTAAAG ACAAAGCATT CTAAATGAAC TCAATATAAA AACATTCATT TGGAATGTAC 3660 

ATACTGAAAA ATACAGGTTT TTTTGACCAA AAGTTTTTAT ATCTTTTCTT TTTATTTATT 3720 

TTTTTCCTAA GTGCCAACAA TTTTCTAGAT ATTATATACA ACACAGGCTT TGATCTTGGG 3780 

GACTTTTCCC ATATATTTCA CACTGGAGTG AATGAAGTTG TACTTCATTT CTAGAGAAAA 3840 

GTTATACCCA GGTCCCCAAT TGAGAATGTC TTGCTTGATT GAAAACGACA TCATCCCTTG 3900 

GTATACTCCA GGGATTGGTT TCAGGACCCC TGCATTTACC AAAATTTGTG CACACTCAAG 3960 

TCCTGCAGTC ACCCCTGCCT AAAGATAGAA TGGCTTCTCT GTTTTTCTTC TGAAATACAA 4020 

CCAGAAACAA TGTGTCTATT TCTGAAAGAA TAGGATTAAT GATCATACAA ATGGGTTAAT 4080 

CCTGAATTCT GGTTGTAAAT CTGGTTACAG CATAACTAGG ATTAXAATGC TGCCTCATTT 4140 

TCACAGCACT ACTTGCTTAT ATTQACAACA AATCATCTCG CTAAAGAGTG AATGTAGGCC 4200 

AGGCGCGGTG GCTCATGCCT GTAATCCGAG CACTTTGGGA GGCCGAGGCG GGTGGATCAC 4260 

GAGGTCAGGA GATOGAGACC ATCCTGGCTA ACATGGTAAA ACCCCGTCTC TACTAAAAAT 4320 

AGAAAAAAAG AAATTAGCCT AGCGTGGTGG CTGGCGGGCG CCTGTAGTCC CAGCTATTTG 4380 

GGAGGCTAAG GCAGGAGAAT GGCGTGAACC CGGGAGGCGG AGCTTGCAGT GAGCCGAGGT 4440 

CGTGCCACTG CACTCCAGCC TGGGCGACAG AGCAAGACTC CGTCTCAAAA AAAAAAAAAA 4500 

AAAAAAAAAA AGAGTGAATG TAATAGTCTT GCAGAAAATG AATGAATACC TTTGTTCAAT 4560 

AAAGGAAATA TGCACTGCTC ACTTTTTTGA AGGAAATGCC AAAGTTACGT TTTACAACAA 4620 

GGCTAGAGTT TGTAAATTCT GGGTTCATTT GTGATGACAT AAGTCAGCAA ACTGCGGGAA 4680 

TACTGTCTCT TCTATGTATT TTGTGAATAG TAAGCATAAT TTTAGTTTTG TATTATCAAT 4740 

GAAAATTTCA CTTGAAATTA AAGCTGCCTT TTGTTATATT TTTAACCTAT AGGATAAGAT 4800 

TCCAGTATTG TATATGAGTT TTAACAAATT AAAAAATCAA ATCATGTACA TTTGAAAATA 4860 

TTTGCACACA TTTAAAAATA AATGTAAAGT TGTCTTTTAA ACTACTCGGA TGTGTCCTTT 4920 
CTGAACAAAA 

A212 Protein sequence: 
Gene name: 
Unlgene number: 
Probeset Accession 8: 
Protein Accession #: 
Signal sequence: 

932 



Solute carrier family 26, member 4 

HS. 159275 

AF030880 

043511 

none found 



WO 03/042661 



PCTYUS02/36810 



Transmembrane domains: 81-103, 109-131, 136-158, 185-207. 221-243, 245-267, 270-291, 295-317. 

347-369, 386-408, 420-442, 448-470, 486-508 
Cellular Localization: plasma membrane 



1 11 21 

I I I 

MAAPGGRSEP PQLPEYSCSY MVSRPVYSEL 
AFGVLKTLVP ILEWLPKYRV KEWLLSDVIS 
FFPILTYFIF GTSRHISVGP FPWSLMVGS 
RDTARVLIAS ALTLLVGIIQ LIFGGLQIGF 
NVSTKNYNGV LSIIYTLVEI FQNIGDTNIiA 
PIEVIVTIIA TAISYGANLE KNYNAGIVXS 
YAIAVSVGKV YATKYDYTID GNQEFIAFGI 
QVAGIISAAI VMIAILALGK LLEPLQKSVL 
IWVFTCIVSI ILGLDLGLLA GLIFGLLTW 
EPQGVKILRF SSPIFYGNVD GFKKCIKSTV 
KNGIISDAVS TNNAFEPDED IEDLEELDIP 
DCGAISFLDV VGVRSLRVIV KEFQRIDVNV 
TVHDAILYLQ NQVKSQEGQG SILETITLIQ 
QDEAMRTTAS 



31 41 51 

1 1 i 

AFQQQHERRL QERKTLRESL AKCCSCSRKR 60 

GVSTGLVATL QGMAYALLAA VPVGYGLYSA 120 

WLSMAPDEH FLVSSSNGTV LNTTMIDTAA 180 

IVRYLADPLV GGFTTAAAFQ VLVSQLKIVL 240 

DFTAGLLTIV VCMAVKELND RFRHKIPVPI 300 

IPRGFLPPEL PPVSLFSEML AASPSIAWA 360 

SNIFSGFFSC FVATTALSRT AVQESTGGKT 420 

AAWIANLKG MFMQLCDIPR LWRQNKIDAV 480 

LRVQFPSWNG LGSIPSTDIY KSTKNYKNIE 540 

GFDAIRVYNK RLKALRKIQK LIKSGQLRAT 600 

TKEIEIQVDW NSELPVKVNV PKVPIHSLVL 660 

YFASLQDYVI EKLEQCGFFD DNIRKDTFFL 720 

DCKDTLELIE TELTEBELDV QDEAMRTLAS 760 



A213 DNA 



Gene name: 
Unigene number: 
Probeset Accession #: 
Nucleic Acid Accession tt; 
Coding sequence: 



Highly similar to calcium -activated potassium channel rSK2 [R.norvegicus] 
Hs. 98280 
AA418000 
NMJJ21614 

458-2197 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I I 

CGGCGGCAGC AGCCCATGCC TCCGGTGCAA CAGCTGCGCC TCCTCCGGTG CCCCGGOGGC 60 

GGGGGCGGGA GATAACCTGT CCCTGCTGCT CCGCACCTCC TCGCCCGGCG GCGCCTTCCG 120 

GACCCGCACC TCCTCGCCGC TGTCGGGCTC GTCCTGCTGC TGCTGCTGCT GCTOGTCGCG 180 

CCGGGGCAGC CAGCTCAATG TGAGCGAGCT GACGCCGTCC AGCCATGCCA GTGCGCTCCG 240 

GCAGCAGTAC GCGCAGCAGT CCGCGCAGCA GTOGGCGTCC GCCTCCCAGT ACCACCAGTG 300 

CCACAGCCTG CAGCCCGCCG CCAGCCCCAC GGGCAGCCTC GGCAGTCTGG GCTCCGCGCC 360 

CCCGCTCTCG CACCACCACC ACCACCCGCA CCCGGCGCAC CACCAGCACC ACCAGCCCCA 420 

GGCGCGCCGC GAGAGCAACC CCTTCACCGA AATAGCCATG AGCAGCTGCA GGTACAACGG 480 

GGGCGTCATG CGGCCGCTCA GCAACTTGAG OGCGTCCCGC CGGAACCTCC ACGAGATGGA 540 

CTCAGAGGCG CAGCCCCTGC AGCCCCCCGC GTCTGTCGGA GGAGGTGGCG GCGCGTCCTC 600 

CCCGTCTGCA GACGCTGCCG CCGCCGCCGC TGTTTCGTCC TCAGCCCCCG AGATCGTGGT 660 

GTCTAAGCCC GAGCACAACA ACTCCAACAA CCTGGCGCTC TATGGAACCG GCGGCGGAGG 720 

CAGCACTGGA GGAGGCGGCG GCGGTGGAGG GAGCGGGCAC GGCAGCAGCA GTGGCACCAA 780 

GTCCAGCAAA AAGAAAAACC AGAACATCGG CTACAAGCTG GGCCACCGGC GCGCCCTGTT 840 

CGAAAAGCGC AAGCGGCTCA GCGACTACGC GCTCATCTTC GGCATGTTCG GCATCGTGGT 900 

CATGGTCATC GAGACCGAGC TGTCGTGGGG CGCCTACGAC AAGGCGTCGC TGTATTCCTT 960 

AGCTCTGAAA TGCCTTATCA GTCTCTCCAC GATCATCCTG CTCGGTCTGA TCATCGTGTA 1020 

CCACGCCAGG GAAATACAGT TGTTCATGGT GGACAATGGA GCAGATGACT GGAGAATAGC 1080 

CATGACTTAT GAGCGTATTT TCTTCATCTG CTTGGAAATA CTGGTGTGTG CTATTCATCC 1140 

CATACCTGGG AATTATACAT TCACATGGAC GGCCCGGCTT GCCTTCTCCT ATGCCCCATC 1200 

CACAACCACC GCTGATGTGG ATATTATTTT ATCTATACCA ATGTTCTTAA GACTCTATCT 1260 

GATTGCCAGA GTCATGCTTT TACATAGCAA ACTTTTCACT GATGCCTCCT CTAGAAGCAT 1320 

TGGAGCACTT AATAAGATAA ACTTCAATAC ACGTTTTGTT ATGAAGACTT TAATGACTAT 1380 

ATGCCCAGGA ACTGTACTCT TGGTTTTTAG TATCTCATTA TGGATAATTG GCGCATGGAC 1440 

TGTCCGAGCT TGTGAAAGGT ACCATGATCA ACAGGATGTT ACTAGCAACT TCCTTGGAGC 1500 

GATGTGGTTG ATATCAATAA CTTTTCTCTC CATTGGTTAT GGTGACATGG TACCTAACAC 1560 

ATACTGTGGA AAAGGAGTCT GCTTACTTAC TGGAATTATG GGTGCTGGTT GCACAGCCCT 1620 

GGTGGTAGCT GTAGTGGCAA GGAAGCTAGA ACTTACCAAA GCAGAAAAAC ACGTGCACAA 1680 

TTTCATGATG GATACTCAGC TGACTAAAAG AGTAAAAAAT GCAGCTGCCA ATGTACTCAG 1740 

GGAAACATGG CTAATTTACA AAAATACAAA GCTAGTGAAA AAGATAGATC ATGCAAAAGT 1800 

AAGAAAACAT CAACGAAAAT TCCTGCAAGC TATTCATCAA TTAAGAAGTG TAAAAATGGA I860 

GCAGAGGAAA CTGAATGACC AAGCAAACAC TTTGGTGGAC TTGGCAAAGA CCCAGAACAT 1920 

CATGTATGAT ATGATTTCTG ACTTAAACGA AAGGAGTGAA GACTTCGAGA AGAGGATTGT 1980 

TACCCTGGAA ACAAAACTAG AGACTTTGAT TGG TAG CATC CACGCCCTCC CTGGGCTCAT 2040 

AAGCCAGACC ATCAGGCAGC AGCAGAGAGA TTTCATTGAG GCTCAGATGG AGAGCTACGA 2100 

CAAGCACGTC ACTTACAATG CTGAGCGGTC CCGGTCCTCQ TCCAGGAGGC GGCGGTCCTC 2160 

TTCCACAGCA CCACCAACTT CATCAGAGAG TAGCTAGAAG AGAATAAGTT AACCACAAAA 2220 

TAAGACTTTT TGCCATCATA TGGTCAATAT TTTAGCTTTT ATTGTAAAGC CCCTATGGTT 2280 

CTAATCAGCG TTATCCGGGT TCTGATGTCA GAATCCTGGG AACCTGAACA CTAAGTTTTA 2340 

GGCCAAAATG AGTGAAAACT CTTTTTTTTT CTTTCAGATG CACAGGGAAT GCACCTATTA 2400 

TTGCTATATA GATTGTTCCT CCTGTAATTT CACTAACTTT TTATTCATGC ACTTCAAACA 2460 
AACTTTACTA CTACATTATA TGATATATAA TAAAAAAAGT TAATTTCGGA 



A214 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 



ESTs, Highly similar to calcium- activated potassium channel rSK2 iR.norvegicus 

Hs. 98280 

AA418000 

NP_0 67627 

none found 

135-157, 16B-190, 208-230, 254-276, 306-328, 342-364, 373-394 

933 



WO 03/042661 



PCT/US02/36810 



Calmodulin binding domain: 
Cellular Localization: 



412-488 

plasma membrane 



5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 



i 
I 

MSSCRYNGGV 
SSAPEIWSK 
LGHRRALFEK 
LLGLIIVYHA 
LAFSYAPSTT 
VMKTLMTICP 
YGDMVPNTYC 
NAAANVLRBT 
DLAKTQNIMY 
EAQMESYDKH 



11 
I 

MRPLSNliSAS 
PEHNNSNNLA 
RKRLSDYALI 
REIQLFMVDN 
TADVDIILSI 
GTVLLVFSIS 
GKGVCLLTGI 
WLIYKNTKLV 
DMISDLNERS 
VTYNAERSRS 



21 
I 

RRNLHEKDSE 
LYGTGGGGST 
FGMFGIWMV 
GADDWRIAMT 
PMFLRLYLIA 
LWIIAAWTVR 
MGAGCTALW 
KKIDHAKVRK 
EDFEKRIVTL 



31 
I 

AQPLQPPASV 
GGGGGGGGSG 
IETELSWGAY 
YERIFFICLE 
RVMLLHSKLF 
ACERYKDQQD 
AWARKLELT 
HQRKFLQAIH 
ETKLETLIGS 
APPTSSESS 



41 
I 

GGGGGASSPS 
HGSSSGTKSS 
DKASLYSLAL 
ILVCAIHPIP 
TDASSRSIGA 
VTSNFLGAMW 
KAEKHVHNFM 
QLRSVKMEQR 
IHALPGLISQ 



51 
I 

ADAAAAAAVS 
KKKNQNIGYK 
KCLISLSTII 
GNYTFTWTAR 
LNKINFNTRF 
LISITFLSIG 
MDTQLTKRVK 
KLNDQANTLV 
TIRQQQRDFI 



60 
120 
180 
240 
300 
360 
420 
480 
540 



A215 DMA SEQUENCE: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



CGI -86 protein 
Hs. 109201 
AW161450 
NMJJ16029 

228-1097 (underlined sequences correspond to start and stop codons) 



CTGCGATCCC 
GGGCGTGGGC 
TGCTCCTGCT 
TATGGGCCGA 
TGACTGGAGC 

TAGAGAATGG 
CTGGTTCCCA 
TGGTCAACAA 
ACAGAAAGCT 
CTCACATGAT 
TATCTGTACC 
ATGGCCTTCG 
GACCTGTGCA 
GCAATAATGG 
TCAGCATGGC 
CATATTTGTG 
AAAGGATTGA 
AGACAAAACA 
AAACATGAAA 
ACTTTTTAAT 
AGATTGCCAT 



11 
I 

GCAGGGCAGC 
GGCCGCAATG 
CTTGGTGCAG 
GTGGCAGGGA 
CTCGAGTGGA 
GCTGTCAGCC 
CAATTTAAAA 
TGAAGCGGCT 
TGGTGGAATG 
AATAGAGCTT 
CGAGAGGAAG 
TCTTTCCATT 
AACAGAACTT 
ATCAAATATT 
AGACCAGTCC 
CAATGATTTG 
GCAATACATG 
GAACTTTAAG 
TGACTGAAAA 
ACAGCAATCT 
AGATATGACT 
GAATCTTGCA 



21 



GACGCGACTC 
AACTGGGAGC 
CTGCTGCGCT 
CGACGCCCAG 
ATTGGTGAGG 
AGAAGAGTGC 
GAAAAAGATA 
ACCAAAGCTG 
TCCCAGCGTT 
AACTACTTAG 
CAAGGAAAGA 
GGATACTGTG 
GCCACATACC 
GTGGAGAATT 
CACAAGATGA 
AAAGAAGTTT 
CCAACCTGGG 
AGTGGTGTGG 
GAGCACCTGT 
TCTTATGCTT 
TTGCTTCCAA 
AA 



31 
I 

TGGTGCGGGC 
TGCTGCTGTG 
TCCTGAGGGC 
AATGGGAGCT 
AGCTGGCTTA 
ATGAGCTGGA 
TACTTGTTTT 
TTCTCCAGGA 
CTCTGTGCAT 
GGACGGTGTC 
TTGTTACTGT 
CTAGCAAGCA 
CAGGTATAAT 
CCCTAGCTGG 
CAACCAGTCG 
GGATCTCAGA 
CCTGGTGGAT 
ATGCAGACTC 
ACTTTTCAAG 
CTGAATAATC 
CATGGAATGA 



41 
I 

OGTCTTCTTC 
GCTGCTGGTG 
TGACGGCGAC 
GACTGATATG 
CCAGTTGTCT 
AAGGGTGAAA 
GCCCCTTGAC 
GTTTGGTAGA 
GGATACCAGC 
CTTGACAAAA 
GAATAGCATC 
TGCTCTCCGG 
AGTTTCTAAC 
AGAAGTCACA 
TTGTGTGCGG 
ACAACCTTTC 
AACCAACAAG 
TTCTTATTTT 
CCACTGGAGG 
AAAGACTAAT 
AATAAAAAAT 



51 

I 

CCCCCGAGCT 
CTGTGCGCGC 
CTGACGCTAC 
GTGGTGTGGG 
AAACTAGGAG 
AGAAGATGCC 
CTGACOGACA 
ATCGACATTC 
TTGGATGTCT 
TGTGTTCTGC 
CTGGGTATCA 
GGTTTTTTTA 
ATTTGCCCAG 
AAGACTATAG 
CTGATGTTAA 
TTGTTAGTAA 
ATGGGGAAGA 
AAAATCTTTA 
GAGAAATGGA 
TTGTGATTTT 
AAATAATAAA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



A216 Protein sequence; 
Gene name: 
Unigene number: 
, Probeset Accession ft : 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



CGI- 8 6 protein 
Hs. 109201 
AW161450 
NP_057113 
1-26 

183-206, 221-243 
plasma membrane 



11 
I 



21 
I 



31 



41 



51 
I 



MHWELtiLWLL VLCALLLLLV QLLRFLRADG DLTLLWAEWQ GRRPEWELTD MWWVTGASS 
GIGEELAYQL SKLGVSLVLS ARRVHELERV KRRCLENGNL KEKDILVLPL DLTDTGSHEA 
ATKAVLQEFG RIDILVNNGG MSQRSLCMOT SLDVYRKLIE LNYLGTVSLT KCVLPHMIER 
KQGKrVTVNS ILGIISVPLS IGYCASKBAL RGPFKGLRTE LATYPGIIVS NICPGPVQSN 
IVENSLAGEV TKTIGNNGDQ SHKMTTSRCV RLMLISMAND LKEVWISEQP FLLVTYLWQY 
MPTWAWWITN KMGKKRIENF KSGVDADSSY FKIFKTKHD 



60 
120 
180 
240 
300 



A217 DMA SEQUENCE: 

Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



Homo sapiens mRNA; cDNA DKPZp56401763 (from clone DKFZp5 6401763) 

Hs. 27373 

P13036 

AC012478 

1-1696 (underlined sequences correspond to start and stop codons) 



1 11 21 31 41 51 

I I I I I 1 

ATGOGCGCCO TGCCGCTGCC CGCCCCGCTC CTGCCGCTGC TGCTGCTCGC GCTCCTGGCC 60 

GCTCCCGCCG CCCGCGCCAG CAGAGCCGAG TCCGTCTCCG CGCCGTGGCC OGAACCCGAG 120 

CGCGAGTCGC GGCCACCGCC CGGCCCGGGG CCCGGGAACA CCACCCGGTT TGGGTCTGGG 180 

i GCAGCGGCAG CTCCAGCTCC AACAGCAGTG GCGACGCCTT GGTGACCCGC 240 



934 



WO 03/042661 



ATTTCCATCC TCCTCCGCGA CCTACCCACC CTCAAGGCAG CCGTGATCGT GGCGTTCGCC 300 

TTTACCACCC TCCTCATCGC CTGCCTGCTG CTGCGCGTCT TCAGGTCGGG AAAGAGGTTA 360 

AAGAAGACAC GCAAGTATGA TATCATCACC ACTCCAGCAG AGCGAGTGGA AATGGCGCCA 420 

CTAAATGAAG AGGATGATGA AGATGAGGAC TCCACAGTAT TOQACATCAA ATACAGAGTG 480 

TCCTTGCCGG CTGCACTGAG ACGTCAGCTG CCAGGGTGCC AGACGCTACT GACAGTTCCT 540 

GTGCCCCCAC CCTTCATCCT CGACATTGAC CTTCCAGCAA GATGCAGTGG AAGGCCTGAT 600 

GGTGGAATCA GACCTGGTAA AACCTGTTTC CCAGCCTGGT GGCATCCTGT GGAAAGTTGG 660 

TCAGCTGCAA CCTGGGGTGT GAAGGACTGG ACCTGGAAGC CCTCTTGCGT CGGAGGTGTT 720 

GAAACCAAAA CGAACGTTAT GTATAAAACC CCAGCTCCAT CGTGCGTGTC AGGCATCTGC 780 

TCAGACTGTC ACTGGCAAGC TCGTTTCCAC GTCACCACAA TGGAGTTGCT TCTGCCACCC 840 

TTTGGGCATC CCTTTAAAGT GCCCCCTACT TCTACTCCCC ATGGTTTTCG ACAACTGCAG 900 

CTGAATCTCA TGGAAAAGCT GGATTCCTCT GCCTTACGCA GAAACACCCG GGCTCCATCT 960 

GCCAGGTGCT TGCCACTGGT CCTGGCAGAA ATGGCGGCTG CTGAAAGTGA CCTTCCAAAT 1020 

CCTTGGTGGC ACTTCAGCGC CACAGGCTCT CCAATAAAAA CCCTTTACAC ACAAACCATG 1080 

AGTACCTTGG GCTTGGATGT TTTCTGTGGT GCCGGCCAGC GGGGCACCTT TTGTGAAGAC 1140 

AGAGCAGTGA CTAAGGTTCT CCAGGGTAGC TCTTTCTCCA AACAGCTGCG CTGGAAGCCA 1200 

GCCCTAGAGA GTGGGTTTCC CCATCATCTC AGGCTTCTCA GAGAGTGTCC TCCGCTGAGC 1260 

ACCCATCCTG TCAGGTTGGC TCGTTCAGAT GCCCGGGGAC AAGCCAGCCT GACGGGGAGG 1320 

AGGGTGTTTC GGCGTCCGCG GCAGTCTCTG CATGGCGGAG GGTCAGCGGG TACCGCAACT 1380 

TGCCTTTTGG TTTTGAAGAT TCTGTTGAGG CGCCATCCTC ACCTTGACCT CTTCTACAAA 1440 

ATCTGTCTCC CCTGCTGTGC CGTGGAACAC CTACGGGAAG CCAAGAGAAG CTCAGTGACT 1500 

GTCCTTGCGT CATTTGAGCA GAGCCCACAA AAGGCAGCTG CTGCCCACGG GGAGCCTGTC 1560 

AAACGAGGGC CCAGTGGGCA ATTGACCAGA CACACATGCC CTGGCTGGGG GATCACACAT 1620 

GCGAACCTGC AGACAATTCC AGATACCCAA GGCCAGGAAG GCCCACGTGA GGATGTCACT 1680 

CACCCTGGAG GAGACTTGGA TGGGGTGGCA AATTTCTATT T6GAGGAAGA GGGTTTCCAG 1740 

GATGGCAGAT GCCAGAAGAT GGTCCTGATG TCTGAGGAAG GGCCACCTAG TTTGACAGGA 1800 

TGTGAGAGGC TCACAGGTTC CCATCACTTC TCCAGCCATT OCAAGTCTTG GTCCTTCCTT 1860 
TCCCCCCGAC AGCCCCTGTT TCTGTCCAGG CCCTGA 



A218 Protein sequence ; 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



Homo sapiens mRNA; cDNA DKPZp56401763 (from clone DKPZp56401763) 

HS. 27373 

F13036 

FGENESH predicted 
1-27 

94-115, 448-469 
not determined 



MRAVPLPAPL 
AAGGSGSSSS 
KKTRKYDIIT 
VPPPFILDID 
ETKTNVMYKT 
LNLMEKLDSS 
STLGLDVFCG 
THPVRLARSD 
ICLPCCAVEH 
ANLQTIPDTQ 
CERLTGSHHF 



11 
I 

LPLLLLALLA 
NSSGDALVTR 
TPAERVEMAP 
LPARCSGRPD 
PAPSCVSGIC 
ALRRNTRAPS 
AGQRGTFCED 
ARGQASLTGR 
LREAKRSSVT 



SSHSKSWSFL 



21 
I 

APAARASRAE 
IS ILL RD LPT 
LNEEDDEDED 
GGIRPGKTCF 
SDCKWQARFB 
ARCLPLVLAE 
RAVTKVLQGS 
RVFRRPRQSL 
VLASFEQSPQ 
HPGGDLDGVA 
SPRQFLFLSR 



31 
I 

SVSAPWPEPB 
LKAAVIVAFA 
STVFDIKYRV 
PAWWHPVESW 
VTTMELLLPP 
MAAABSDLPN 
SFSKQLRWKP 
HGGGSAGTAT 
KAAAAHGEPV 
NFYLEEBGFQ 
P 



41 
I 

RESRPPPGPG 
FTTLLXACLL 
SLPAALRRQL 
SAATWGVKDW 
FGHPFKVPPT 
PWWHFSATGS 
ALESGFPHHL 
CLLVLKILLR 
KRGPSGQLTR 
DGRCQKMVLM 



51 
I 

PGNTTRFGSG 
LRVFRSGKRL 
PGCQTLLTVP 
TWKPSCVGGV 
STPHGFRQLQ 
PIKTLYTQTM 
RLLRECPPLS 
RHPHLDLFYK 
HTCPGWGITH 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



A219 DNA SEQUENCE 

Gene name: selectin E (endothelial adhesion molecule 1) 

Unigene number: Hs. 89546 

Probeset Accession #s M24736 

Nucleic Acid Accession #: NM_0O04S0 

Coding sequence: 1-1833 (underlined sequences correspond to start and stop codons) 



l 
I 

ATGA TTGCTT 
GCCTGGTCTT 
CAGCAAAGGT 
TCCATATTGA 

GAACCCAACA 
GATGTGGGCA 
GCTGCCTGTA 
TACACTTGCA 
ACAGCCCTGG 
AGCTACAATT 
ACCATGCAGT 
GAGTGTGATG 
AGCTTCCCAT 
GCCCAGAGCC 
GCTGTGACAT 
CCTGCTGGAG 
TTGCAGGGAC 
GTTTGTGAAG 
CTTCCTAGTG 
GGTTTTGTGT 



11 
I 

CACAGTTTCT 
ACAACACCTC 
ACACACACCT 
GCTATTCACC 
TAGGAACCCA 
ATAGGCAAAA 
TGTGGAATGA 
CCAATACATC 
AGTGTGACCC 
AATCCCCTGA 
CTTCCTGCTC 
GTATGTCCTC 
CTGTGACAAA 
GGAACACAAC 
TTCAGTGTAC 
GCAGGGCCGT 
AGTTCACCTT 
CAGCCCAGGT 
CTTTCCAGTG 
CTTCTGGCAG 
TGAAGGGATC 



21 
I 

CTCAGCTCTC 
CACGGAAGCT 
GGTTGCAATT 
AAGTTATTAC 
GAAACCTCTG 
AGATGAGGAC 
TGAGAGGTGC 
CTGCAGTGGC 
TGGCTTCAGT 
GCATGGAAGC 
TATCAGCTGT 
TGGAGAATGG 
TCCAGCCAAT 
CTGTACATTT 
CTCATCTGGG 
CCGCCAGCCT 
CAAATCATCC 
TGAATGCACC 
CACAGCCTTG 
TTTCCGTTAT 
CAAAAGGCTC 



31 
I 

ACTTTGGTGC 
ATGACTTATG 
CAAAACAAAG 
TGGATTGGAA 
ACAGAAGAAG 
TGCGTGGAGA 
AGCAAGAAGA 
CACGGTGAAT 
GGACTCAAGT 
CTGGTTTGCA 
GATAGGGGTT 
AGTGCTCCTA 
GGGTTCGTGG 
GACTGTGAAG 
AATTGGGACA 
CAGAATGGCT 
TGCAACTTCA 
ACTCAAGGGC 
TCCAACCCCG 
GGGTCCAGCT 
CAATGTGGCC 



41 
I 

TTCTCATTAA 
ATGAGGCCAG 
AAGAGATTGA 
TCAGAAAAGT 
CCAAGAACTG 
TCTACATCAA 
AGCTTGCCCT 
GTGTAGAGAC 
GTGAGCAAAT 
GTCACCCACT 
ACCTGCCAAG 
TTCCAGCCTG 
AATGTTTCCA 
AAGGATTTGA 
ACGAGAAGCC 
CTGTGAGGTG 
CCTGTGAGGA 
AGTGGACACA 
AGCGAGGCTA 
GTGAGTTCTC 
CCACAGGGGA 



51 

! 

AGAGAGTGGA 
TGCTTATTGT 
GTACCTAAAC 
CAACAATGTG 
GGCTCCAGGT 
GAGAGAAAAA 
ATGCTACACA 
CATCAATAAT 
TGTGAACTGT 
GGGAAACTTC 
CAGCATGGAG 
CAATGTGGTT 
AAACCCTGGA 
ACTAATGGGA 
AACGTGTAAA 
CAGCCATTCC 
AGGCTTCATG 
GCAAATCCCA 
CATGAATTGT 
CTGTGAGCAG 
GTGGGACAAC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



935 



WO 03/042661 



PCT/US02/36810 



GAGAAGCCCA 
GTGAGGTGTG 
TGTGAGGAGG 
TGGACAGAAG 
AAGATCAACA 
CCTGAAGGAT 
TCTGGCCTGC 
CTTTCTGCTG 
TGCTTACGGA 
GGAAGCTACC 



CATGTGAAGC 
CTCATTCCCC 
GATTTGAATT 
AGGTTCCTTC 
TGAGCTGCAG 
GGACGCTCAA 
TACCTACCTG 
CTGGACTCTC 
AAGCAAAGAA 
AAAAGCCTTC 



TGTGAGATGC 
TATTGGAGAA 
ATATGGATCA 
CTGCCAAGTG 
TGGGGAGCCC 
TGGCTCTGCA 
TGAAGCTCCC 
CCTCCTGACA 
ATTTGTTCCT 
TTACATCCTT 



GATGCTGTCC 
TTCACCTACA 
ACTCAACTTG 
GTAAAATGTT 
GTGTTTGGCA 
GCTCGGACAT 
ACTGAGTCCA 
TTAGCACCAT 
GCCAGCAGCT 
TAA 



ACCAGCCCCC 
AGTCCTCTTG 
AGTGCACATC 
CAAGCCTGGC 
CTGTGTGCAA 
GTGGAGCCAC 
ACATTCCCTT 
TTCTCCTCTG 
GCCAAAGCCT 



GAAGGGTTTG 
TGCCTTCAGC 
TCAGGGACAA 
AGTTCCGGGA 
GTTCGCCTGT 
AGGACACTGG 
GGTAGCTGGA 
GCTTCGGAAA 
TGAATCAGAC 



1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 



A220 Protein sequence; 
Gene name: 
Unigene number: 
Probeset Accession #: 
Protein Accession 8: 
Signal sequence: 
Transmembrane domains: 
C- lectin domain: 
Cellular Localization: 



Selectin E (endothelial adhesion molecule 1) 

HS. 89546 

M24736 

NP_000441 

1-22 

555-573 

23-139 

plasma membrane 



1 
I 

. MIASQFLSAL 
SILSYSPSYY 
DVGMWNDERC 



ECDAVTNPAN 
AVTCRAVRQP 
VCEAFQCTAL 
EKPTCEAVRC 
HTEEVPSCQV 
SGLLPTCEAP 
GSYQKPSYIIj 



11 
I 

TLVLLIKESG 
WIGIRKVNNV 
SKKKLALCYT 
LVCSHPLGNP 
GFVECFQNPG 
QNGSVRCSHS 
SNPERGYMNC 
DAVHQPPKGL 
VKCSSLAVPG 
TESNIPLVAG 



21 
I 

AWSYNTSTEA 
WVWVGTQKPL 
AACTNTSCSG 
SYNSSCSISC 
SFPWNTTCTP 
PAGEFTFKSS 
LPSASGSFRY 
VRCAHSPIGE 
KINMSCSGEP 
LSAAGLSLLT 



31 
I 

MTYDEASAYC 
TEEAKNWAPG 
HGECVETINN 
DRGYLPSSME 
DCEEGFELMG 
CNPTCEEGFM 
GSSCEPSCEQ 
FTYKSSCAFS 
VPGTVCKPAC 
LAPFLLWLRK 



41 

I 

QQRYTHLVAI 
EPNNRQKDED 
YTCKCDPGPS 



AQSLQCTSSG 
LQGPAQVECT 
GFVLKGSKRL 
CEEGPBLYGS 
PEGWTLNGSA 
CLRKAKKPVP 



51 
I 

QNKEEIEYLN 
CVEIYIKREK 
GLKCEQIVNC 
SAPIPACNW 
NWDNEKPTCK 
TQGQWTQQIP 
QCGPTGEWDN 
TQLECTSQGQ 
ARTCGATGHW 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 



Taxol Prostate 
A221 DNA SEQUENCE 

Gene name: ESTs; Liprin A2 

Unigene number: Hs. 306480 

Probeset Accession #: N51002 

Nucleic Acid Accession #: N51002 

Coding sequence: 1-3793 {underlined sequences correspond to start and stop codons) 



1 
I 

ATGATGTGTG 
CAAAGCAGTG 
GAAAGGGATC 
CAAAGACTTC 
CTGCCACAGG 
CCGGAATTTG 
GAAGAAGAAA 
TTGGAGTGCC 
GCCCAGTCTC 
TTTGAGCACC 
AGAGTCTCTG 
GAACAAAATG 
CATCTTGAAG 
ATAGACTCAA 
AACTATGAAA 
GTGGAACAGG 
AAGTATCAAA 
ACAACCCTTG 
AATGATAAAC 
AAAAACAGAC 
AGAAAGGCTG 
ACCAAGGCTG 
CTTGAAGAGA 
CATAACAAGA 
CAACTACACT 
TCAGAAACTT 
GAAATTGAAA 
GAACCCACAA 
TCCCTAGTGG 
GGCCGCATGG 
AATAGAACTC 
TCTGATATTG 
AGTGGTCATT 
AACAAAGAAA 
ATTGAAAATA 



11 
I 

AAGTGATGCC 
GCTCGGACTC 
GTCTTCTAGA 
AGGATGTCAT 
ATATCGAATC 
CTGCACTGAC 
TCTCTGAACT 
TTGTGTCACG 
CCTCAGGAGT 
ACAAGGCCTT 
CACTGGAAGA 
TTCATATACA 
GGATGGAACC 
CCGATGAAAC 
TGGCCCAGAT 
AAGCAGAGAC 
GGGACATTAG 
AAAAGCGTTA 
TAGAAAATGA 
AGTTACAAGA 
AAACCTTGCC 
AAGAGAGACA 
AGAATCAAGA 
GATTATCGGA 
TAAAGGAAAG 
TCAGAAAGAA 
AGCTGAGATC 
TACCAAGAAC 
ACAGCCAGTC 
GTGTGCGAAG 
AACAGATTGG 
ATGATGATGA 
CCGATGCCCA 
TCAGGCTAAT 
GAGTGGCTAG 



21 
I 

CACGATTAAT 
AGACTCCCAT 
CACCCTTCGG 
CTATGACCGA 
CCTAACAGGA 
AAAAGAATTA 
TAAAGCTGAA 
ACATGAAAGA 
ATCCAGTGAA 
GGATGAAAAG 
AGAACTAGCT 
AAGAAAAATG 
TGGACAGAAA 
TAGTCAAATA 
GAAAGAACGT 
AGCAAGAAAG 
GGAGGCCATG 
CCTCAGTGCT 
GTTAGCAAAT 
ACGTCTTGAG 
TGAAGTAGAG 
TGGAAATATT 
ACTTCAAAGA 
TACGGTTGAT 
AATGGCTGCT 
TCTTGAAGAA 
TGAACTTGAC 
TCATCTAGAC 
TGATTACAGA 
AGATGAGCCA 
AGTACTAAGC 
CAGAGAAACA 
GACGCTAGCC 
TCAGGAAGAA 
TGTGAGCCTC 



31 
I 

GAGGACACCC 
TTTGAGCAGC 
GAGACCCAGG 
GACTCACTCC 
GGGCTGGCTG 
AATGCCTGCA 
AGAAACAACA 
TCACTAAGAA 
GTTGAAGTTC 
GTAAGGGAGC 
GCTGCTAATC 
GCATCAAGCG 
GTCCATGAGA 
GTTGAACTAC 
TTAGCAGCCC 
GATCTCATTA 
GCACAAAAGG 
CAGAGAGAAT 
AAAGAAGCTA 
CTAGCTGAAC 
GCTGAACTGG 
GAAGAACGTA 
GCTAGGCAAA 
AGACTTCTGA 
CTAGAAGAAA 
TCTTTACATG 
CAATTGAAAA 
ACCTCAGCTG 
ACAACTAAAG 
AAGGTGAAAT 
AGCCACCCTT 
ATTTTTAGCT 
ATGATGCTTC 
AAAGAATCTA 
GAAGGCCTGA 



41 
I 

CAATGAGCCA 
TGATGGTGAA 
AAAGCCTCTC 
AGAGACAGCT 
GTTCTAAGGG 
GGGAACAACT 
CAAGACTATT 
TGACGGTGGT 
TCAAGGCACT 
GACTGAGGGT 
AGGAGATTGT 
AGGGATCCAC 
AGCGTTTGTC 
AAGAATTGCT 
TTTCTTCCCG 
AAACAGAAGA 
AAGATATGGA 
CTACCTCCAT 
TCCTACGGCA 
AAAAGTTGCA 
CTCAGAGAAT 
TGAGACATTT 
GAGAGAAAAT 
CTGAATCCAA 
AGAATGTTTT 
ATAAGGAAAG 
TGAGAACTGG 
AGTTGCGGTA 
TAATAAGAAG 
CTCTTGGGGA 
TTGAAAGTGA 
CAATGGATCT 
AGGAACAATT 
CAGAGTTGCG 
ATTTGGCAAG 



51 
I 

AAGGGGGTOC 
TATGCTAGAT 
ACTTGCCCAG 
CAATTCAGCC 
GGCTGATCCA 
TCTAGAAAAG 
ACTGGAGCAT 
AAAACGGCAA 
GAAATCTTTG 
TTCTTTAGAA 
TGCCTTGCGT 
AGAGTCAGAA 
CAATGGTTCT 
TGAAAAGCAA 
AGTGGGAGAG 
AATGAACACC 
AGAAAGAATT 
ACATGACATG 
GATGGAAGAG 
GCAGACCATG 
TGCAGCCCTA 
AGAGGGTCAA 
GAATGAGGAG 
TGAACGCCTA 
AATTCAAGAA 
ATTAGCAGAA 
CTCTTTAATT 
CTCAGTGGGA 
ACCAAGGAGA 
TCACGAGTGG 
CACTGAAATG 
TCTCTCTCCA 
GGATGCCATC 
TGCTGAAGAA 
GGTCCACCCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 



936 



WO 03/042661 



PCT/US02/36810 



10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 



GGTACCTCCA 
GGACACTCAA 
GTCATGACAC 
GATGGTCGAG 
GCCCTCAGAA 
TCTGTCTCTC 
CTTCACAAAG 
AAAGAAAAAG 
GAGTCCCTGG 
AAGCATGAAC 
CCAACTGTGG 
TGCCQAGCCA 
AGAGAAATTG 
ATGGTTTCCC 
TGGGTGACTC 
GAAGGAAGCT 
CATGAGTGGA 
TTTATGGAAT 
GTCCATTTAA 
TTAAAGAGGT 
GAAATAAAAG 
GGACTTCGAG 
CTGGATGAAA 
ACCCAGGCAA 
AGGCGACTGG 
TTTCCTCCTC 
GCTGGATTTA 
TCATCAAGAC 
GCGGCCGCTT 



TTACTGCCTC 
CTCCAAAGCT 
TGCCAAGTGA 
AGGACAAAGC 
TGACTCACAC 
TTGAGCCAGA 
CCCCCAAGAA 
CTCGACTTGG 
GGTTAGGCAA 
TTCTTGAAGA 
TCGCATGGCT 
ACGTGAAGAG 
GAATCAGCAA 
TAACAAGTCC 
ATGAAGAAAT 
GGGCCCAGTG 
TTGGAAATGA 
GCTTGGTAGA 
AAATGGTGGA 
TGAATTATGA 
ACGTGTTGGT 
AATATGCAAA 
ACTTTGACTA 
GGCAGATTCT 
ATGAAAGTGA 
GTGAAGTACA 
GGTTAACCAC 
TGCAGAGGTT 
TAA 



TGTTACAGCT 
CACCCCTCGA 
TCTGAGGAAA 
AACAATTAAA 
TCTCCCTTCT 
AAGCCTCGGG 
GAAAGGAATC 
GCAGCTCCGA 
ACTCGGAACT 
AGCTCGGAGA 
AGAGCTTTGG 
TGGTGCCATC 
TCCACTGCAT 
TTCAGCTCCT 
GGAAAATCTT 
TCCGGTTTTT 
ATGGCTTCCC 
TGCAAGAATG 
TAGTTTCCAT 
CAGAAAAGAA 
GTGGAGCAAT 
TAATATACTT 
CAGCAGCTTA 
TGAAAGAGAA 
TGACAAGAAC 
TGGAATCAGC 
AACCTCTGGG 
AGACAACTCC 



TCATCGCTGG 
AGCCCTGCCA 
CATCGGAGAA 
TGTGAAACTT 
TCCTACCACA 
CTTGGTAGTG 
AAGTCTTCAA 
GGCTTTATGG 
CAAGCTGAGA 
AAGGGATTAC 
TTGGGAATGC 
ATGTCTGCTT 
CGCTTAAAAC 
CCAACATCTC 
GCAGCTCCAG 
CTACAGACCC 
AGCTTGGGGT 
TTAGATCACC 
CGAACAAGTT 
CTAGAAAGAA 
GACCGAATTA 
GAGAGCGGTG 
ACTTTATTAT 
TACAATAACC 
TTCAGACGTG 
ATGATGCCTG 
CAATCAAGAA 
ACTGTTCGCA 



CCAGTTCATC 
GGGAAATGGA 
AGATTGCAGT 
CTCCTCCTCC 
ATGATGCTCG 
CCAACAGCAG 
TAGGACGTTT 
AGACTGAAGC 
AGGATCGAAG 
CTTTTGCCCA 
CTGCGTGGTA 
TATCTGACAC 
TTCGATTAGC 
GAACTCCTTC 
CAAAAACGAA 
TGGCTTATGG 
TACCTCAGTA 
TAACAAAAAA 
TACAATATGG 
GACGGGAAGC 
TTCGCTGGAT 
TGCATGGCTC 
TACAGATTCC 
TCTTGGCCCT 
GATCAACCTG 
GGTCCTCAGA 
AAATGACAAC 
CATACTCATG 



TCCCCCCAGT 
TCGGATGGGA 
TGTGGAAGAA 
TACCCCTAGA 
AAGTAGTTTA 
CCAAGACTCT 
GTTTGGTAAA 
TGCAGCTCAG 
ACTAAAGAAA 
GTGGGATGGG 
CGTGGCAGCC 
TGAGATCCAG 
AATCCAGGAG 
AGGCAACGTT 
AGAATCTGAG 
AGATATGAAT 
CAGAAGTTAC 
AGATCTCCGT 
AATTATGTGC 
AAGCCAACAT 
ACAAGCAATT 
ACTTATAGCC 
AACACAGAAC 
GGGAACTGAA 
GAGAAGGCAG 
AACATTACCA 
AGATGTTGCT 
TCTCGAGTAA 



A222 Protein sequencer 
Gene name: 
Unigene number: 
Probeset Accession # : 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
AAA domain: 
SAM domains: 
Cellular Localization: 



ESTs,- Liprin A2 
Hs. 306480 
N51002 
none found 
none found 
none found 
286-539 

895-964, 1017-1084, 
not determined 



1105-1177 



1 
I 

MMCEVMPTIN 
QRLQDVIYDR 
EEEISELKAE 
FEHHKALDEK 
HLEGMBPGQK 
VEQEAETARK 
NDKLENELAN 
TKAEBRHGNI 
QLHLKERMAA 
BPTIPRTHLD 
NRTQQIGVLS 
NKEIRLIQEE 
GHSTPKLTPR 
ALRMTHTLPS 
KEKARLgQLR 
PTWAWLELH 
MVSLTSPSAP 
HEWIGNEWLP 
LKRLNYDRKE 
LDENFDYSSL 
PPPREVHGIS 



11 
I 

EDTPMSQRGS 
DSLQRQLNSA 
RNNTRLLLEH 
VRERLRVSLE 
VHEKRLSNGS 
DLIKTEEMNT 
KEAILRQMEE 
EERMRHLEGC; 
LEEKNVLIQE 
TSAELRYSVG 
SHPFESDTEM 
KESTELRAEE 
SPAREMDRMG 
SYHNDARSSL 
GFMETEAAAQ 
LGMPAWYVAA 
PTSRTPSGNV 
SLGLPQYRSY 
LERRREASQH 
TLLLQIPTQN 
MMPGSSETLP 



21 
1 



LPQDIESLTG 
LECLVSRHER 
RVSALEEELA 
IDSTDETSQI 
KYQRDIREAM 
KNRQLQERLE 
LEEKNQELQR 
SETFRKNLES 
SLVDSQSDYR 
SOIDDDDRET 
IENRVASVSL 
VMTLPSDLRK 
SVSLEPESLG 
ESLGLGKLGT 
CRANVKSGAI 
HVTHEEMENIi 
PMECLVDARM 
EIKDVLVWSN 
TQARQILERE 
AGFRLTTTSG 



31 
I 

FEQLMVNMLD 
GLAGSKGADP 
SLRMTWKRQ 
AANQEIVALR 
VEIiQELLEKQ 
AQKEDMEERI 
LAEQKLQQTM 



SLHDKERLAE 
TTKVIRRPRR 
IFSSMDLLSP 
EGLNLARVHP 
HRRKIAWEE 
LGSANSSQDS 
QAEKDRRLKK 
MSALSDTEIQ 
AAPAKTKESE 
LDHLTKKDLR 
DRIIRWIQAI 
YNNLLALGTE 
QSRKMTTDVA 



41 
I 

ERDRLltDTLR 
PEFAALTKEL 
AQSPSGVSSB 
EQNVHIQRKM 
NYEMAQMKER 
TTLEKRYLSA 
RKAETLPEVE 
HNKRLSDTVD 
EIEKLRSELD 
GRMGVRRDEP 
SGHSDAQTLA 
GTSITASVTA 
DGREDKATIK 
LHKAPKKKGI 
KHELLEEARR 
REIGISNPLH 
EGSWAQCPVF 
VHLKMVDSFH 
GLRBYANNIL 
RRLDESDDKN 
SSRLQRLDNS 



2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 



51 
! 

ETQESLSLAQ 
NACREQLLEK 
VEVLKALKSL 
ASSEGSTESE 
LAALSSRVGE 
QRESTSIHDM 
AEIiAQRIAAL 
RLLTESNERL 
QLKMRTGSLI 
KVKSLGDHEW 
MMLQEQLDAI 
SSLASSSPPS 
CETSPPPTPR 
KSSIGRLFGK 
KGLPFAQWDG 
RItKLRLAIQE 
LQTLAYGDMN 
RTSLQYGIMC 
ESGVHGSLIA 
FRRGSTWRRQ 
TVRTYSCLE 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



A223 DNA SEQUENCE 
Gene name: CDA14 
Unigene number: Hs. 26813 

Probeset Accession #: N32912 
Nucleic Acid Accession #: NM_016570 

Coding sequence: 1- 1134 (underlined sequences correspond to start and stop codons) 



75 



80 



1 
I 

ATGAGGCGAC 
AAGGTTCCTG 
TTTACAACTA 
AAGTATGAAT 
ACTGTTGCCA 
GTTGCATCTG 
AAAGAGTGGC 
CAAGATGTGA 



11 
I 

TGAATCGGAA 
AGAGCTATGT 
TGGCTTTATT 
ACGAAGTAGA 
TGAAGTGTCA 
CAGATGGTTT 
AGAGGATGCT 
TATTTAAAAG 



21 
I 

AAAAACTTTA 
AGAGACTTCA 
AACCATAATG 
CAAGGATTTT 
ATATGTTGGA 
AGTTTATGAA 
GCAGCTGATT 
TGCTTTTAAA 



31 
I 

AGTTTGGTAA 
GCCAGTGGAG 
GAATTCTCAG 
TCTAGCAAAT 
GGGGATGTAT 
CCAACAGTAT 
CAGAGTAGGC 
AGTACATCAA 



41 
I 

AAGAGTTGGA 
GTACAGTTTC 
TATATCAAGA 
TAAGAATTAA 
TGGATTTAGC 
TTGATCTTTC 
TACAAGAAGA 
CAGCTCTTCC 



51 
I 

TGCCTTTCOG 
TCTAATAGCA 
TACATGGATG 
TATAGATATT 
AGAAACAATG 
ACCACAGCAG 
GCATTCACTT 
ACCAAGAGAA 



60 
120 
180 
240 
300 
360 
420 
480 
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GATGATTCAT 
GTAGCAGGGA 
CATTTGGCAG 
TCTTTTGGAG 
ATAGATCACA 
TATAAAATAT 
CATGCTGCAG 
ATGGTGACAG 
ATTGTTGGAG 
GAAATAATTT 
GAGGATGGCC 



CACAGTCTCC 
ATTTTCACAT 
CACTTGTCAA 
AGCTTGTTCC 
ACCAGATGTT 
CAGCAGACAC 
GCAGCCATGG 
TTACTGAGGA 
GAATCTTTTC 
GCTGTCGTTT 
ACACAGACAA 



AAATGCATGC 
AACAGTGGGC 
CCATGAATCT 
AGCAATTATT 
CCAATATTTT 
CCATCAGTTT 
AGTCTCTGGG 
GCACATGCCA 
AACAACAGGC 
CAGACTTGGA 
CCACTTACCT 



AGAATTCATG 
AAGGCAATTC 
TACAATTTTT 
AATCCTTTAG 
ATTACAGTTG 
TCTGTGACAG 
ATATTTATGA 
TTCTGGCAGT 
ATGTTACATG 
TCCTATAAAC 
CTTTTAGAAA 



GCCATCTATA 
CACATCCTCG 
CTCATAGAAT 
ATGGAACTGA 
TGCCAACAAA 
AAAGGGAACG 
AATATGATCT 
TTTTTGTAAG 
GAATTGGAAA 
CTGTCAATTC 
ATAATACACA 



TGTCAATAAA 
TGGTCATGCA 
AGATCATTTG 
AAAAATTGCT 
ACTACATACA 
TATCATTAAC 
CAGTTCTCTT 
ACTCTGTGGT 
ATTTATAGTT 
TGTTCCTTTT 
TTGA 



540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 



A224 Protein sequence: 
Gene name: * CDA14 

Uhigene number: He. 26813 

Probeset Accession ft: N32912 

Protein Accession ft: NP_057654 

Signal sequence: none found 

Transmembrane domains: none found 

Cellular Localization: nuclear 



HRRLNRKKTL 
KYEYEVDKDF 
KEWQRMLQLI 
VAGNPHITVG 
IDHNQMFQYF 
MVTVTKEHMP 



11 21 31 41 51 

I I I I I 

SLVKELDAFP KVPESYVETS ASGGTVSLIA FTTMALLTIM EFSVYQDTWM 60 

SSKLRINIDI TVAMKCQYVG ADVLDUVETM VASADGLVYE PTVFDLSPQQ 120 

QSRLQEEHSL QDVIFKSAFK STSTALPPRB DDSSQSPNAC RIHGHLYVNK 180 

KAIPHPRGHA HLAALVNHES YNFSHRIDHL SFGELVPAII NPLDGTEKIA 240 

ITWPTKLHT YKISADTHQF SVTERERI IN HAAGSHGVSG IFMKYDLSSL 300 

FWQFFVRLCG IVGGIFSTTG MLHGIGKFIV EIICCRFRLG SYKPVNSVPF 360 
LLENNTH 



Uterine 

A225 DMA SEQUENCE: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Nucleic Acid Accession ft: 
Coding sequence: 



ESTs, Weakly similar to JE0350 Anterior gradient -2 [H. sapiens] 

Hs. 100686 

AA487468 

AA487468 

55-555 (underlined sequences correspond to start and stop codons) 



1 
I 

CGGCACCAAG 
CTACACTCAG 
GGAATAAAAA 
ACTTGGGTAC 
ATGGTTATTC 
CAAAATGAAG 
GAAACCACTG 
GACCCTTCTT 
TATGAGCCTC 
CAGTCAGAGC 
GAAGAAAACC 
TTACTATTTA 
TCTGAAAAAA 



11 
I 

AGCACTGGCC 
CTTTGGGTCT 
AGGAAAAGAG 
AAACTTATGA 
ATCACCTGGA 
AAATACAAGA 
ATAAGAATTT 
TAACAGTTAG 
GGGATTTACC 
TATAAQAGAT 
TCTGGCACAT 
GTTTTTTTAA 
AAAAAAAAAA 



21 
I 

AAGTCAGCTT 
CTGCCTCTTA 
GCCTCCTCAG 
AGAAGGTCTC 
GGATTGTCAA 
AATGGCTCAG 
ATCACCTGAT 
AGCTGACATA 
CCTATTGATA 
GATAGAAAAA 
TGACAAATAC 
TGTGTTTGCA 
AAAAAAAAA 



31 
I 

CTTCTGAGAG 
CTCGTCACAG 
ACACTCTCAA 
TTTTATGCTC 
TACTCTCAAG 
AATAAGTTCA 
GGGCAATATG 
GCTGGAAGAT 
GAAAACATGA 
AGCCTTCACT 
TAAATGTGCA 
AT AGT CTT AT 



41 
I 

AGTCTCTAGA 
TTTCTTCCAA 
GAGGATGGGG 
AAAAAAGTAA 
CACTAAAGAA 
TCATGCTAAA 
TGCCTAGAAT 
ACTCTAACAG 
AGAAAGCATT 
TCAAAGAAGT 
AGTATATAGA 
TAAAATAAAT 



51 
I 

AGACATGATG 
CCTTGCCATT 
AGATGACATC 
GAAGCCATTA 
AGTATTTGCC 
CCTTATGCAT 
CATGTTTGTA 
ATTGTACACA 
AAGACTTATT 
CAAATTTCAT 
TTTTGTAATA 
GTTTTTTAAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



A226 Protein sequence: 
Gene name: 
Unigene number: 
Probeset Accession ft: 
Protein Accession ft: 
Signal sequence: 
Transmembrane domains: 
Cellular realization: 



ESTs, Weakly similar to JE0350 Anterior gradient-2 [H. sapiens J 

Hs. 100686 

AA487468 

none found 

1-23 

none found 
secreted 



1 11 21 31 41 51 

I I I I I r 

MMLHSALGLC LLLVTVSSNL AIAIKKEKRP PQTLSRGWGD DITWVQTYEE GLFYAQKSKK 
PLMVIHHLED CQYSQALKKV FAQNEEIQEM AQNKFIMLNL MHETTDKNLS PDGQYVPRIM 
FVDPSLTVRA DIAGRYSNRL YTYEPRDLPL LIENMKKALR LIQSEL 



60 
120 



A227 DNA SEQUENCE 

Gene name: G protein-coupled receptor 49 (GPR49) (HG38) (LGRS) 
Unigene number: Hs. 285529 

Probeset Accession ft: AA460S30 
Nucleic Acid Accession #: NM_003667 

Coding sequence: 201-2924 (underlined sequences correspond to start and stop codons) 



938 



WO 03/042661 
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5 

10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



1 11 21 31 41 51 

I I I I I I 

GTGGCGGCAA CCGGCACCTC AGTCCCCGCC GCGCTTCTCC TCGCCGCCCA CGCCGTGGGG 60 

TCAGGAACGC GGCGTCTGGC GCTGCAGACX3 CCCGCTGAGT TGCAGAAGCC CACGGAGCGG 120 

CGCCCGGCGC GCCACGGCCC GTAGCAGTCC GGTGCTGCTC TCCGCCCGCG TCCGGCTCGT 180 

GGCCCCCTAC TTCGGGCACC ATGGACACCT CCCGGCTCGG TGTGCTCCTG TCCTTGCCTG 240 

TGCTGCTGCA GCTGGCGACC GGGGGCAGCT CTCCCAGGTC TGGTGTGTTG CTGAGGGGCT 300 

GCCCCACACA CTGTCATTGC GAGCCCGACG GCAGGATGTT GCTCAGGGTG GACTGCTCCG 360 

ACCTGGGGCT CTCGGAGCTG CCTTCCAACC TCAGCGTCTT CACCTCCTAC CTAGACCTCA 420 

GTATGAACAA CATCAGTCAG CTGCTCCCGA ATCCCCTGCC CAGTCTCCGC TTCCTGGAGG 480 

AGTTACGTCT TGCGGGAAAC GCTCTGACAT ACATTCCCAA GGGAGCATTC ACTGGCCTTT 540 

ACAGTCTTAA AGTTCTTATG CTGCAGAATA ATCAGCTAAG ACACGTACCC ACAGAAGCTC 600 

TGCAGAATTT GCGAAGCCTT CAATCCCTGC GTCTGGATGC TAACCACATC AGCTATGTGC 660 

CCCCAAGCTG TTTCAGTGGC CTGCATTCCC TGAGGCACCT GTGGCTGGAT GACAATGCGT 720 

TAACAGAAAT CCCCGTCCAG GCTTTTAGAA GTTTATCGGC ATTGCAAGCC ATGACCTTGG 780 

CCCTGAACAA AATACACCAC ATACCAGACT ATGCCTTTGG AAACCTCTCC AGCTTGGTAG 840 

TTCTACATCT CCATAACAAT AGAATCCACT CCCTGGGAAA GAAATGCTTT GATGGGCTCC 900 

ACAGCCTAGA GACTTTAGAT TTAAATTACA ATAACCTTGA TGAATTCCCC ACTGCAATTA 960 

GGACACTCTC CAACCTTAAA GAACTAGGAT TTCATAGCAA CAATATCAGG TCGATACCTG 1020 

AGAAAGCATT TGTAGGCAAC CCTTCTCTTA TTACAATACA TTTCTATGAC AATCCCATCC 1080 

AATTTGTTGG GAGATCTGCT TTTCAACATT TACCTGAACT AAGAACACTG ACTCTGAATG 1140 

GTGCCTCACA AATAACTGAA TTTCCTGATT TAACTGGAAC TGCAAACCTG GAGAGTCTGA 1200 

CTTTAACTGG AGCACAGATC TCATCTCTTC CTCAAACCGT CTGCAATCAG TTACCTAATC 1260 

TCCAAGTGCT AGATCTGTCT TACAACCTAT TAGAAGATTT ACCCAGTTTT TCAGTCTGCC 1320 

AAAAGCTTCA GAAAATTGAC CTAAGACATA ATGAAATCTA CGAAATTAAA GTTGACACTT 1380 

TCCAGCAGTT GCTTAGCCTC CGATCGCTGA ATTTGGCTTG GAACAAAATT GCTATTATTC 1440 

ACCCCAATGC ATTTTCCACT TTGCCATCCC TAATAAAGCT GGACCTATCG TCCAACCTCC 1500 

TGTCGTCTTT TCCTATAACT GGGTTACATG GTTTAACTCA CTTAAAATTA ACAGGAAATC 1560 

ATGCCTTACA GAGCTTGATA TCATCTGAAA ACTTTCCAGA ACTCAAGGTT ATAGAAATGC 1620 

CTTATGCTTA CCAGTGCTGT GCATTTGGAG TGTGTGAGAA TGCCTATAAG ATTTCTAATC 1680 

AATGGAATAA AGGTGACAAC AGCAGTATGG ACGACCTTCA TAAGAAAGAT GCTGGAATGT 1740 

TTCAGGCTCA AGATGAACGT GACCTTGAAG ATTTCCTGCT TGACTTTGAG GAAGACCTGA 1800 

AAGCCCTTCA TTCAGTGCAG TGTTCACCTT CCCCAGGCCC CTTCAAACCC TGTGAACACC 1860 

TGCTTGATGG CTGGCTGATC AGAATTGGAG TGTGGACCAT AGCAGTTCTG GCACTTACTT 1920 

GTAATGCTTT GGTGACTTCA ACAGTTTTCA GATCCCCTCT GTACATTTCC CCCATTAAAC 1980 

TGTTAATTGG GGTCATCGCA GCAGTGAACA TGCTCACGGG AGTCTCCAGT GCCGTGCTGG 2040 

CTGGTGTGGA TGCGTTCACT TTTGGCAGCT TTGCACGACA TGGTGCCTGG TGGGAGAATG 2100 

GGGTTGGTTG CCATGTCATT GGTTTTTTGT CCATTTTTGC TTCAGAATCA TCTGTTTTCC 2160 

TGCTTACTCT GGCAGCCCTG GAGCGTGGGT TCTCTGTGAA ATATTCTGCA AAATTTGAAA 2220 

CGAAAGCTCC ATTTTCTAGC CTGAAAGTAA TCATTTTGCT CTGTGCCCTG CTGGCCTTGA 2280 

CCATGGCCGC AGTTCCCCTG CTGGGTGGCA GCAAGTATGG CGCCTCCCCT CTCTGCCTGC 2340 

CTTTGCCTTT TGGGGAGCCC AGCACCATGG GCTACATGGT CGCTCTCATC TTGCTCAATT 2400 

CCCTTTGCTT CCTCATGATG ACCATTGCCT ACACCAAGCT CTACTGCAAT TTGGACAAGG 2460 

GAGACCTGGA GAATATTTGG GACTGCTCTA TGGTAAAACA CATTGCCCTG TTGCTCTTCA 2520 

CCAACTGCAT CCTAAACTGC CCTGTGGCTT TCTTGTCCTT CTCCTCTTTA ATAAACCTTA 2580 

CATTTATCAG TCCTGAAGTA ATTAAGTTTA TCCTTCTGGT GGTAGTCCCA CTTCCTGCAT 2640 

GTCTCAATCC CCTTCTCTAC ATCTTGTTCA ATCCTCACTT TAAGGAGGAT CTGGTGAGCC 2700 

TGAGAAAGCA AACCTACGTC TGGACAAGAT CAAAACACCC AAGCTTGATG TCAATTAACT 2760 

CTGATGATGT CGAAAAACAG TCCTGTGACT CAACTCAAGC CTTGGTAACC TTTACCAGCT 2820 

CCAGCATCAC TTATGACCTG CCTCCCAGTT CCGTGCCATC ACCAGCTTAT CCAGTGACTG 2880 

AOAGCTGCCA TCTTTCCTCT GTGGCATTTG TCCCATGTCT CTAATTAATA TGTGAAGGAA 2940 

AATGTTTTCA AAGGTTGAGA ACCTGAAAAT GTGAGATTGA GTATATCAGA GCAGTAATTA 3000 
ATAAGAAGAG CTGAGGTGAA ACTCGGTTTA AA 



A229 Protein sequence 
Gene name: 
Unigene number: 
Protein Accession #: 
Signal sequence: 
Transmembrane domains: 
Cellular Localization: 



G protein-coupled receptor 49 (GPR49) (HG38) (LGR5) 
HS. 285529 
NP 003658.1 
1-22 

557-579, 596-618, 641-663, 687-709, 724-746, 770-792, B03-825 
plasma membrane 



MDTSRLGVLL 
PSNLSVFTSY 
LQNNQLRHVP 
AFRSLSALQA 
LNYNNLDEFP 
FQHLPELRTL 
YNLLEDLPSF 
LPSLIKLDLS 
AFGVCENAYK 
CSPSPGPFKP 
AVNMLTGVSS 
ERGFSVKYSA 
STMGYMVALI 
PVAFLSFSSL 
WTRSKHPSLM 
VAFVPCL 



11 
I 

SLPVLLQLAT 
LDLSMNNISQ 
TEALQNLRSL 
MTLALNKIHH 
TAIRTLSNLK 
TLNGASQITE 
SVCQKLQKID 
SNLLSSFPIT 
ISKQWNKGDN 
CEHLLDGWLI 
AVLAGVDAFT 
KFBTKAPFSS 
LLNSLCFLMM 
INLTFISPBV 
SINSDDVEKQ 



21 
i 

GGSSPRSGVL 
LLPNPLPSLR 
QSLRLDANHI 
IPDYAFGNLS 
ELGFHSNNIR 
FPDLTGTANL 
LRHNBIYEIK 
GLHGLTHLKL 
SSMDDLHKKD 
RIGVWTIAVL 
FGSFAREGAW 
LKVIILLCAL 
TIAYTKLYCN 
IKFILLWVP 
SCDSTQALVT 



31 
I 

LRGCPTHCHC 
FLEELRLAGN 
SYVPPSCFSG 
SLWLHLHNN 
SIPBKAFVGN 
ESLTLTGAQI 
VDTFQQLLSL 
TGNHALQSLI 
AGMFQAQDER 
ALTCNALVTS 
WENGVGCHVI 
LALTMAAVPL 
LDKGDIiENIW 
LPACLNPLLY 
FTSSSITYDL 



41 
I 

EPDGRMLLRV 
ALTYIPKGAF 
LHSLRHLWLD 
RIHSLGKKCF 
PSLITIHFYO 
SSLPQTVCNQ 
RSLNLAWNKI 
SSENFPELKV 
DLEDFLLDFE 
TVFRSPLYIS 
GFLSIFASES 
LGGSKYGASP 
DCSMVKHIAL 
ILFKPHFKED 
PPSSVPSPAY 



51 




1 

DCSDLGLSEL 


60 


TGLYSLKVLM 


120 


DNALTEIPVQ 


180 


DGLHSLETLD 


240 


NPIQFVGRSA 


300 


LPNL0VLDLS 


360 


AIIHPNAFST 


420 


IEMPYAYQCC 


480 


EDLKALHSVQ 


540 


PIKLLIGVIA 


600 


SVFLLTLAAL 


660 


LCLPLPFGEP 


720 


LLFTNCILNC 


780 


LVSLRKQTYV 


840 


PVTESCHLSS 


900 



Table 75: See Table 1 
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Table 76A depicts Seq ID No; UnigenelD; UnigeneTtlle; PKey; Predicted CeRul ar Localizatton; and Exemplar Accession for each of the sequences In Table 78. The Information 

Table 76A Is linked by SeqID No to Table 78. 

Seq ID No: Sequence ID No for sequences in table ~ 

Ptey: Unique Eos probesel Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unlgene Title: Unigene gene title 

Pred SubceJI Loc: Predicted sub-cellular localizalion 



Seq ID No Fkey ExAccn UnigenelD Unigene Title 

Seq ID 1 & 2 425023 AW956889 Hs.154210 endolheiial differentiation, sphingolipi 

Seq ID 3 & 4 424503 NM.002205 Hs.149809 Integrln, alpha 5 (fibronecUn receptor, 

Seq ID 5 & 6 429423 AI016712 Hs^87797 integrin, beta 1 (libronecfln receptor, 

SeqlD7&8 400289 X07820 rk2258 matrix metalJoprotelnase 10(stromelysln 

Seq ID 9 & 10 419172 AW338625 Hs.22120 ESTs; similar b TRANSMEMBRANE 4 SUPERF 

Seq ID 11 & 12 418007 M13509 Hs.83169 matrix metalloproteinase 1 (interstitial 

Seq ID 13 & 14 418007 M13509 Hs.83169 matrix metalloproteinase 1 (interstitial 

Seq ID 15 & 16 407836 T79340 Hs.200272 B-ceH ClL/lymphoma 6, member B, zinc fi 

Seq ID 17 & 18 414577 AK56548 Hs.72116 hypolhefical protein FU20992 similar to 

Seq ID 19 & 20 418738 AW388633 Hs.6682 solute carrier farrnry 7, (cationlc amino 

Seq ID 21 & 22 428368 BE440042 Hs.B3326 matrix metalloproteinase 3 {stromerysin 

Seq ID 23 & 24 415138 C18356 Hs.295944 Ossue factor pathway inhibitor 2 

Seq ID 25 & 26 429276 AF056085 Hs.198612 G protein-coupled receptor 51 

Seq ID 27 & 28 418994 AA296520 Hs.B9546 selectin E (endothelial adhesion molecul 

SeqlD29&30 407975 X89426 Hs.41716 endothefial eel kpecific molecule 1 

Seq ID 31 & 32 429113 D28235 Hs.196384 prostaglandiiwndoperoxide synthase 2 (p 

Seq ID 33 & 34 418506 AA084248 Hs.85339 G protein-coupled receptor 39 

Seq ID 35 & 36 423961 D13666 Hs.136348 periosfln (OSF-2os) 

Seq ID 37 & 38 414812 X72755 Hs.77367 monokine Induced by gamma interferon 

SeqlD39& 40 417433 BE270266 Hs.82128 5T4 oncofetal trophoblast glycoprotein 

Seq ID 41 & 42 417433 BE270266 Hs.82128 5T4 oncofetal trophoblast glycoprotein 

Seq!D43& 44 424399 AI905687 AI905687:IL-BT095-19019W)19BT095Homo 

Seq ID 45 & 46 422867 L32137 Hs.1584 carQage ofigomerfc matrix protein (pse 

Seq ID 47 & 48 428227 AA321649 Hs.2248 small inducible cytokine subfamily B (Cy 

Seq ID 49 & 50 444381 BE387335 Hs.283713 ESTs, Weakly similar to S64054 hypothec 

Seq ID 51 & 52 439569 AW602166 Hs.222399 CEGP1 protein 

Seq ID 53454 411 558 AA102670 Hs.70725 gamma-aminobutyric acid (GABA) A recepto 

Seq ID 55 & 56 400303 AA242758 Hs.79136 UV-1 protein, estrogen regulated 

Seq ID 57 & 58 411789 AF245505 Hs.72157 AdOcan 

Seq ID 59 & 60 428698 AA85Z773 Hs. 334838 KIAA1B66 protein 

SeqlD61&62 450098 W27249 Hs.8109 hypothefical protein RJ21 080 

Seq ID 63 & 64 421552 AF026692 Hs. 105700 secreted Wzztakelated protein 4 

Seq ID 65 & 66 452747 BE153855 Hs.61460 Ig superfamily receptor LNIR 

SeqID67&68 415539 AI733881 Hs.72472 BMP-R1B 

Seq ID 69 & 70 416636 N32536 Hs.42645 solute carrier family 16 (monocarboxyBc 

SeqlD71&72 416635 N32536 Hs.42645 solute carrier family 1 6 (morracarboxyfic 

Seq ID 73 & 74 409079 W87707 Hs.82065 InterteuHn 6 signal transducer (gp130. 

SeqlD75& 76 442082 R41823 Hs.7413 ESTs 

SeqlD77&78 400297 AI127076 Hs.306201 hypothetical protein DKFZp56401278 

SeqiD79&80 451398 AI793124 Hs.144479 ESTs 

Seq ID 81 & 82 429220 AW207206 ESTs 

SeqlD83&84 421524 AA312082 Hs.105445 GONF family receptor alpha 1 

Seq ID 85 & 86 423242 AL039402 Hs.125783 DEME-6 protein 

Seq ID 87 & 88 423242 AL039402 Hs.125783 DEME-6 protein 

Seq ID 89 & 90 423242 AL039402 Hs.125783 DEME-6 protein 

Seq ID 91 & 92 452190 H26735 Hs.91668 Homo sapiens clone PP149B unknown mRNA 

Seq ID 93 & 94 452190 H26735 Hs.91668 Homo sapiens clone PP1498 unknown mRNA 

SeqlD95& 96 325372 Phase 2 & 3 Exons 

Seq ID 97 & 98 450375 AA009647 a dislntegrin and metalloproteinase doma 

SeqID 99&100 426215 AW963419 Hs.155223 stanniocaWn 2 

Seq ID 101 & 102 425247 NM.005940 Hs.155324 matrix metalloproteinase 1 1 (stromerysin 

Seq ID 103 & 104 429353 AL117406 Hs.335891 ATP-binding cassette transporter MRP8 

Seq ID105&106 429353 AL117406 Hs.335891 ATP-blnding cassette transporter MRP8 

Seq ID 107 & 108 432201 AI538613 H&298241 Transmombrane protease, serine 3 

SeqlD109&110 427585 D31152 Hs.179729 cdlagen, type X, alpha 1 (Schmid metaph 

Seq ID 111 & 112 446163 AA026880 Hs^5252 prolactin receptor 

Seq ID 113 & 114 442117 AW664964 Hs.128899 ESTs; hypothetical protein for IMAGE:447 

Seq ID 115 & 116 428179 AJ127772 Hs.279696 serum/glucocorficoid regulated kinase-B 

SeqID117&118 431211 M86849 Hs.323733 gapjunction protein, beta 2. 26kD (conn 

Seq ID 119 & 120 447033 AI357412 Hs.157601 ESTs 

Seq ID 121 & 122 447033 AI357412 Hs.157601 ESTs 

SeqlD123&124 447033 AI357412 Hs.157601 ESTs 

SeqID125&126 115522 BE614387 Hs.333893 c-Myc target JP01 

Seq ID 127 & 128 452679 242387 HS.83B83 transmembrane, prostate androgen induced 

Seq ID 129 & 130 446051 BE048061 Hs.37054 ephruvA3 

SeqlD131&132 422048 NM.012445 Hs^86126 spondin 2, extracellular matrix protein 

Seq ID 133 & 134 410418 D31382 Hs.63325 transmembrane protease, serine 4 

Seq ID 135 & 136 446342 BE298665 HS.14B46 Homo sapiens mRNA; cDNA DKFZp564D016 (fr 

Seq ID 137 & 138 422260 AA315993 Hs.105484 regenerating gene type IV 

940 



Pred SubcaH Loc 

plasma membrane 
plasma membrane 
plasma membrane 



plasma membrane 



intracell 
secreted 

plasma membrane 
secreted 



secreted 
Intraceli 

plasma membrane 



secreted 

plasma membrane 
plasma membrane 



secreted 



secreted 



plasma m embr a ne 
plasma membrane 



plasma membrane 

intracell 

secreted 

plasma membrane 
ptasma membrane 
plasma membrane 
plasma membrane 
ptasma membrane 
plasma membrane 
plasma membrane 
intracell 

plasma membrane 



plasma membrane 

intracell 

intracell 

bitracefl 

bitraceO 

cytoplasmic 



secreted 
secreted 

plasma membrane 
plasma membrane 



plasma n 
Intracell 

plasma membrane 
secreted 



secreted 
intracell 

plasma membrane 
plasma membrane 
secreted 

plasma membrane 
plasma membrane 
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SeqID 139& 140 


409041 


AB033025 


Hs.50081 


Hypothetical protein. XPJJ51860 (KIAA119 


secreted 


Seq ID 141 & 142 


409041 


AB033025 


Hs.50081 


Hypothetical protein, XP_051860 (KIAA119 


secreted 


SeqID 143 & 144 


111929 


AF027208 


Hs.112350 


prominin (mouseMike 1 


plasma membrane 


SeqiD145&146 


111929 


AF027208 


Hs.1 12360 


prominin (mouse)-like 1 


plasma membrane 


SeqID 147 & 148 


111929 


AF027208 


Hs.1 12360 


prominin (mouse)-like 1 


plasma membrane 


SeqID 149 & 150 


104888 


AW939591 


Hs.5940 


mucin 13, epithelial transmembrane 


plasma membrane 


SeqID 151 & 152 


420159 


AI572490 


Hs.99785 


Homo sapiens cDNA: FU21245 fis. done C 


plasma membrane 


SeqID 153 & 154 


422330 


D30783 


Hs.115263 


epiregufin 


plasma membrane 


Seq ID 155 & 156 


452461 


N78223 


Hs.108106 


transcription factor 


in trace)! 


SeqID 157 & 158 


413324 


V00571 


Hs.75294 


corticotropin releasing hormone 


secreted 


Seq ID 159 & 160 


412420 


AL035668 


Hs.73853 


bone morphogenetic protein 2 


secreted 


Seq ID 161 & 162 


416658 


U03272 


Hs.79432 


fibrillin 2 (congenital contradural ara 


secreted 


Seq ID 163 & 164 


407811 


AW1 90902 


Hs.40098 


cysteine knot superf amity 1, BMP ant agon 


secreted 


Seq ID 165 


402230 






Fgenesh predicted: CYTOCHROME P450 4F5 ( 


In trace!! 


Seq ID 166 & 167 


402230 






Fgenesh predicted: CYTOCHROME P450 4F5 ( 


intracell 


Seq ID 168 & 169 


432829 


W60377 


Hs.57772 


ESTs 


intracell 


SeqID 170 & 171 


425721 


AC002115 


Hs.1 59309 


uroplakin 1A 


plasma membrane 


Seq ID 172 & 173 


420370 


Y13645 


Hs.97234 


uroplakin 2 


plasma membrane 


Seq ID 174 & 175 


437B52 


BE001B36 


Hs.256897 


ESTs, Weakiy similar to (U365012.1 [H.sa 


plasma msmbrane 


Seq tD 176 & 177 


402075 






ENSP00000^1056*:Ptasma membrane calcium 


secreted 


SeqID 178 & 179 


421110 


AJ250717 


Hs.1 355 


cathepsin E 




Seq ID 180 & 181 


451668 


243948 


Hs.326444 


cartilage acidic protein 1 


plasma membrane 


Seq ID 182 & 183 


451668 


Z43948 


Hs.326444 


cartilage acidic protein 1 


secreted 


SeqlD164&185 


451668 


Z43948 


Hs.326444 


cartilage acidic protein 1 


intracell 


Seq ID 186 & 167 


408243 


Y00787 


Hs.624 


interleuktn 8 


secreted 


Seq ID 188 & 189 


422282 


AF019225 


Hs.1 14309 


apolipoproteln L 


secreted 


Seq ID 190 & 191 


425852 


AK0015O4 


Hs.159651 


death receptor 6, TNF superfamily member 


plasms membrane 


Seq ID 192 & 193 


439738 


BE246502 


Hs.9598 


sema domain, immunoglobulin domain (Ig), 


plasma membrane 


Seq ID 194 & 195 


404875 






NM_022819*:Homo sapiens phospholipase A2 


intracell 


Seq ID 196 & 197 


425883 


AL137708 


Hs.161031 


Homo sapiens mRNA; cDNA DKFZp434K0322 (f 


plasma membrane 


Seq ID 198 & 199 


404977 






Insulin-Tike growth factor 2 (somatomedl 


secreted 


SeqlD200 &201 


420876 


AA91B425 


Hs.177744 


ESTs 


plasma membrane 


SeqID202 &203 


427747 


AW411425 


Hs.180655 


serine/threonine kinase 12 


intracell 


Seq ID 204 & 205 


420281 


A1623693 


Hs.323494 


Predicted cation efflux pump 


plasma membrane 
intracell 


Seq ID 206 & 207 


446673 


NM016361 


Hs.15871 


LPAP for lysophosphatidic acid phosphata 


Seq ID 208 


437553 


AI829935 


Hs.130497 


ESTs, Weakly similar to MAT8_HUMAN CHLOR 


plasma membrane 


Seq ID 209 & 210 


437553 


A1829935 


Hs.130497 


ESTs, Weakly similar to MAT8.HUMAN CHLOR 


plasma membrane 


Seq ID 211 & 212 


437553 


A1829935 


Hs.130497 


ESTs, Weakly similar to MAT8 HUMAN CHLOR 


plasma membrane 


Seq ID 213 & 214 


426900 


AW163564 


Hs.142375 


ESTs 


plasma membrane 


Seq ID 215 & 216 


426900 


AW163564 


Hs.142375 


ESTs 


plasma membrane 


Seq ID 217 & 218 


426900 


AW163564 


Hs.142375 


ESTs 


plasma membrane 


SeqID219&220 


405932 






C15000305:gi[3806122{gb|AAC69198.1| (AF0 


intracell 


SeqID 221&222 


405932 






C15000305:gi|3806122|gb|AAC69198.1| (AF0 


intracefi 


SeqlD223&224 


424008 


R02740 


Hs.137555 


putative chemokine receptor; GTP-binding 


plasma membrane 


Seq ID 225 & 226 


424008 


R02740 


Hs.1 37555 


putafive chemokine receptor; GTP-binding 


plasma membrane 


Seq ID 2274 228 


424008 


R02740 


Hs.137555 


putafive chemokine receptor; GTP-binding 


plasma membrane 


Seq ID 229 & 230 


444342 


NM 014398 Hs.10887 


similar to lysosome-associated membrane 


secreted 


SeqID 231&232 


421379 


Y15221 


Hs.103982 


small inducible cytokine subfamily B (Cy 


secreted 


Seq ID 233 & 234 


417079 


U65590 


Hs.81134 


intsrteukjn 1 receptor antagonist 


secreted 


SeqlD235 &236 


4129B6 


XB1120 


Hs.75110 


cannabtnold receptor 1 (brain) 


plasma membrane 


Seq ID 2374238 


412986 


X81120 


Hs.75110 


cannabtnold receptor 1 (brain) 


plasma membrane 


Seq(D239 &240 


412986 


X81120 


Hs.75110 


cannabmotd receptor 1 (brain) 


plasma membrane 


Seq ID 241 & 242 


447072 


D61594 


Hs.17279 


tynosytpfotein sulfotransferase 1 




Seq ID 243 & 244 


419723 


AL120193 


Hs.339810 


longevity assurance (LAG1, S. cerevisiae 


secreted 


Seq ID 245 & 246 


419723 


AL120193 


Hs.339810 


longevity assurance (IAG1 , S. cerevisiae 


plasma membrane 


Seq ID 247 & 248 


430890 


X54232 


Hs.2699 


glypican 1 


plasma membrane 


Seq ID 249 & 250 


456759 


BE259150 


Hs.127792 


delta (Drosophfla)-Jike 3 


plasma membrane 


SeqID 251 


429466 


M85835 


Hs.12827 


ESTs 




Seq ID 252 


429466 


M85835 


Hs.12827 


ESTs 




SeqID 253 &2S4 


419721 


NM.001650 Hs38B650 


aquaporin 4 


plasma membrane 


SeqID 255 & 256 


407034 


U84540 




gb:Human dystrobrevin isoform DTN-3 (DTN 


secreted 


SeqID 257 & 258 


413472 


BE242870 


Hs.75379 


solute carrier family 1 {glial high affi 


plasma membrane 


Seq ID 259 & 250 


438380 


T06430 


Hs.6194 


chondroiSn sulfate proteoglycan BEHAB/b 


secreted & plasma i 


Seq ID 261 & 262 


426271 


AF026547 


Hs.169047 


chondrdSn sulfate proteoglycan 3 (neur 


secreted • 


Seq ID 263 & 264 


419704 


AA429104 


Hs.45057 


ESTs 


intracell 


SeqlD265 &266 


444471 


AB02C684 


Hs.11217 


WAA0877 protein 


plasma membrane 


Seq!D267 &266 


409395 


U46745 


Hs.336678 


dystrobrevin, alpha 


secreted 


SeqlD269&270 


413063 


AL035737 


Hs.75184 


chiOnase 3-Gke 1 (cartilage gh/coprote 


secreted 


Seq ID 271 & 272 


433800 


A1034361 


Hs.135150 


lung type-t cell membrane-associated gty 


plasma membrane 


Seq ID 273 


458435 


A1418718 


Hs.144121 


ESTs. Weakly similar to T46916 hypotheti 




Seq ID 274 


458435 


AI418718 


Hs.144121 


ESTs, Weakly similar to T46916 hypotheti 




Seq ID 275 & 276 


424343 


AW956360 


Hs.4748 


adenylate cyclase activating polypeptide 


plasma membrane 


Seq ID 277 & 278 


424998 


U58515 


Hs.154138 


chitee 3-Gke 2 


secreted 


Seq ID 279 & 280 


412709 


AL022327 


Hs.74518 


WAA0027 protein 


plasma membrane 


Seq ID 281 & 282 


435615 


Y15065 


Hs.4975 


potassium voltage-gated channel, KQT-JIk 


plasma membrane 


SeqlD283 &284 


404049 






NMJ)1893r:Homo sapiens protocadherin be 


plasma membrane 


Seq ID 285 & 286 


418932 


L34059 


Ks.69484 


cadnerin 4, type 1, R-cadherin (retinal) 


plasma membrane 


SeqlD287 &288 


404029 






NM_018936*:Homo sapiens protocadherin be 


plasma membrane 


SeqlD289&290 


436480 


AJ271643 


Hs.87469 


putative acid-sensing ion channel 


intracell 


SeqlD291&292 


452401 


NM_007115 Hs.29352 


tumor necrosis factor, alpha-induced pro 


secreted 


Seq ID293&294 


452401 


NM_007115 Hs.29352 


tumor necrosis factor, alpha-Induced pro 


secreted 


Seq ID 295 & 296 


436895 


AF037335 


Hs.5338 


carbonic anhydrase XII 


plasma membrane 


SeqlD297 &298 


421471 


U90545 


Hs.327179 


solute carrier family 17 (sodium phospha 


plasma membrane 
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Seq ID 299 & 300 


428296 


NM_003058 Hs.183572 


solute carrier family 22 (organic cation 


plasma membrane 


SeqlD301&302 


423508 


AW604297 


Hs.129711 


hepatitis A virus cellular receptor 1 


plasma membrane 


SeqtD303&304 


450001 


NM.001044 Hs.406 


solute carrier family 6 (neurotransmirle 


plasma membrane 


SeqlD305&306 


410407 


X66839 


Hs.63287 


carbonic anhydrase IX 


plasma membrane 


Seq ID 307 & 308 


453496 


AA442103 


Hs.33084 


solute carrier family 2 (facilitated glu 


plasma membrane 


Seq ID 309 & 310 


420737 


L08096 


Hs.99899 


CD70; tumor necrosis factor (ligand) s 


plasma membrane 


Seq ID 311 & 312 


309931 


AW3416B3 




gb:hd13d01.x1 Soares_NFLJ_GBC_S1 Homos 


plasma membrane 


Seq ID 313 & 314 


412719 


AW016610 


Hs.816 


ESTs 


intracell 


Seq ID 315 & 316 


417034 


NM_006183 Hs.80962 


neurotensin 


secreted 


Seq ID 317 & 318 


430486 


BE062109 


Hs.241551 


chloride channel, calcium activated, fam 


plasma membrane 


SeqID319&320 


413753 


U17760 


Hs.75517 


taminin, beta 3 (nicein (125kD), kalinin 


secreted 


Seq ID 321 & 322 


425650 


NNL001944 Hs.1925 


desmoglein 3 (pemphigus vulgaris antigen 


plasma membrane 


Seq ID 323 & 324 


423673 


BE0O3O54 


Hs.1695 


matrix metalloprotelnase 12 (macrophage 


secreted 


Seq ID 325 & 326 


418663 


AK001100 


Hs.41690 


desmocdBrt 3 


plasma membrane 


Seq ID 327 & 328 


418663 


AK001100 


Hs.41690 


desmocoIRn3 


plasma membrane 


Seq ID 329 & 330 


429610 


AB024937 


Hs.211092 


LUNX protein; PLUNC (palate rung and nas 


secreted 


Seq ID 331 & 332 


406690 


M29540 


Hs.220529 


carcinoembryonic antigen-related cell ad 


plasma membrane 


Seq ID 333 & 334 


431846 


BE019924 


HS271580 


uroplakin 1B 


plasma membrane 


Seq ID 335 & 336 


422158 


L10343 


Hs.112341 


protease inhibitor 3, skin-derived (SKAL 


secreted 


Seq ID 337 & 338 


431958 


X63629 


Hs.2877 


cadherin 3, type 1, P-cadherin (placenta 


plasma membrane 


Seq ID 339&340 


437044 


AL035864 


Hs.69517 


differentially expressed in Fanconfs an 


plasma membrane 


Seq ID 341 & 342 


428484 


AF104032 


Hs.184601 


solute carrier family 7 (cationic amino 


plasma membrane 


Seq ID 3434344 


429211 


AF052693 


Hs.198249 


gap junction protein, beta 5 (connexin 3 


plasma membrane 
secreted 


SeqlD345 &346 


417389 


BE260964 


Hs.82045 


mtdkine (neurits growth-promoting factor 


SeqlD347 &348 


431009 


BE149762 


Hs48956 


gap Junction protein, beta 6 (connexin 3 


plasma membrane 


SeqiD349 &350 


417542 


J04129 


Hs.82269 


progestagen- associated endometrial profs 


secreted 


Seq ID 351 & 352 


449230 


BE613348 


HSJ211579 


melanoma cell adhesion molecule 


plasma membrane 


Seq ID 353 & 354 


410555 


U92649 


Hs.64311 


a disintegrin and metaHoproteinase doma 


plasma membrane 


Seq ID 355 & 356 


410555 


U92649 


Hs.64311 


a disintegrin and metaOoproteinase doma 


plasma membrane 


SeqlD357 &358 


424687 


J05070 


Hs.151738 


matrix metafloproteinase 9 (gelatinase B 


secreted 


Seq ID 359 & 360 


418462 


BE001596 


Hs.85266 


Irrtegrin, beta 4 


plasma membrane 


Seq ID 361 & 362 


410274 


AA381807 


Hs.61762 


hypoxia-Inducible protein 2 


secreted 


SeqlD363 &364 


439606 


W79123 


Hs.58561 


G protein-coupled receptor 87 


plasma membrane 


Seq ID 365 & 366 


404877 






NM_005365:Homo sapiens melanoma antigen, 


intracell 


SeqlD367 &368 


444781 


NH.014400 Hs.11950 


GPI-anchored metastasis-associated prate 


plasma membrane 


Seq ID 369 & 370 


109424 


NM_005329 Hs.85962 


hyaturonan synthase 3 


plasma membrane 


Seq ID 371 & 372 


415817 


U88967 


Hs.78867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 373 & 374 


415817 


U88967 


Hs.78867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 375 & 376 


415817 


U88967 


Hs.78867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 377 & 378 


415817 


U88967 


HsJ8867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 379 & 380 


415817 


U88967 


Hs.78867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 381 & 382 


415817 


U88967 


Hs.78867 


protein tyrosine phosphatase, receptor-t 


plasma membrane 


Seq ID 383 & 384 


421617 


AF146074 


Hs.108660 


ATP-bmding cassette, sub-family C (CFTR 


plasma membrane 


Seq ID 385 & 386 


418678 


NM-001327 Hs.87225 


cancerftesfjs antigen (MY-ESO-1) 


fntracefl 


Seq ID 3B7 & 388 


418678 


NMJJ01327 Hs.87225 


cancer/testis antigen (NY-ESO-1) 


intracell 


SeqlD3B9&390 


409420 


Z15C08 


Hs.54451 


lamjnin, gamma 2 (nicein (100kD), kaOni 


secreted 


SeqlD391&392 


332180 


AF134160 


Hs.7327 


daudinl 


plasma membrane 


Seq ID 393 & 394 


408790 


AW580227 


Hs.47860 


neurotrophic tyrosine KntdSGt n&C6plor» 


plasma membrane 


Seq ID 395 & 396 


408790 


AW580227 


Hs.47860 


nsurotrophtc tyroshts Kihssg, rocoptor^ 


plasma membrane 


Seq ID 397 & 398 


439223 


AW238299 


Hs.250618 


UL16 binding protein 2 


plasma membrane 


Seq ID399 &400 


409757 


NM_001898 Hs.123114 


cystafin SN 


secreted 


Seq ID 401 &402 


428969 


AF120274 


Hs.194689 


arte nun 


secreted 


Seq ID 403 & 404 


428969 


AF120274 


Hs.194689 


artemin 


secreted 


Seq ID405&40S 


428969 


AF120274 


Hs.194689 


artemin 


secreted 


SeqlD407 &408 


428969 


AF120274 


Hs.194689 


artemin 


secreted 


SeqlD409&410 


450701 


H39960 


Hs.288467 


hypothetical protein XP 098151 (leudne- 


secreted 


SeqlD411&412 


450701 


H39960 


Hs.288467 


hypothetjcal protein XPJB8151 (leucine- 


secreted 


Seq ID 413 & 414 


414774 


X02419 


Hs.77274 


plasminogen activator, urokinase 


secreted 


Seq ID 415 & 416 


407944 


R34008 


Hs.239727 


desmocoHin 2 


plasma membrane 


Seq ID 417 & 418 


407944 


R34008 


Hs339727 


desmocoISn 2 


plasma membrane 


Seq ID 419 & 420 


428486 


AW583497 


Hs.184604 


pancreatic polypeptide 


secreted 


SeqlD421&422 


457489 


AI693815 


Hs.127179 


cryptic gene 


secreted 


SeqlD423&424 


432874 


W94322 


Hs^79651 


melanoma inhibitory activity 


secreted 


Seq(D425&426 


445891 


AW391342 


Hs.199460 


DPCR1 protein 


plasma membrane 


Seq ID 427 & 428 


445891 


AW391342 


Hs.199460 


DPCR1 protein 


plasma membrane 
secreted 


Seq!D429&430 


404682 






C9001188*^il12738842|refINP_073725.1| p 


Seq ID 431 & 432 


429547 


AW009166 


Hs.99376 


ESTs 


secreted 


Seq ID 433 & 434 


425921 


NM_007231 


I Hs.162211 


solute carrier family 6 (neurotransmitte 


plasma membrane 


Seq ID 435 & 436 


407242 


M18728 




gbrHuman nonspecific crossreactJng antlg 


plasma membrane 


Seq(D437 &438 


407242 


M18728 




gtxHuman nonspecific crossreacfing an tig 


plasma membrane 


SeqtD439 &440 


407242 


M18728 




gbiHuman nonspecific crossreacfing antig 


plasma membrane 


Seq ID 441 & 442 


432596 


AJ224741 


Hs.278461 


matriEnS 


secreted 


Seq ID 443 & 444 


444006 


BE395085 


Hs.10086 


type 1 transmembrane protein Fn14 


plasma membrane 


Seq ID 445 & 446 


423685 


BE350494 


Hs.49753 


uveal autoantjgen with coiled cotl domai 


intracell 


SeqlD447&448 


428392 


H10233 


Hs.2265 


secretory granule, neuroendocrine protei 


secreted 


Seq ID 449 & 450 


429597 


NNLO03816 Hs.2442 


a disintegrin and metaDoproteinase doma 


plasma membrane 


Seq ID 451 & 452 


448030 


N30714 


Hs^25960 


membrane-spanning 4-domains, subfamily A 


plasma membrane 


SeqlD453&454 


422109 


S73265 


Hs.1473 


gastruHeleasing peptide 


secreted 


Seq ID 455 & 456 


419235 


AW470411 


Hs.288433 


neurotrimin 


plasma membrane 


Seq(D457 &458 


449048 


Z45051 


Hs.22920 


similar to S6B401 (cattle) glucose indue 


plasma membrane 


SeqiD459 &460 


427333 


AF067797 


Hs.176658 


aquaporin 8 


plasma membrane 


Seq ID 461 & 462 


417931 


W95642 


Hs.82961 


trefoil factor 3 (intestinal) 


secreted 


SeqlD463 &464 


419216 


AU076718 


Hs.164021 


small inducible cytokine subfamily B (Cy 


secreted 



942 



WO 03/042661 



PCT/US02/36810 



10 

15 

20 

25 

30 

35 

40 

45 

50 

55 

60 

65 

70 

75 

80 



Seq ID 455 4466 


431629 


AU077025 


Hs.265827 


interferon, alpha-lnducible protein (eta 


secreted 


Seq(D467&468 


413554 


AA319146 


Hs.75426 


secretogranln II (chromogranln C) 


secreted 


Seq ID469 &470 


452194 


AI694413 


Hs.332649 


Ubiquitin-Gke protein FAT10??? 


plasma membrane 


Seq ID 471 & 472 


452194 


AI694413 


Hs.332649 


Ublquilin-fike protein FAT 1077? 


plasma membrane 


SeqlD473&474 


426322 


J05068 


Hs.2012 


transcobatamtn I (vitamin B12 binding pr 


secreted 


Seq ID 475 & 476 


429010 


Y18198 


Hs.194725 


one cut domain, family member 2 


intracell 


Seq ID 477 & 478 


431462 


AW583672 


Hs.256311 


gran'm-Gke neuroendocrine peptide precu 


secreted 


SeqlD479&4B0 


44B243 


AW369771 


Hs.52620 


Integrin, beta 8 


plasma membrane 


SeqlD48U4B2 


426427 


M86699 


Hs,169840 


TTK protein kinase 


intracell 


Seq ID 483 & 484 


428187 


AI687303 


Hs.285529 


G protefcveoupted receptor 49 


plasma membrane 


Seq ID 485 & 486 


428579 


NM_005756 


Hs.184942 


G protein-coupled receptor 64 


plasma membrane 


Seq ID 487 & 488 


428579 


NK/L005756 Hs.184942 


G protein-coupled receptor 64 


plasma membrane 


Seq ID 489 & 490 


428579 


NMJW5756 


Hs.184942 


G protein-coupled receptor 64 


plasma membrane 


Seq ID 491 & 492 


428579 


NM.005756 Hs.184942 


G protein-coupled receptor 64 


plasma membrane 


Seq ID 493 & 494 


445537 


AJ245671 


Hs.12844 


EGF-like-domaJn, multiple 6 


secreted 


Seq ID 495 & 496 


422278 


AF072873 


Hs.1 14218 


frizzled (Drosophita) homo log 6 


plasma membrane 


Seq ID 497 & 498 


424620 


AA101043 


Hs.151254 


kaflikrein 7 (chymoirypOc, stratum com 


secreted 


Seq ID 499 & 500 


406400 






kaHikrein 8 (neuropsin/ovasin) (KLK8) 


secreted 


SeqlD501 & 502 


431130 


NM.006103 Hs.2719 


HE4; epididymls-sperific, whey-acidic pr 


secreted 


Seq ID 503 & 504 


420440 


NMJJ02407 Hs.97644 


mammagtobin 2 


secreted 


Seq ID 505 & 506 


428450 


NWL014791 Hs.184339 


KIAA0175 gene product 


intraceU 


Seq ID 507 & 508 


446619 


AU076643 


Hs.313 


secreted phosphoproteln 1 (osteopontin, 


secreted 


Seq ID 509 & 510 


436982 


AB018305 


Hs.5378 


spondin 1, (f-spondin) extracellular mat 


secreted 


Seq ID 511 & 512 


453392 


U23752 


Hs.32964 


SRY (sex determining region Y)-box 1 1 


intracell 


Seq ID 513 


431989 


AW972870 


Hs.291069 


ESTs 




Seq ID 514 


439820 


AL360204 


Hs.283853 


Homo sapiens mRNA full length insert cDN 




Seq ID 515 & 516 


409178 


BE393948 


Hs.50915 


kaJEkrein 5 


secreted 


Seq ID 517 & 518 


426514 


BE616633 


Hs.170195 


bone morphogenefic protein 7 (osteogenic 


secreted 


Seq ID 519 & 520 


421478 


AI683243 


Hs.97258 


ESTs, Moderately similar to S29539 ribos 


plasma membrane 


Seq ID 521 & 522 


421478 


AI683243 


Hs.97258 


ESTs, Moderately similar to S29539 ribos 


plasma membrane 


Seq ID 523 & 524 


425776 


U25128 


Hs.159499 


parathyroid hormone receptor 2 


plasma membrane 


Seq ID 525 & 526 


425776 


U25128 


Hs.159499 


parathyroid hormone receptor 2 


plasma membrane 


Seq !D 5274528 


452097 


AB002364 


Hs.27916 


a dlsintegrin-Bke and metaHoprotease ( 


secreted 


SeqlD529 &530 


416530 


U62801 


Hs.79361 


kalEkrein 6 (neurosin. zyme) 


secreted 


SeqlD531&532 


431515 


NMJH2152 Hs.258583 


endothelial differentiation, lysophospha 


plasma membrane 


Seq ID 533 & 534 


419452 


U33635 


Hs.90572 


PTK7 protein tyrosine kinase 7 


plasma membrane 


SeqiD535&536 


412078 


X69699 


Hs.73149 


paired box gene 8 


intracell 


Seq ID 537 & 538 


412078 


X69699 


Hs.73149 


paired box gene 8 


intracell 


SeqlD539&540 


411773 


NM_006799 Hs72026 


protease, serine, 21 (tesfJsin) 


secreted 


Seq ID 541 & 542 


407792 


AI077715 


Hs.39384 


putative secreted ligand homologous to f 


secreted 


Seq ID 543 & 544 


431616 


AA508552 


Hs.195839 


ESTs, Weakly similar to 138022 hypothec* 


plasma membrane 


Seq ID 545 & 546 


452792 


AB037765 


Hs.30652 


KIAA1344 protein 


plasma membrane 
plasma membrane 


SeqID547&548 


400294 


N95798 


Hs.278695 


Homo sapiens prostein mRNA, complete cds 


SeqlD549&550 


432653 


N62096 


Hs^93185 


ESTs, Weakly simitar to JC7328 amino ad 


plasma membrane 


Seq ID 551&552 


432653 


N62096 


H&293185 


ESTs, Weakly similar to JC7328 amino aci 


plasma membrane 


Seq ID 553 & 554 


432653 


N620S6 


Hs.293185 


ESTs, Weakly similar to JC7328 amino ad 


plasma membrane 


Seq ID 555 & 556 


432653 


N62096 


Hs.293185 


ESTs, Weakly similar to JC7328 amino ad 


plasma membrane 


Seq ID 557 & 558 


400290 


H18836 


Hs.31608 


hypolhefcal protein FU20041 


plasma membrane 


SeqlD559&560 


410001 


AB041036 


Hs.57771 


kaJKRrein 11 


secreted 


SeqlD561&562 


418398 


AI765805 


Hs.26691 


ESTs 


plasma membrane 


SeqlD563 &564 


451027 


AW519204 


Hs.40808 


ESTs 


plasma membrane 


SeqlD565 &566 


446057 


AW20227 


Hs.149358 


ESTs, Weakly similar to A46010 X-inked 


plasma membrane 


Seq ID 567 4568 


433466 


AA508353 


Hs.105314 


relaxln 1 (H1) 


secreted 


Seq ID569&570 


453370 


AI470523 


Hs.139336 


ATP-blndlng cassette, sub-family C (CFTR 


plasma membrane 


Seq ID 571 & 572 


453370 


AI470523 


Hs.139336 


ATP-binding cassette, sub-family C (CFTR 


plasma membrane 


Seq ID 573 & 574 


414569 


AF109298 


Hs.118258 


prostate cancer associated protein 1 


plasma membrane 


Seq ID 575 & 576 


413435 


X51405 


HsJ5360 


carboxypeptkiase E 


secreted 


Seq ID 577 & 578 


426501 


AW043782 


Hs.293616 


ESTs 


plasma membrane 


Seq ID 579 & 580 


448999 


AF179274 


Hs.22791 


transmembrane protein with EGF-Iike and 


plasma membrane 


SeqlD581&582 


408369 


R38438 


Hs.182575 


solute carrier family 1 5 (H?7? transport 


plasma membrane 


Seq ID 583 & 584 


412628 


AI972402 


Hi306051 


hypothetical protein MGC2648 


secreted 


Seq ID 585 & 586 


403047 






KM_005656*:Homo sapiens transmembrane pr 


plasma membrane 


SeqlD587 &588 


403047 






NMJX)5656*:Homo sapiens transmembrane pr 


plasma membrane 


SeqlD589&590 


408430 


S79876 


Ks.44926 


dipeptidyfpeptidase IV (CD26, adenosine 


plasma membrane 


Seq ID 591 8.592 


445413 


AA151342 


Hs.12677 


CXa-147 protein 


secreted 


Seq ID 593 & 594 


451982 


F13036 


Hs.27373 


Homo sapiens mRNA: cDMA DKFZp56401763 (f 


intracell 


SeqlD595 &596 


427958 


AA416000 


Hs.96280 


potassium Intermediate/small conductance 


plasma membrane 
plasma membrane 


Seq ID597 &598 


421887 


AW161450 


Hs.109201 


CGI-86 protein 


SeqlD599 &500 


425071 


NM.013989 Hs. 154424 


detodlnase, fodo thyronine, type II 


secreted 


Seq ID 601 & 602 


432101 


AI918950 


Hs.1 23642 


EphA3 


plasma membrane 


Seq ID 603 & 604 


407766 


AA687538 


Hs.38972 


tetraspan 1 


plasma membrane 


SeqlD605&606 


416836 


D54745 


Hs.80247 


chotecystokinin 


secreted 


Seq(D607&608 


416539 


Y07909 


HS79368 


epithelial membrane protein 1 


plasma membrane 


SeqID609&610 


131083 


Y09763 


Hs.22785 


gamma-ammobutyric acid (GABA) A recepto 


plasma membrane 


Seq ID 611 & 612 


131083 


Y09763 


Hs.22785 


gamma-arrdnobutyric add (GABA) A recepto 


plasma membrane 


Seq ID 613 & 614 


131083 


Y09763 


Hs.22785 


gamma-erninobutyric acid (GABA) A recepto 


plasma membrane 


Seq ID 615 & 616 


131083 


Y09763 


Hs.22785 


gamma-aminoburyric add (GABA) A recepto 


plasma membrane 


Seq ID 617 & 618 


422424 


AI186431 


Hs.296638 


prostate differentiation factor 


secreted 


Seq ID 619 & 620 


428970 


BE276891 


Hs.194691 


retinoic add induced 3 


plasma membrane 


Seq ID 621 & 622 


428330 


L22524 


Hs.2256 


matrix rnetaOoproteinase 7 (matnTystn, 


secreted 


SeqlD623 &624 


439018 


AW300887 


Hs.26638 


membrane-spanning 4-domains, subfamily A 


plasma membrane 


Seq ID 625 & 626 


420610 


AI6831B3 


Hs.99348 


dislaWess homeo box 5 


intraceU 


Seq ID 627 & 628 


425723 


NM.014420 Hs.159311 


dickkopf (Xenopus laevis) homolog 4 
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SeqlD629&B30 456662 NMJJ02448 Hs.1494 msh (Orosophila) homeo box homotog 1 (fa intraceH 

SeqlD63U 632 418281 U09550 Hs.1154 oviductal glycoprotein 1, 120kD(mucin9 secreted 

SeqlD633 &634 429903 AL134197 Hs.93597 cydirwJependent kinase 5, regulatory su intraceD 

Table 768: 

Pkcy: Unique Eos probcset identifier number 

CAT number. Gene cluster number 

Accession: Genbank accession numbers 



Pkey 
424399 

429220 
450375 



Table 76E 



CAT Number Accession 

238961J A1905687AI905624AI9u5837AI905623AA340069 R75793Vra^ 

AI139456AW176044AW291950 
301384.1 AW207206 AW341473 M448195 AI951341 

•J M009647M131254 M374293AW954405K04410AW606284AA151166BE157467BE157601 H04384 W46291 AW663674 HQ4021 H01532 

AA190993 H03231 H59605 H01642AA852876AA113758AA626915AA746952A1161014AA099554R69067 



Pkey: Unique number corresponding to an Eos probeset 

Reft Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. ■Dunham I. et at." refers to the publication entitled The DNA 

sequence of human chromosome 22." Dunham L et al. t Nature {1999) 402:489-495. 
Strand: Indicates DNA strand from which exons were predicted. 

NLposltion: Indicates nucleotide positions of predicted exons. 



Pkey 


Ref 


Strand 


NLposltion 


402075 


8117407 


Plus 


121907-122035,122804-122921,124019-124161,124455.124610,125672-126076 


402230 


9966312 


Minus 


29782-29932 


403047 


3540153 


Minus 


59793-59968 


404029 


76712S2 


Pius 


108716-111112 


404049 


3688074 


Minus 


75765-78155 


404682 


9797231 


Minus 


40977-41150 


404875 


9801324 


Plus 


96588-96732.97722-97831 


404877 


1519284 


Plus 


1095-2107 


404977 


3738341 


Minus 


43081-43229 


405932 


7767812 


Minus 


123525-123713 


406400 


9256298 


Plus 


1553-1 71 2, 1878-2140.4252-4385.5922-6077 
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Table 77 provides Pkey; Seq ID No; Disease Indications: and Prefened UliEly for sequences in Table 78. Seq ID No links the inl 



in Table 77 to Table 78. 



Seq ID No: Sequence ID No for sequences In table 

Pkey: Unique Eos probesel identifier number 

Disease Indications: Diseases designated for coverage as described in Table 1 

Preferred Utility: Preference of utility, based partly upon predicted localization (Ab is antibody; sm is small molecule target; CTL is vaccine target] 



Seq ID No Pkey Disease Indications 



425023 
424503 
429423 
400289 
419172 



Seq ID1&2 
Seq(D3&4 
SeqlD5&6 
SeqlD7&8 
Seq ID 9& 10 
Seq ID 11 & 12 418007 
Seq ID 13 & 14 418007 
Seq ID 15 & 16 407836 
Seq ID 17 & 18 414577 
Seq ID 19 & 20 418738 
Seq ID 21 & 22 428368 
Seq ID 23 & 24 415138 
Seq ID 25 & 26 429276 
Seq ID 27 & 28 418994 
Seq ID 29 & 30 407975 
Seq ID 31 & 32 429113 
Seq ID 33 & 34 418506 
Seq ID 35 & 36 423961 
Seq ID 37 & 38 414812 
Seq ID 39 & 40 417433 
Seq ID 41 & 42 417433 
Seq ID 43 & 44 424399 
Seq ID 45 & 46 422667 
Seq ID 47 & 48 428227 
SeqlD49& 50 444381 
Seq ID 51 & 52 439569 
Seq ID 53 & 54 411558 
Seq ID 55 & 56 400303 
Seq ID 57 & 58 411789 
Seq ID 59 & 60 428698 
Seq ID 61 & 62 450098 
Seq ID 63 & 64 421552 
SeqlD65& 66 452747 
Seq!D67&68 415539 
SeqID69&70 416636 
SeqID71&72 416636 
Seql073& 74 409079 
SeqlD75&76 442082 
SeqlD77&78 400297 
Seq ID 79 & 80 451398 
Seq ID 81 & 82 429220 
Seq ID 83 & 84 421524 
SeqID85&86 423242 
SeqID87&88 423242 
Seq ID 89 & 90 423242 
SeqID91&92 452190 
Seq ID 93 & 94 452190 
SeqlD95& 96 325372 
SeqlD97&98 450375 
SeqID99&100 426215 
Seq ID 101 & 102 425247 
Seq ID 1Q3&104 429353 
Seq ID 105 & 106 429353 
Seq ID 107 & 108 432201 
Seq ID 109 & 110 427585 
Seq ID 111 & 112 446163 
Seq ID 113 & 114 442117 
Seq ID 1 15 & 116 428179 
Seq ID 117 & 118 431211 
Seq ID 119 & 120 447033 
Seq ID 121 & 122 447033 
Seq ID 123 & 124 447033 
Seq ID 125 & 126 115522 
Seq ID 1274 128 452679 
Seq ID 129 & 130 446051 
Seq ID 131 & 132 422048 
SeqlD133&134 410418 
Seq ID 135 & 136 446342 
Seq ID 137 & 138 422260 
Seq ID 139 & 140 409041 
Seq ID 141 & 142 409041 
Seq ID 143 & 144 111929 
Seq ID 145 & 146 111929 
Seq ID 147 & 148 111929 



pancreas, prostate, angiogenesis. bladder, lung 
angiogenesis 

angiogenesls, bladder, lung, cervical, ovarian, head & neck 
angiogenesis, renal 

angiogenesis. lung, bladder, fibrosis, head & neck, pancreas, stomach, colon, ovarian 
angiogenesis. King, bladder, fibrosis, head & neck, pancreas, stomach, colon, ovarian 
angiogenesis 
angiogenesis 

angiogenesis, tung, ovarian, bladder & stomach, pancreas, uterine 

angiogenesis. head & neck, stomach 

angiogenesis, pancreas, stomach, lung, uterine 

angiogenesis, bladder, glioblastoma 

prostate, angiogenesis 

angiogenesis, renal 

angiogenesis, bladder and stomach 

angiogenesis, ovarian, glioblastoma, uterine, tung, bladder, pancreas 

breast, colon, bladder, tung, fibrosis, pancreas, head and neck, ovarian 

breast, bladder, lung, Fibrosis, pancreas, colon, head and neck, cervical, stomach, renal, ovarian 

pancreas, breast, bladder, tung, head & neck, cervical, uterine, ovarian, stomach, renal 

pancreas, breast bladder, lung, head & neck, cervical, uterine, ovarian, stomach, renal 

breast, uterine, head & neck 

breast ovarian, prostate, pancreas, lung, colon, uterine 

breast lung, bladder, ovarian, head & neck, fibrosis, colon, stomach, cervical 

breast colon, bladder, lung, pancreas, head & neck, ovarian, stomach, uterine, renal, angiogenesis 

breast, androgen wiftdrawal prostate, prostate, bladder 

pancreas, prostate, stomach, breast uterine, cervical, ovarian 

breast ovarian, pros, stomach, uterine, bladder tung head & neck 

pancreas, lung, breast, stomach, head & neck, ovarian, uterine 

breast colon, lung, pancreas, stomach, head & neck, ovarian 

breast lung, stomach, uterine 

breast ovarian, pancreas, cervical, uterine, prostate, lung, stomach, head & neck 

breast bladder, lung, head & neck, ovarian, stomach, uterine, pancreas 

breast prostate, ovarian, cervical, uterine 

breast pancreas, uterine 

breast pancreas, uterine 

breast prostate 

breast prostate, ovarian 

breast bladder, colon, prostate 

breast ovarian 

breast prostate, benign prostatic hyperplasia 
breast 

breast renal ovarian, prostate, colon 
breast renal, ovarian, prostate, colon 
breast renal, ovarian, prostate, colon 
breast stomach, pancreas 
breast stomach, pancreas 
breast 

breast ovarian, head & neck, pancreas, lung, colon 
breast lung, renal, colon, ovarian, uterine 

breast ovarian, lung, colon, pancreas, head & neck, stomach, uterine, cervical, bladder 
breast prostate 
breast prostate 

breast colon, lung chemo, ovarian, stomach, pancreas, uterine, cervical 
breast lung, head & neck, pancreas, stomach, colon, ovarian, cervical 
breast cervical, uterine 

breast lung, bladder, pancreas, head & neck, stomach, ovarian, prostate 



colon, bladder, lung, pancreas, head & neck 
colon, prostate, fibrosis, breast lung pancreas 
colon, prostate, fibrosis, breast lung pancreas 
colon, prostate, fibrosis, breast tung pancreas 
colon, lung, bladder, pancreas 
prostate, colon, pancreas, Taxol prostate 
colon, breast 
colon, pancreas, prostate 

colon, bladder, lung, ovarian, pancreas, head & neck 
uterine, colon, prostate 
colon, ovarian mucinous 

uterine, ovarian, lung, colon, stomach, head & neck, breast pancreas 
uterine, ovarian, lung, colon, stomach, head & neck, breast pancreas 
colon, breast fibrosis 
colon, breast fibrosis 
colon, breast fibrosis 

. 945 



PreferredUtiiity 

Ab, sm, CTL, imaging 
Ab, sm, imaging 
Ab, sm 

Ab. sm, CTL, diagnostic 
Ab, sm, CTL, Imaging 
Ab, sm, diagnostic 
Ab, sm, diagnostic 
CTL 

Ab, CTL. diagnostic 
Ab, sm, CTL, imaging 
Ab, sm, diagnostic 
Ab.CTU diagnostic 
Ab, sm, imaging 
Ab.CTL imaging 
Ab, CTL, diagnostic 
sm, CTL 
Ab, sm, Imaging 
Ab. sm, diagnostic 
Ab, CTL, diagnostic 
Ab.CTL, imaging 
Ab.CTU imaging 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, CTU diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, sm, imaging 
Ab.sm, CTL. Imaging 
Ab, CTL, diagnostic 
Ab, sm, Imaging 
CTL 

Ab, sm. CTL, diagnostic 
Ab, imaging 
Ab.sm, CTL, imaging 
Ab,sm, CTL, Imaging 
Ab.sm, CTU imaging 
Ab.sm, CTL, Imaging 
Ab, imaging 
Ab,sm, CTL. imaging 
CTL 

Ab, CTL, imaging 

Ab^m. CTL, Imaging 

Ab, CTU Imaging 

CTL 

CTL 

CTL 

CTL 

CTL 

Ab^m, CTU Imaging 
Ab, CTU (fiagnostic 
Ab, sm, CTU diagnostic 
Ab, sm, CTU Imaging 
Ab, sm, CTU Imaging 
Ab. sm, CTU Imaging 
CTL 

Ab, sm, Imaging 
Ab, CTU imaging 
sm,CTL 
Ab, sm, Imaging 
Ab, CTU diagnostic 
Ab, CTU diagnostic 
Ab. CTU diagnostic 
CTL 

Ab.CH, imaging 
Ab, sm, CTU imaging 



Ab,sm. CTU Imaging 
Ab, sm, CTU imaging 
Ab, sm, CTU diagnostic 
Ab. CTL, diagnostic 
Ab, CTU diagnostic 
Ab, sm, Imaging 
Ab, sm, imaging 
Ab, sm, imaging 
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Seq ID149&150 1048B8 
Seq ID 151 & 152 420159 
Seq ID 153 & 154 422330 
Seq ID 155 & 156 452461 
Seq ID 157 & 158 413324 
Seq ID 159 & 160 412420 
Seq ID 161 & 162 416658 
Seq ID 163 & 164 407811 
Seq ID 165 402230 
Seq ID 166 & 167 402230 
Seq ID 168 & 169 432829 
Seq ID 170 & 171 425721 
Seq ID 172 & 173 420370 
Seq ID 174 & 175 437852 
Seq ID 176 & 177 402075 
Seq ID 178 & 179 421110 
Seq ID 180 & 181 451668 
Seq ID 182 & 183 451668 
Seq ID 184 & 185 451668 
Seq ID 186 & 187 408243 
Seq ID 188 & 189 422282 
Seq ID 190 & 191 425852 
Seq ID 192 & 193 439738 
Seq ID 194 & 195 404675 
Seq ID 196 & 197 425883 
Seq ID 198 & 199 404977 
Seq ID 200 & 201 420876 
Seq ID 202 & 203 427747 
Seq ID 204 & 205 420281 
Seq ID 206 & 207 446673 
Seq ID 208 437553 
Seq ID 209 & 210 437553 
Seq ID 211 & 212 437553 
Seq ID 213 & 214 426900 
Seq ID 215 & 216 426900 
Seq© 217 & 218 426900 
Seq ID 219 & 220 405932 
Seq ID 221 & 222 405932 
Seq ID 223 & 224 424008 
Seq ID 225 & 226 424008 
Seq ID 227 & 228 424008 
Seq ID 229 & 230 444342 
Seq ID 231 & 232 421379 
Seq ID 233 & 234 417079 
Seq ID 235 & 236 412986 
Seq ID 237 & 238 412986 
Seq ID 239 & 240 412986 
Seq ID 241 & 242 447072 
Seq ID 243 & 244 419723 
Seq ID 245 & 246 419723 
Seq ID 247 & 248 430890 
Seq ID 249 & 250 456759 
Seq ID 251 429466 
Seq ID 252 429466 
Seq ID 253 & 254 419721 
Seq ID 255 & 256 407034 
Seq ID 257 & 258 413472 
Seq ID 259 & 260 438380 
Seq ID 261 & 262 426271 
Seq ID 263 & 264 419704 
Seq ID 265 & 266 444471 
Seq ID 267 & 268 409395 
Seq ID 269 & 270 413063 
Seq ID 271 & 272 433800 
Seq ID 273 458435 
Seq ID 274 458435 
Seq ID 275 & 276 424343 
Seq ID 277 & 278 424998 
Seq ID 279 & 280 412709 
Seq ID 281 & 282 435615 
Seq ID 283 & 284 404049 
Seq ID 285 & 286 418932 
Seq ID 287 & 288 404029 
Seq ID 289 & 290 436480 
Seq ID 291 & 292 452401 
Seq ID 293 & 294 452401 
Seq ID 295 & 296 436895 
Seq ID 297 & 298 421471 
Seq ID 299 & 300 428296 
Seq ID 301 & 302 423508 
Seq ID 303 & 304 450001 
Seq 10 305 & 306 410407 
SeqlD307 & 308 453496 



colon, stomach, uterine 
bladder, stomach 
pancreas, colon, bladder 

bladder, lung, head & neck, ovarian, glioblastoma, stomach, colon, cervical 



bladder, glioblastoma, rung, stomach 

lung, ovarian, uterine, bladder 

bladder, pancreas, stomach, uterine, lung 

bladder 

bladder 

bladder 

bladder 

bladder 

bladder, lung 

bladder, lung, head & neck, cervical 

bladder, pancreas, stomach, ovarian, rung 

bladder, ovarian, lung 

bladder, ovarian, lung 

Madder, ovarian, lung 

bladder, stomach, head & neck, cervical 

bladder, lung, head & neck 

bladder, lung, head & neck 

bladder, lung, cervical 

bladder 

bladder, pancreas 



bladder, rung, ovarian, stomach 
lung, bladder, ovarian, pancreas 
bladder 



bladder 

bladder, prostate 
bladder, prostate 
bladder, prostate 

bladder, lung, head & neck, cervical 
bladder, lung, head & neck, cervical 
bladder, head & neck, stomach, cervical 
bladder, head & neck, stomach, cervical 
bladder, head & neck, stomach, cervical 
hepatitis C, lung, fibrosis, bladder 

breast pancreas, head & neck, lung, stomach, bladder, cervical, colon 

bladder, lung, head & neck, cervical 

glioblastoma 

glioblastoma 

glioblastoma 

glioblastoma, pancreas 

glioblastoma 

glioblastoma 

glioblastoma, lung, cervical, bladder 

glioblastoma 

glioblastoma, uterine 



glioblastoma, lung 
glioblastoma 



glioblastoma 
glioblastoma, lung, colon 
glioblastoma 

glioblastoma, ovarian, bladder, lung 
glioblastoma, lung 
glioblastoma 
glioblastoma 

glioblastoma, ovarian, uterine 

glioblastoma 

glioblastoma 

glioblastoma 

glioblastoma 

glioblastoma 

glioblastoma 

glioblastoma 

bladder, breast, pancreas, head & neck, stomach, lung, arthritis, renal 

bladder, breast, pancreas, head & neck, stomach, lung, arthritis, renal 

breast renal, ovarian, glioblastoma 

renal 

renal 

renal, colon 
renal, lung 

renal lung, colon, stomach, ovarian, uterine 
renal, prostate 
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Ab, imaging 

Ab, sm, CTU imaging 

Ab,sm, CTU imaging, diagnostic 

CTL 

Ab, sm, CTL, diagnostic 

Ab, diagnostic 

Ab,CTL,(fi3gnostic 

Ab,sm, diagnostic 

sm.CTL 

sm.CTL 

CTL 

Ab, imaging 

Ab, CTUimaging 

Ab, sm, CTL, Imaging 

diagnostic 

Ab, sm, diagnostic 

Ab, sm, CTl, diagnostic 

Ab, smCTL, diagnostic 

Ab. sm, CTL, diagnostic 

Ab, diagnostic 

CTL, diagnostic 

Ab, sm, CTL, imaging 

Ab, sm, CTL, imaging 

sm, CTL 

Ab.CTL, imaging 

Ab, sm, CTL, diagnostic 

Ab^m, CTL, imaging 

sm,CTL 

Ab, sm, imaging 

sm,CTL 

Ab,CTL. imaging 

Ab.CTL, imaging 

Ab.CTL, imaging 

Ab.CTL, imaging 

Ab.CTL, bnagtng 

Ab,CTl, Imaging 

sm 

sm 

Ab.sm, CTL, imaging 
Ab.sm, CTL, imaging 
Ab,sm, CTL, Imaging 
Ab, CTU diagnostic 
Ab.CTL,<fiagnosfic 
Ab, diagnostic 
Ab,sm, CTL, imaging 
Ab^m, CTL, imaging 
Ab^m, CTL, imaging 
sm,CTL 

Ab, CTL, diagnostic 
Ab.sm, CTL, imaging 
Ab, CTL, imaging, diagnostic 
Ab.sm, CTL, imaging 



Ab,sm. CTUimaging 
Ab, CTL, diagnostic 
Ab.sm, CTUimaging 
Ab. CTL, diagnostic Imaging 
Ab. CTL, diagnostic 
sm.CH 

Ab,sm, CTU imaging 
Ab, CTU diagnostic 
Ab, CTU diagnostic 
Ab, CTU Imaging 



Ab,sm, CTU imaging 
Ab, CTU diagnostic 
Ab,sm, CTU imaging 
Ab^sm, CTU Imaging 
Abism, CTU Imaging 
Ab^sm, CTU imaging 
Abism, CTU imaging 
sm,CTL 

Ab, CTU diagnostic 
Ab, CTU diagnosSc 
Abvsm, imaging 
Ab,sm, CTU imaging 
Ab,sm, CTU imaging 
Ab, CTU imaging 
Ab.sm. CTU imaging 
Ab.sm, CTU imaging 
Ab,sm, CTU Imaging 



WO 03/042661 



PCT/US02/36810 



Seq ID 309 & 310 420737 
Seq ID 311 & 312 309931 
Seq ID 313 & 314 412719 
Seq ID 315 & 316 417034 
Seq ID 317 & 318 430486 
Seq ID 319 & 320 413753 
Seq ID 321 & 322 425650 
Seq ID 323 & 324 423673 
Seq ID 325 & 326 418663 
Seq ID 327 & 328 418663 
Seq ID 329 & 330 429610 
Seq ID 331 & 332 406690 
Seq ID 333 & 334 431846 
Seq ID 335 4 336 422158 
Seq ID 337 & 338 431958 
Seq ID 339 & 340 437044 
Seq ID 341 & 342 428484 
Seq ID 343 & 344 429211 
Seq ID 345 & 346 417389 
Seq ID 347 & 348 431009 
Seq ID 349 & 350 417542 
Seq ID 351 & 352 449230 
Seq ID 353 & 354 410555 
Seq ID 355 & 356 410555 
Seq ID 357 & 358 424687 
Seq ID 359 & 360 418462 
Seq ID 361 & 362 410274 
Seq ID 363 & 364 439606 
Seq ID 365 & 366 404877 
Seq ID 367 & 368 444781 
Seq ID 369 & 370 109424 
Seq ID 371 & 372 415817 
Seq ID 373 & 374 415817 
Seq ID 375 & 376 415817 
Seq ID 377 & 378 415817 
Seq ID 379 & 360 415817 
Seq ID 381 & 382 415817 
Seq ID 383 & 384 421817 
Seq ID 385 & 386 418678 
Seq ID 387 & 388 418678 
Seq ID 369 & 390 409420 
Seq ID 391 & 392 332180 
Seq ID 393 & 394 408790 
Seq ID 395 & 396 408790 
Seq ID 397 & 398 439223 
Seq ID 399 4 400 409757 
Seq ID 401 & 402 428969 
Seq ID 403 & 404 428969 
Seq ID 405 & 406 428969 
Seq ID 407 & 408 428969 
Seq ID 409 & 410 450701 
Seq 1D411&412 450701 
Seq ID 413 & 414 414774 
Seq ID 415 & 416 407944 
Seq ID 417 & 418 407944 
Seq ID 419 & 420 428486 
Seq ID 421 & 422 457489 
Seq ID 423 & 424 432874 
Seq ID 425 & 428 445891 
Seq ID 427 & 428 445891 
Seq ID 429 & 430 404682 
Seq ID 431 & 432 429547 
Seq ID 433 & 434 425921 
Seq ID 435 & 436 407242 
Seq ID 437 & 438 407242 
Seq ID 439 & 440 407242 
SeqlD441&442 432596 
Seq ID 443 & 444 444006 
Seq ID 445 & 446 423685 
Seq ID 447 & 448 428392 
Seq ID 449 & 450 429597 
Seq ID 451 & 452 448030 
Seq ID 453 & 454 422109 
Seq ID 455 & 456 419235 
Seq ID 457 & 458 449048 
Seq ID 459 & 460 427333 
SeqlD46U462 417931 
Seq ID 463 & 464 419216 
Seq ID 465 & 466 431629 
Seq ID 467 & 468 413554 
Seq ID 469 & 470 452194 
Seq ID 471 & 472 452194 
Seq ID 473 & 474 426322 



lung 

lung, head & neck, bladder, glioblastoma, cervical 

lung, head & neck, a couple cervical 

lung, bladder, head & neck, cervical 

rung, bladder, head & neck, pancreas, cervical, colon 

rung, head & neck, cervical, bladder 

bladder, lung, head & neck, ovarian, pancreas, colon, stomach, uterine, cervical 
lung, bladder, head & neck, cervical 
lung, bladder, head & neck, cervical 
fung 

lung, head & neck, pancreas, stomach, bladder, colon, cervical 
lung, bladder, head & neck, uterine, cervical, stomach, ovarian 
head & neck, Wadder, lung, cervical, stomach 

rung, bladder, cervical, head & neck, ovarian, colon, prostate, pancreas, breast 

head & neck, cervical, lung, bladder, breast prostate, ovarian, stomach 

lung, gBoWastoma, bladder, head & neck, colon, cervical 

lung, bladder, head & neck, cervical, stomach 

ovarian, rung, bladder, uterine, cervical, pancreas, stomach 

lung, bladder, head & neck 

lung 

lung, cervical, head & neck, bladder, ovarian, colon 

lung 

lung 

head & neck, pancreas, lung, uterine, cervical, coton, stomach 
lung, bladder 
rung, renal 

lung, bladder, head & neck, cervical . 
lung, bladder 

lung, bladder, head & neck, cervical 
bladder, lung 

rung, glioblastoma, head & neck, cervical, fibrosis 

lung, glioblastoma, head & neck, cervical, fibrosis 

rung, glioblastoma, head & neck, cervical, fibrosis 

lung, glioblastoma, head & neck, cervical, fibrosis 

lung, glioblastoma, head & neck, cervical, fibrosis 

lung, glioblastoma, head & neck, cervical, fibrosis 

lung, cervical, head & neck & bladder 

lung, bladder, stomach, ovarian, pancreas & cervical 

lung, bladder, stomach, ovarian, pancreas & cervical 

lung, head & neck, pancreas, stomach, cervical, bladder 

lung 

lung 

lung 

lung, head & neck, cervical, bladder & colon 
pancreas, stomach, lung, bladder, stomach 
lung, cervical 
lung, cervical 
lung, cervical 
lung, cervical 

rung, head & neck, pancreas, breast, stomach, ovarian, colon 
lung, head & neck, pancreas, breast stomach, ovarian, colon 
lung, bladder, head & neck, pancreas, stomach, ovarian 
rung, head & neck 
hmg, head & neck 



pancreas, prostate, lung 
pancreas, stomach 
stomach, pancreas, ovarian 
stomach, pancreas, ovarian 



pancreas, head & neck, lung, ovarian 
stomach, pancreas 

pancreas, colon, bladder, head & neck, stomach, lung, ovarian, cervical 
pancreas, colon, bladder, head & neck, stomach, lung, ovarian, cervical 
pancreas, colon, bladder, head & neck, stomach, lung, ovarian, cervical 
pancreas, breast 

pancreas, colon, lung, ovarian & cervical 
pancreas, uterine, colon 



pancreas, coton, stomach, lung 

pancreas, renal and stomach, 

pancreas, lung, colon 

pancreas, ftrosis, head & neck & lung 

pancreas, ovarian, uterine, glioblastoma, head & neck & rung 

pancreas, colon 

ovarian, pancreas, stomach, colon, uterine, prostate 

pancreas, lung, stomach, cervical, prostate, head & neck 

pancreas, uterine, cervical, stomach 

pancreas, gBoWastoma 

stomach, pancreas, renal, colon 

stomach, pancreas, renal, colon 

pancreas, bladder, stomach 



Ab.sm.CTl, imaging 
Ab,sm, CTL imaging 
CTL 

Ab, CTL, diagnostic 
Ab.sm, imaging 
CTL, diagnostic 
Ab, imaging 
Ab, CTL, diagnostic 
Ab. imaging 
Ab, imaging 
CTL, diagnostic 
Ab, imaging 
Ab, imaging 



Ab. CTL, imaging 
Ab, imaging 
Ab.sm, imaging 
Ab, imaging 
Ab, diagnostic 
Ab, sm, imaging 
CTL, diagnostic 
Ab. imaging 
Ab, sm, imaging 
Ab, sm, imaging 
Ab, sm, diagnostic 
Ab, imaging 
diagnostic 
Ab.sm, imaging 
CTL 

Ab, imaging 

Ab, sm, CTL. imaging 

Ab,sm, CTL, imaging 

Ab,sm, CTL, imaging 

Ab,sm, CTL. imaging 

Ab,sm. CTL, imaging 

Ab,sm, CTL, imaging 

Ab.sm, CTL, imaging 

Ab,sm, CTL, imaging 

CTL 

CTL 

CTL, diagnostic 
Ab,sm, imaging 
Ab^m, CTL, imaging 
Ab.sm, CTL imaging 
Ab, CTL, Imaging 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab, CTL diagnostic 
Ab, CTL, diagnostic 
Ab, sm, diagnostic 
Ab, sm, imaging 
Ab, sm, imaging 
Ab, CTL, diagnostic 
Ab, CTL. diagnostic 
Ab, CTL diagnostic 
Ab, CTL, imaging 
Ab, CTL, imaging 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
Ab,sm, CTL, imaging 
Ab,sm, CTL imaging 
Ab.sm.CTL imaging 
Ab^m, CTL imaging 
CTL 

Ab, CTL imaging 
CTL 

Ab, CTL diagnostic 
Ab,sm, CTL imaging 
Ab.sm, imaging 
Ab, CTL diagnostic 
Ab, CTL imaging 
Ab, CTL imaging 
Ab, sm, imaging 
Ab, diagnostic 
Ab, CTL diagnostic 
Ab, CTL diagnostic 
Ab, CTL diagnostic 
Ab^m, CTL imaging 
Ab,sm, CTL imaging 
Ab, diagnostic 
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Seq ID 475 & 476 429010 
Seq ID 477 & 478 431462 
Seq (D 479 & 480 448243 
Seq ID 481 & 482 426427 
Seq ID 483 & 484 428187 
Seq ID 485 & 486 428579 
Seq ID 487 & 488 428579 
Seq ID 489 & 490 428579 
Seq ID 491 & 492 428579 
Seq ID 493 & 494 445537 
Seq ID 495 & 496 422278 
Seq ID 497 & 498 424620 
Seq ID 499 & 500 406400 
Seq ID 501 & 502 431130 
Seq ID 503 & 504 420440 
Seq ID 505 & 506 428450 
Seq ID 507 & 508 446619 
Seq ID 509 & 510 436982 
Seq ID 511 & 512 453392 
Seq ID 513 431989 
Seq ID 514 439820 
Seq ID 515 & 516 409178 
Seq ID 517 & 518 426514 
Seq ID 519 & 520 421476 
Seq ID 521 & 522 421476 
Seq ID 523 & 524 425776 
Seq ID 525 & 526 425776 
Seq ID 527 & 528 452097 
Seq ID 529 & 530 416530 
Seq ID 531 & 532 431515 
Seq ID 533 & 534 419452 
Seq ID 535 & 536 412078 
Seq ID 537 & 538 412078 
Seq ID 539 & 540 411773 
Seq ID 541 & 542 407792 
Seq ID 543 & 544 431616 
Seq ID 545 & 546 452792 
Seq ID 547 & 548 400294 
Seq ID 549 & 550 432653 
Seq ID 551 & 552 432653 
Seq ID 553 & 554 432653 
Seq ID 555 & 556 432653 
Seq ID 557 & 558 400290 
Seq ID 559 & 560 410001 
Seq ID 561 & 562 418396 
Seq ID 563 & 564 451027 
Seq ID 565 & 566 446057 
SeqiD557 &568 433466 
Seq ID 569 & 570 453370 
Seq ID 571 & 572 453370 
Seq ID 573 & 574 414569 
Seq ID 575 & 576 413435 
Seq ID 577 & 578 426501 
Seq ID 579 & 580 448999 
Seq ID 581 & 582 408369 
Seq ID 583 & 584 412628 
Seq ID 585 & 586 403047 
Seq ID 587 & 586 403047 
Seq ID 589 & 590 408430 
SeqlD591&592 445413 
Seq ID 593 & 594 451982 
Seq ID 595 & 596 427958 
Seq ID 597 & 598 421887 
Seq ID 599 & 600 425071 
Seq ID 601 & 602 432101 
Seq ID 603 & 604 407786 
Seq ID 605 & 606 416836 
Seq ID 607 & 608 416539 
Seq ID 609 & 610 131083 
Seq ID 611 & 612 131083 
Seq ID 613 & 614 131083 
Seq ID 615 & 616 131083 
Seq ID 617 & 618 422424 
Seq ID 619 & 620 428970 
Seq ID 621 & 622 428330 
Seq ID 623 & 624 439018 
Seq ID 625 & 626 420610 
Seq ID 627 & 628 425723 
Seq ID 629 & 630 456662 
Seq ID 631 & 632 418281 
Seq ID 633 & 634 429903 



pancreas 

pancreas, lung, glioblastoma 

ovarian, uterine, lung, stomach, head & neck, glioblastoma, pancreas 

ovarian, lung, head & neck, cervical, colon, uterine, stomach 

ovarian, uterine, colon, stomach 

ovarian, Ewing, uterine, pancreas 

ovarian. Ewing, uterine, pancreas 

ovarian, Ewing, uterine, pancreas 

ovarian, Ewing, uterine, pancreas 

ovarian, bladder, uterine, breast, lung, head & neck, renal, fibrosis, pancreas, cervical 
ovarian, head & neck, bladder, cervical, lung 



ovarian, uterine 

ovarian, uterine 

ovarian, uterine, cervical 

ovarian, cervical, pancreas, lung 

ovarian, fibrosis, pancreas, head & neck, rung, colon 

ovarian, fibrosis 

ovarian, lung, glioblastoma 

ovarian 

ovarian, uterine, cervical, breast, prostate 
ovarian, breast * 

ovarian, colon, bladder, lung, cervical 

ovarian, bladder 

ovarian, bladder 

ovarian, uterine, lung 

ovarian, uterine, lung 

ovarian 

ovarian, uterine 

ovarian, prostate, lung 

ovarian, prostate, lung, breast, uterine 

ovarian 

ovarian 

ovarian 

ovarian, uterine, cervical, pancreas 
prostate, pancreas, colon 
prostate, uterine, breast 
prostate, taxoJ prostate 
prostate, lung 
prostate, lung 
prostate, lung 
prostate, lung 
prostate, colon 

ovarian, prostate, uterine, cervical, lung 
prostate 

prostate, uterine, glioblastoma 
prostate 



prostate 



prostate, glioblastoma, pancreas 
prostate, breast, glioblastoma, lung 
prostate, glioblastoma 

prostate, lung, fibrosis, uterine, glioblastoma, cervical, ovarian 



prostate, bladder, colon 
prostate, bladder, colon 



prostate, colon, uterine, ovarian, lung, pancreas 
prostate, bladder 
prostate, glioblastoma 



prostate, colon, stomach, uterine, cervical, head & neck, pancreas 



prostate, colon, uterine, stomach, Inflammatory bowel disease, ovarian 

Prostate. Ewing, glioblastoma 

ZD1839 resistant cancers, head & neck 

androgen withdrawal prostate 

androgen withdrawal prostate 

androgen withdrawal prostate 

androgen withdrawal prostate 

bladder, pancreas, prostate, angiogenesis, colon, stomach, lung 
stomach, pancreas, colon 

utenne, ovarian, fibrosis, prostate, pancreas, lung, bladder, head & neck 

uterine, stomach, prostate 

uterine, ovarian endometrioid, lung 

ovarian endometrioid, uterine, colon 

uterine, ovarian 

uterine, ovarian 

lung 



sm, CTL 
Ab, diagnostic 
Ab,sm, imaging 
sm, CTL 

Ab,sm, CTU imaging 
Ab,sm, CTL, imaging 
Ab,sm, CTL, imaging 
Ab,sm, CTL, imaging 
Ab,sm, CTL, imaging 
Ab, CTL, diagnostic 
Ab,sm, Imaging 
Ab, CTL, diagnostic 
Ab, CTU diagnostic 
Ab, CTL, diagnostic 
Ab, CTL, diagnostic 
sm 

Ab, diagnostic 
Ab, CTU diagnostic 
CTL 



Ab, CTU diagnostic 
Ab, CTU diagnostic 
Ab, CTU imaging 
Ab, CTU imaging 
Ab,sm, CTU imaging 
Ab,sm, CTU imaging 
Ab, sm, diagnostic 
Ab, CTU diagnostic 
Ab,sm, CTU imaging 
Ab,sm, CTU imaging 
CTL 
CTL 

Ab, sm, CTU diagnostic 
Ab, CTU diagnostic 
Abism, CTU Imaging 
Ab, CTU imaging 
Ab,sm, CTU imaging 
Ab,sm. CTU imaging 
Ab^m, CTU imaging 
Ab,sm, CTU imaging 
Ab,sm, CTU Imaging 
Ab,sm, CTU imaging 
Ab, CTL, diagnostic 
Ab,sm, CTU imaging 
Ab,sm, CTU Imaging 
Ab,sm, CTU imaging 
Ab, CTU (fiagnosfic 
Ab,sm, CTU imaging 
Ab^m, CTU Imaging 
Ab.sm, CTU imaging 
Ab, sm, diagnostic 
Ab, CTL, imaging 
Abism, CTU imaging 
Ab.sm, CTU imaging 
Ab, CTU diagnostic 
fibjsm, CTU imaging 
Ab^m, CTU imaging 
Ab,sm, CTU Imaging 
diagnostic 
CTL 

Ab^rn, CTU imaging 
Ab, CTU imaging 
Ab, diagnostic 
Ab^m, imaging 
Ab,sm, imaging 
Ab, CTU diagnostic 
Ab, sm, CTU imaging 
Ab, sm, CTU imaging 
Ab, sm, CTU imaging 
Ab, sm, CTU imaging 
Ab, sm, CTU imaging 
Ab, CTU diagnostic 
Ab.sm, Imaging 
Ab, sm, CTU diagnostic 
Ab.sm, CTU imaging 
CTL 

Ab, CTU diagnostic 
CTL 

Ab, CTU diagnostic 
sm 
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Seq ID NO: 1 DNA sequence 

Nucleic Acid Accession ft: NM_001400 

Coding sequence: 251.. 1399 

1 11 21 31 41 51 

I I I I I I 

TCTAAAGGTC GGGGGCAGCA GCAAGATGCG AAGCGAGCCG TACAGATCCC GGGCTCTCCG GO 

AACGCAACTT CGCCCTGCTT GAGCGAGGCT GCGGTTTCCG AGGCCCTCTC CAGCCAAGGA 120 

AAAGCTACAC AAAAAGCCTG GATCACTCAT CGAACCACCC CTGAAGCCAG TGAAGGCTCT 1B0 

CTCGCCTCGC CCTCTAGCGT TCGTCTGGAG TAGCGCCACC CCGGCTTCCT GGGGACACAG 240 

GGTTGGCACC ATGGGGCCCA CCAGCGTCCC GCTGGTCAAG GCCCACCGCA GCTCGGTCTC 300 

TGACTACGTC AACTATGATA TCATCGTCCG GCATTACAAC TACAOGGGAA AGCTGAATAT 360 

CAGCGCGGAC AAGGAGAACA GCATTAAACT GACCTCGGTG GTGTTCATTC TCATCTGCTG 420 

CTTTATCATC CTGGAGAACA TCTTTGTCTT GCTGACCATT TGGAAAACCA AGAAATTCCA 480 

CCGACCCATG TACTATTTTA TTGGCAATCT GGCCCTCTCA GACCTGTTGG CAGGAGTAGC 540 

CTACACAGCT AACCTGCTCT TGTCTGGGGC CACCACCTAC AAGCTCACTC CCGCCCAGTG 600 

GTTTCTGCGG GAAGGGAGTA TGTTTGTGGC CCTGTCAGCC TCCGTGTTCA GTCTCCTCGC 660 

CATCGCCATT GAGCGCTATA TCACAATGCT GAAAATGAAA CTCCACAACG GGAGCAATAA 720 

CTTCCGCCTC TTCCTGCTAA TCAGCGCCTG CTGGGTCATC TCCCTCATCC TGGGTGGCCT 780 

GCCTATCATG GGCTGGAACT GCATCAGTGC GCTGTCCAGC TGCTCCACCG TGCTGCCGCT 840 

CTACCACAAG CACTATATCC TCTTCTGCAC CACGGTCTTC ACTCTGCTTC TGCTCTCCAT 900 

CGTCATTCTG TACTGCAGAA TCTACTCCTT GGTCAGGACT CGGAGCCGCC GCCTGACGTT 960 

CCGCAAGAAC ATTTCCAAGG CCAGCCGCAG CTCTGAGAAG TCGCTGGCGC TGCTCAAGAC 1020 

CGTAATTATC GTCCTGAGCG TCTTCATCGC CTGCTGGGCA CCGCTCTTCA TCCTGCTCCT 1080 

GCTGGATGTG GGCTGCAAGG TGAAGACCTG TGACATCCTC TTCAGAGCGG AGTACTTCCT 1140 

GGTGTTAGCT GTGCTCAACT CCGGCACCAA CCCCATCATT TACACTCTGA CCAACAAGGA 1200 

GATGCGTCGG GCCTTCATCC GGATCATGTC CTGCTGCAAG TGCCCGAGCG GAGACTCTGC 1260 

TGGCAAATTC AAGCGACCCA TCATCGCCGG CATGGAATTC AGCCGCAGCA AATCGGACAA 1320 

TTCCTCCCAC CCCCAGAAAG ACGAAGGGGA CAACCCAGAG ACCATTATGT CTTCTGGAAA 1380 

GGTCAACTCT TCTTCCTAGA ACTGGAAGCT GTCCACCCAC CGGAAGCGCT CTTTACTTGG 1440 

TCGCTGGCCA CCCCAGTGTT TGGAAAAAAA TCTCTGGGCT TCGACTGCTG CCAGGGAGGA 1500 

GCTGCTGCAA GCCAGAGGGA GGAAGGGGGA GAATACGAAC AGCCTGGTGG TGTCGGGTGT 1560 

TGGTGGGTAG AGTTAGTTCC TGTGAACAAT GCACTGGGAA GGGTGGAGAT CAGGTCCCGG 1620 

CCTGGAATAT ATATTCTACC CCCCTGGAGC TTTGATTTTG CACTGAGCCA AAGGTCTAGC 1680 

ATTGTCAAGC TCCTAAAGGG TTCATTTGGC CCCTCCTCAA AGACTAATGT CCCCATGTGA 1740 

AAGCGTCTCT TTGTCTGGAG CTTTGAGGAG ATGTTTTCCT TCACTTTAGT TTCAAACCCA 1800 

AGTGAGTGTG TGCACTTCTG CTTCTTTAGG GATGCCCTGT ACATCCCACA CCCCACCCTC 1860 

CCTTCCCTTC ATACCCCTCC TCAACGTTCT TTTACTTTAT ACTTTAACTA CCTGAGAGTT 1920 

ATCAGAGCTG GGGTTGTGGA ATGATCGATC ATCTATAGCA AATAGGCTAT GTTGAGTACG 1980 

TAGGCTGTGG GAAGATGAAG ATGGTTTGGA GGTGTAAAAC AATGTCCTTC GCTGAGGCCA 2040 

AAGTTTCCAT GTAAGCGGGA TCCGTTTTTT GGAATTTGGT TGAAGTCACT TTGATTTCTT 2100 

TAAAAAACAT CTTTTCAATG AAATGTGTTA CCATTTCATA TCCATTGAAG CCGAAATCTG 2160 

CATAAGGAAG CCCACTTTAT CTAAATGATA TTAGCCAGGA TCCTTGGTGT CCTAGGAGAA 2220 

ACAGACAAGC AAAACAAAGT GAAAACCGAA TGGATTAACT TTTGCAAACC AAGGGAGATT 2280 

TCTTAGCAAA TGAGTCTAAC AAATATGACA TCCGTCTTTC CCACTTTTGT TGATGTTTAT 2340 

TTCAGAATCT TGTGTGATTC ATTTCAAGCA ACAACATGTT GTATTTTGTT GTGTTAAAAG 2400 

TACTTTTCTT GATTTTTGAA TGTATTTGTT TCAGGAAGAA GTCATTTTAT GGATTTTTCT 2460 

AACCCGTGTT AACTTTTCTA GAATCCACCC TCTTGTGCCC TTAAGCATTA CTTTAACTGG 2520 

TAGGGAACGC CAGAACTTTT AAGTCCAGCT ATTCATTAGA TAGTAATTGA AGATATGTAT 2580 

AAATATTACA AAGAATAAAA ATATATTACT GTCTCTTTAG TATGGTTTTC AGTGCAATTA 2640 

AACCGAGAGA TGTCTTGTTT TTTTAAAAAG AATAGTATTT AATAGGTTTC TGACTTTTGT 2700 
GGATCATTTT GCACATAGCT TTATCAACTT TTAAACATTA ATAAACTGAT TTTTTTAAAG 

Seq ID NO: 2 Protein sequence 
Protein Accession #i NP_001391 

1 11 21 31 41 51 

I I ! 1 I I 

AHRSSVSDYV NYDIIVRHYN YTGKLNISAD KENSIKLTSV VFILICCFII 
WKTKKFHRPM YYFIGNIALS DLLAGVAYTA NLLLSGATTY KLTPAQWFLR 
SVFSLIAIAI ERYITMLKMK LHNGSNNPRI* FLLISACWVI SLILGGLPIM 
CSTVLPLYHK HYILFCTTVF TLLLLSIVTL YCRIYSLVRT RSRRLTFRKN 
SLALLKTVII VLSVPIACWA PLFILLLLDV GCKVKTCDIL FRAEYFLVLA 
YTLTNKEMRR AFIRIMSCCK CPSGDSAGKF KRPIIAGMEF SRSKSDNSSH 
TIMSSGNVNS SS 



MGPTSVPLVK 
LENIFVLLTI 
EGSMPVALSA 
GWNCISALSS 
ISKASRSSEK 
VLNSGTNPII 



60 
120 
180 
240 
300 
360 



Seq ID NO: 3 DNA sequence 

Nucleic Acid Accession ft: NM_002205.1 

Coding sequence : 1 . . 3 14 9 



1 
1 

ATGGGGAGCC 
CGCCGACCCC 
GGCTTCAACT 
GGATTCTCAG 
CCCAAGGCTA 
TGGGGTGCCA 
CTGGAGTCCT 
TGGTTCGGGG 
AGCTGGCGCA 
GATAACTTCA 



11 
I 

GGACGCCAGA 
CGCTSSTGCC 
TAGACGCGGA 
TGGAGTTTTA 
ATACCAGCCA 
GCCCCACACA 
CACTGTCCAG 
CAACAGTTCG 
CAGAGAAGGA 
CCCGAATTCT 



21 
I 

GTCCCCTCTC 
GCTGCTGTTG 
GGCCCCAGCA 
CCGGCCGGGA 
GCCAGGAGTG 
GTGCACCCCC 
CTCAGAGGGA 
AGCCCATGGC 
GCCACTGAGC 
GGAGTATGCA 



31 
I 

CACGCCGTGC 
CTGCTSSTGC 
GTACTCTCGG 
ACAGACGGGG 
CTGCAGGGTG 
ATTGAATTTG 
GAGGAGCCTG 
TCCTCCATCT 
GACCCCGTGG 
CCCTGCCGCT 



41 
I 

AGCTGCGCTG 
CGCCGCCACC 
GGCCCCCGGG 
TCAGTGTGCT 
GTGCTGTCTA 
ACAGCAAAGG 
TGGAGTACAA 
TGGCATGCGC 
GCACCTGCTA 
CAGATTTCAG 



51 
I 

GGGCCCCCGG 
CAGGGTCGGG 
CTCCTTCTTC 
GGTGGGAGCA 
CCTCTGTCCT 
CTCTCGGCTC 
GTCCTTGCAG 
TCCACTGTAC 
CCTCTCCACA 
CTGGGCAGCA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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GGACAGGGTT ACTGCCAAGG AGGCTTCAGT GCCGAGTTCA CCAAGACTGG CCGTGTGGTT 660 

TTAGGTGGAC CAGGAAGCTA TTTCTGGCAA GGCCAGATCC TGTCTGCCAC TCAGGAGCAG 720 

ATTGCAGAAT CTTATTACCC CGAGTACCTG ATCAACCTGG TTCAGGGGCA GCTGCAGACT 780 

CGCCAGGCCA GTTCCATCTA TGATGACAGC TACCTAGGAT ACTCTGTGGC TGTTGGTGAA 840 

TTCAGTGGTG ATGACACAGA AGACTTTGTT GCTGGTGTGC CCAAAGGGAA CCTCACTTAC 900 

GGCTATGTCA CCATCCTTAA TGGCTCAGAC ATTCGATCCC TCTACAACTT CTCAGGGGAA 960 

CAGATGGCCT CCTACTTTGG CTATGCAGTG GCCGCCACAG ACGTCAATGG GGACGGGCTG 1020 

GATGACTTGC TGGTGGGGGC ACCCCTGCTC ATGGATCGGA CCCCTGACGG GCGGCCTCAG 1080 

GAGGTGGGCA GGGTCTACGT CTACCTGCAG CACCCAGCCG GCATAGAGCC CACGCCCACC 1140 

CTTACCCTCA CTGGCCATGA TGAGTTTGGC CGATTTGGCA GCTCCTTGAC CCCCCTGGGG 1200 

GACCTGGACC AGGATGGCTA CAATGATGTG GCCATCGGGG CTCCCTTTGG TGGGGAGACC 1260 

CAGCAGGGAG TAGTGTTTGT ATTTCCTGGG GGCCCAGGAG GGCTGGGCTC TAAGCCTTCC 1320 

CAGGTTCTGC AGCCCCTGTG GGCAGCCAGC CACACCCCAG ACTTCTTTGG CTCTGCCCTT 1380 

CGAGGAGGCC GAGACCTGGA TGGCAATGGA TATCCTGATC TGATTGTGGG GTCCTTTGGT 1440 

GTGGACAAGG CTGTGGTATA CAGGGGCCGC CCCATCGTGT CCGCTAGTGC CTCCCTCACC IS 00 

ATCTTCCCCG CCATGTTCAA CCCAGAGGAG CGGAGCTGCA GCTTAGAGGG GAACCCTGTG 1560 

GCCTGCATCA ACCTTAGCTT CTGCCTCAAT GCTTCTGGAA AACACGTTGC TGACTCCATT 1620 

GGTTTCACAG TGGAACTTCA GCTGGACTGG CAGAAGCAGA AGGGAGGGGT ACGGCGGGCA 1680 

CTGTTCCTGG CCTCCAGGCA GGCAACCCTG ACCCAGACCC TGCTCATCCA GAATGGGGCT 1740 

CGAGAGGATT GCAGAGAGAT GAAGATCTAC CTCAGGAACG AGTCAGAATT TCGAGACAAA 1800 

CTCTCGCCGA TTCACATCGC TCTCAACTTC TCCTTGGACC CCCAAGCCCC AGTGGACAGC 1860 

CACGGCCTCA GGCCAGCCCT ACATTATCAG AGCAAGAGCC GGATAGAGGA CAAGGCTCAG 1920 

ATCTTGCTGG ACTGTGGAGA AGACAACATC TGTGTGCCTG ACCTGCAGCT GGAAGTGTTT 1980 

GGGGAGCAGA ACCATGTGTA CCTGGGTGAC AAGAATGCCC TGAACCTCAC TTTCCATGCC 2040 

CAGAATGTGG GTGAGGGTGG CGCCTATGAG GCTGAGCTTC GGGTCACCGC CCCTCCAGAG 2100 

GCTGAGTACT CAGGACTCGT CAGACACCCA GGGAACTTCT CCAGCCTGAG CTGTGACTAC 2160 

TTTGCCGTGA ACCAGAGCCG CCTGCTGGTG TGTGACCTGG GCAACCCCAT GAAGGCAGGA 2220 

GCCAGTCTGT GGGGTGGCCT TCGGTTTACA GTCCCTCATC TCCGGGACAC TAAGAAAACC 22 BO 

ATCCAGTTTG ACTTCCAGAT CCTCAGCAAG AATCTCAACA ACTCGCAAAG CGACGTGGTT 2340 

TCCTTTCGGC TCTCCGTGGA GGCTCAGGCC CAGGTCACCC TGAACGGTGT CTCCAAGCCT 2400 

GAGGCAGTGC TATTCCCAGT AAGCGACTGG CATCCCCGAG ACCAGCCTCA GAAGGAGGAG 2460 

GACCTGGGAC CTGCTGTCCA CCATGTCTAT GAGCTCATCA ACCAAGGCCC CAGCTCCATT 2520 

AGCCAGGGTG TGCTGGAACT CAGCTGTCCC CAGGCTCTGG AAGGTCAGCA GCTCCTATAT 2580 

GTGACCAGAG TTACGGGACT CAACTGCACC ACCAATCACC CCATTAACCC AAAGGGCCTG 2640 

GAGTTGGATC CCGAGGGTTC CCTGCACCAC CAGCAAAAAC GGGAAGCTCC AAGCCGCAGC 2700 

TCTGCTTCCT CGGGACCTCA GATCCTGAAA TGCCCGGAGG CTGAGTGTTT CAGGCTGCGC 2760 

TGTGAGCTCG GGCCCCTGCA CCAACAAGAG AGCCAAAGTC TGCAGTTGCA TTTCCGAGTC 2820 

TGGGCCAAGA CTTTCTTGCA GCGGGAGCAC CAGCCATTTA GCCTGCAGTG TGAGGCTGTG 2880 

TACAAAGCCC TGAAGATGCC CTACCGAATC CTGCCTCGGC AGCTGCCCCA AAAAGAGCGT 2940 

CAGGTGGCCA CAGCTGTGCA ATGGACCAAG GCAGAAGGCA GCTATGGCGT CCCACTGTGG 3000 

ATCATCATCC TAGCCATCCT GTTTGGCCTC CTGCTCCTAG GTCTACTCAT CTACATCCTC 3060 

TACAAGCTTG GATTCTTCAA ACGCTCCCTC CCATATGGCA CCGCCATGGA AAAAGCTCAG 3120 
CTCAAGCCTC CAGCCACCTC TGATGCCTGA 



Seq ID NO: 4 Protein sequence 
Protein Accession #: NP_002196.1 



1 11 21 31 41 51 

50 | i | | | | 

MGSRTPESPL HAVQLRWGPR RRPPLLPLLL LLLPPPPRVG GFNLDAEAPA VLSGPPGSFF 60 

GPSVBPYRPG TDGVSVLVGA PKANTSQPGV LQGGAVYLCP WGASPTQCTP IEFDSKGSRL 120 

LESSLSSSEG EEPVEYKSLQ WFGATVRAHG SSIIACAPLY SWRTEXEPLS DPVGTCYLST 180 

DNFTRILEYA PCRSDPSWAA GQGYCQGGFS AEFTKTGRW LGGPGSYFWQ GQILSATQEQ 240 

IAESYYPEYL INLVQGQLQT RQASSIYDDS YLGYSVAVGE FSGDDTEDFV AGVPKGNLTY 300 

GYVTILNGSD IRSLYNFSGE QMASYFGYAV AATDVNGDGL DDLLVGAPLL MDRTPDGRPQ 360 

EVGRVYVYLQ HPAGIEPTPT LTLTGHDEFG RFGSSLTPLG DLDQDGYNDV AIGAPPGGET 420 

QQGWPVFPG GPGGLGSKPS QVLQPLWAAS HTPDFFGSAL RGGRDLDGNG YPDLIVGSFG 480 

VDKAWYRGR PIVSASASLT IFPAMFKPEE RSCSLEGNPV ACINLSFCLN ASGKHVADSI 540 

GFTVELQLDW QKQKGGVRRA LPLASRQATL TQTLLIQNGA REDCREMKIY LRNESEFRDK 600 

LSPIHIALNF SLDPQAPVDS HGLRPALHYQ SKSRIEDKAQ ILLDCGEDNI CVPDLQLEVF 660 

GEQNHVYLGD KNALNLTFHA QNVGEGGAYE AELRVTAPPE AEYSGLVRHP GNPSSLSCDY 720 

FAVNQSRLLV CDLGNPMKAG ASLWGGLRFT VPHLRDTKKT IQFDFQILSK NLNNSQSDW 780 

SFRLSVEAQA QVTLNGVSKP EAVLPPVSDW HPRDQPQKEE DLGPAVHHVY ELINQGPSSI 840 

SQGVLELSCP QALEGQQLLY VTRVTGLNCT TNHPINPKGL ELDPEGSLHH QQKREAPSRS 900 

SASSGPQILK CPEAECFRLR CELGPLHQQE SQSLQLHFRV WAKTFLQREH QPFSLQCEAV 960 

YKALKMPYRI LPRQLPQKER QVATAVQWTK AEGSYGVPLW IIILAILFGL LLLGLLIYIL 1020 
YKLGPPKRSL PYGTAMEKAQ LKPPATSDA 

70 Seq ID NO: 5 DNA sequence 

Nucleic Acid Accession #: NM_0022ll.l 
Coding sequence : 1 . . 23 97 

__ 1 11 21 31 41 51 

75 | | | | | | 

ATGAATTTAC AACCAATTTT CTGGATTGGA CTGATCAGTT CAGTTTGCTG TGTGTTTGCT 60 

CAAACAGATG AAAATAGATG TTTAAAAGCA AATGCCAAAT CATGTGGAGA ATGTATACAA 120 

GCAGGGCCAA ATTGTGGGTG GTGCACAAAT TCAACATTTT TACAGGAAGG AATGCCTACT 180 

TCTGCACGAT GTGATGATTT AGAAGCCTTA AAAAAGAAGG GTTGCCCTCC AGATGACATA 240 

GAAAATCCCA GAGGCTCCAA AGATATAAAG AAAAATAAAA ATGTAACCAA CCGTAGCAAA 300 

GGAACAGCAG AGAAGCTCAA GCCAGAGGAT ATTACTCAGA TCCAACCACA GCAGTTGGTT 360 

TTGCGATTAA GATCAGGGGA GCCACAGACA TTTACATTAA AATTCAAGAG AGCTGAAGAC 420 

TATCCCATTG ACCTCTACTA CCTTATGGAC CTGTCTTACT CAATGAAAGA CGATTTGGAG 480 

AATGTAAAAA GTCTTGGAAC AGATCTGATG AATGAAATGA GGAGGATTAC TTCGGACTTC 540 

950 
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AGAATTGGAT 
GCTAAGCTCA 
AATGTGCTCA 
ATATCTGGAA 
TGTGGATCAC 
GGGTTTCACT 
TGTCACCTGG 
CACCTTGTCC 
TTTCAGCCTG 
TCTGCAAATT 
GAAGTCATTT 
TGCAAGAACG 
GGAGATGAGG 
GACAGCTTTA 
ATCTGTGAAT 
AATGGGACAT 
GAATGCAGCA 
AGTTCAGAAA 
AGGGATAATA 
GATAGATCCA 
TGCAACCCCA 
GCCAGCAACG 
ACAGATCCGA 
GCTGAGCATA 
TGCACACAGG 
CAGCCGGTCC 
TTCTATTTTA 
CCAGAGTGTC 
GTTCTTATTG 
AGGGAGTTTG 
CCTATTTATA 



TTGGCTCATT 
GGAACCCTTG 
GTCTTACTAA 
ATTTGGATTC 
TGATTGGCTG 
TTGCTGGAGA 
AAAATAATAT 
AGAAACTGAG 
TTTACAAGGA 
CTAGCAATGT 
TGGAAAACGG 
GGGTGAATGG 
TTCAATTTGA 
AAATTAGGCC 
GTGAATGCCA 
TTGAGTGTGG 
CAGATGAAGT 
TCTGCAGTAA 
CAAATGAAAT 
ATGGCTTAAT 
ACTACACTGG 
GACAGATCTG 
AGTTTCAAGG 
AAGAATGTGT 
AATGTTCCTA 
AACCTGATCC 
CGTATTCAGT 
CCACTGGTCC 
GCCTTGCATT 
CTAAATTTGA 
AGAGTGCCGT 



TGTGGAAAAG 
CACAAGTGAA 
TAAAGGAGAA 
TCCAGAAGGT 
GAGGAATGTT 
TGGGAAACTT 
GTACACAATG 
TGAAAATAAT 
GCTGAAAAAC 
AATTCAGTTG 
CAAATTGTCA 
AACAGGGGAA 
AATTAGCATA 
TCTGGGCTTT 
AAGCGAAGGC 
CGCGTGCAGG 
TAACAGTGAA 
CAATGGAGAG 
TTATTCTGGC 
TTGTGGAGGA 
CAGTGCATGT 
CAATGGCCGG 
GCAAACGTGT 
TCAGTG CAGA 
TTTTAACATT 
TGTGTCCCAT 
GAATGGGAAC 
AGACATCATT 
ACTGCTGATA 
AAAGGAGAAA 
AACAACTGTG 



ACTGTGATGC 
CAGAACTGCA 
GTATTTAATG 
GGTTTCGATG 
ACACGGCTGC 
GGTGGCATTG 
AGCCATTATT 
ATTCAGACAA 
TTGATCCCTA 
ATCATTGATG 
GAAGGAGTAA 
AATGGAAGAA 
ACTTCAAATA 
ACGGAGGAAG 
ATCCCTGAAA 
TGCAATGAAG 
GACATGGATG 
TGCGTCTGCG 
AAATTCTGCG 
AATGGTGTTT 
GACTGTTCTT 
GGCATCTGCG 
GAGATGTGTC 
GCCTTCAATA 
ACCAAGGTAG 
TGTAAGGAGA 
AACGAGGTCA 
CCAATTGTAG 
TGGAAGCTTT 
ATGAATGCCA 
GTCAATCCGA 



CTTACATTAG 
CCAGCCCATT 
AACTTGTTGG 
CCATCATGCA 
TGGTGTTTTC 
TTTTACCAAA 
ATGATTATCC 
TTTTTGCAGT 
AGTCAGCAGT 
CATACAATTC 
CAATAAGTTA 
AATGTTCCAA 
AGTGTCCAAA 
TAGAGGTTAT 
GTCCCAAGTG 
GGCGTGTTGG 
CTTACTGCAG 
GACAGTGTGT 
AGTGTGATAA 
GCAAGTGTCG 
TGGATACTAG 
AGTGTGGTGT 
AGACCTGCCT 
AAGGAGAAAA 
AAAGTCGGGA 
AGGATGTTGA 
TGGTTCATGT 
CTGGTGTGGT 
TAATGATAAT 
AATGGGACAC 
AGTATGAGGG 



CACAACACCA 
TAGCTACAAA 
AAAACAGCGC 
AGTTGCAGTT 
CACAGATGCC 
TGATGGACAA 
TTCTATTGCT 
TACTGAAGAA 
AGGAACATTA 
CCTTTCCTCA 
CAAATCTTAC 
TATTTCCATT 
AAAGGATTCT 
TCTTCAGTAC 
TCATGAAGGA 
TAGACATTGT 
GAAAGAAAAC 
TTGTAGGAAG 
TTTCAACTGT 
TGTGTGTGAG 
TACTTGTGAA 
CTGTAAGTGT 

GAAAGACACA 
CAAATTACCC 
CGACTGTTGG 
TGTGGAGAAT 
TGCTGGAATT 
TCATGACAGA 
GGGTGAAAAT 
AAAATGA 



Seq ID NO: 6 Protein sequence 
Protein Accession #: NP_002202.1 



MNLQPIFWIG 
SARCDDLEAL 
LRLRSGEPQT 
RIGFGSPVEK 
ISGNLDSPEG 
CHLENNMYTM 
SANSSNVIQL 
GDEVQFE I S I 
NGTFECGACR 
RDNTNEIYSG 
ASNGQICNGR 
CTQECSYPNI 
PECPTGPDII 
PIYKSAVTTV 



11 
I 

LISSVCCVFA 
KKKGCPPDDI 
PTLKFKRAED 
TVMPYISTTP 
GFDAIMQVAV 
SHYYDYPSIA 
IIDAYNSL.SS 
TSNKCPKKDS 
CNEGRVGRHC 
KFCECDNFNC 
G1CECGVCKC 
TKVESRDKLP 
PIVAGWAGI 
VNPKYEGK 



21 
I 

QTDKNRCLKA 
ENPRGSKDIK 
YPIDLYYIjMD 
AKLRNPCTSE 
CGSLIGWRNV 
HLVQKLSENN 
EVILENGKLS 
DSFKIRPLGF 
ECSTDEVNSE 
DRSNGLIOGG 
TDPKFQGQTC 
QPVQPDPVSH 
VLIGLALLLI 



31 

I 

NAKSCGBCIQ 
KNKNVTNRSK 
LSYSMKDDLE 
QNCTSPFSYK 
TRLLVFSTDA 
IQTIFAVTEE 
EGVTISYKSY 
TEEVEVILQY 
DMDAYCRKEN 
NGVCKCRVCE 
EMCQTCLGVC 
CKEKDVDDCW 
WKLLMIIHDR 



41 
I 

AGPNCGWCTN 
GTAEKLKPED 
NVKSLGTDLM 
NVLSLTNKGE 
GFEFAGDGKL 
FQPVYKELKN 
CKNGVNGTGE 
ICECECQSEG 



CNPMYTGSAC 
AEHKECVQCR 
FYFTYSVNGN 
REFAKFEKEK 



Seq ID NO: 7 DNA sequence 

Nucleic Acid Accession #: NM_002425 

Coding sequence: 26.. 1453 



1 

I 

AAAGAAGGTA 
AGTCTGCTCT 
TGCCCAGCAA 
AAAGGACAGT 
GGTGACAGGG 
TCCTGACGTT 
TACATACAGG 
TGAGAAAGCT 
AGGAGAGGCT 
TGATGGCCCA 
TATTCACTTT 
CGTTGCTGCT 
TTTGATGTAC 
TGATGTGAAT 
GGTGCCCACA 
GTCCTTCGAT 
TTGGCGAAGA 
CTCTCTTCCA 
TTTTAAAGGA 
AGGGATCCAT 
CAAGGAAAAG 
TAGCCAGTCC 
GCCTAAGGTT 
ACAGTTTGAG 
GTTACATTGC 
ATTATTCATC 



11 
I 

AGGGCAGTGA 
GCCTATCCTC 
TACCTAGAAA 
AATCTCATTG 
AAGCTAGACA 
GGTCACTTCA 
ATTGTGAATT 
CTGAAAGTCT 
GATATAATGA 
GGACACAGTT 
GATGATGATG 
CATGAACTTG 
CCACTCTACA 
GGCATTCAGT 
AAATCTGTTC 
GCCATCAGCA 
TCCCACTGGA 
TCATATTTGG 
AATGAGTTCT 
ACCCTGGGTT 
AAGAAAACAT 
ATGGAGCAAG 
GATGCTGTAT 
TTTGACCCCA 
TAGGCGAGAT 
TAATGTATTA 



21 
I 

GAATGATGCA 
TGAGTGGGGC 
AGTACTACAA 
TTAAAAAAAT 
CTGACACTCT 
GCTCCTTTCC 
ATACACCAGA 
GGGAAGAGGT 
TCTCTTTCGC 
TGGCTCATGC 
AAAAATGGAC 
GCCACTCCCT 
ACTCATTCAC 
CTCTCTACGG 
CTTCGGGATC 
CTCTGAGGGG 
ACCCTGAACC 
ATGCTGCATA 
GGGCCATCAG 
TTCCTCCAAC 
ACTTCTTTGC 
GCTTCCCTAG 
TACAGGCATT 
ATGCCAGGAT 
AGGGGGAAGA 
TGAGCCAAAA 



31 
I 

TCTTGCATTC 
AGCAAAAGAG 
CCTCGAAAAG 
CCAAGGAATG 
GGAGGTGATG 
TGGCATGCCG 
TTTGCCAAGA 
GACTCCACTC 
AGTTAAAGAA 
CTACCCACCT 
AGAAGATGCA 
GGGGCTCTTT 
AGAGCTCGCC 
ACCTCCCCCT 
TGAGATGCCA 
AGAATATCTG 
TGAATTTCAT 
TGAAGTTAAC 
AGGAAATGAG 
CATAAGGAAA 
AGCGGACAAA 
ACTAATAGCT 
TGGATTTTTC 
GGTGACACAC 
CAGATATGGG 
TGGTTAATTT 



41 
1 

CTTGTGCTGT 
GAGGACTCCA 
GATGTGAAAC 
CAGAAGTTCC 
CGCAAGCCCA 
AAGTGGAGGA 
GATGCTGTTG 
ACATTCTCCA 
CATGGAGACT 
GGACCTGGGC 
TCAGGCACCA 
CACTCAGCCA 
CAGTTCCGCC 
GCCTCTACTG 
GCCAAGTGTG 
TTCTTTAAAG 
TTGATTTCTG 
AGCAGGGACA 
GTACAAGCAG 
ATTGATGCAG 
TACTGGAGAT 
GATGACTTTC 
TACTTCTTCA 
ATATTAAAGA 
TGTTTTTAAT 
TTCCTGCATG 



600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



51 



STFLQEGMPT 
ITQIQPQQLV 



VFNELVGKQR 
GGIVLPNDGQ 
LIPKSAVGTL 
NGRKCSNISI 
IPESPKCHEG 
CVCGQCVCRK 
DC5LDTSTCB 
AFNKGEKKDT 
NEVMVHWEN 
MNAKWDTGEN 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



51 
I 

TGTGTCTGCC 
ACAAGGATCT 
AGTTTAGAAG 
TTGGGTTGGA 
GGTGTGGAGT 
AAACCCACCT 
ATTCTGCCAT 
GGCTGTATGA 
TTTACTCTTT 
TTTATGGAGA 
ATTTATTCCT 
ACACTGAAGC 
TTTCGCAAGA 
AGGAACCCCT 
ATCCTGCTTT 
ACAGATATTT 
CATTTTGGCC 
CCGTTTTTAT 
GTTATCCAAG 
CTGTTTCTGA 
TTGATGAAAA 
CAGGAGTTGA 
GTGGATCATC 
GTAACAGCTG 
AAATCTAATA 
TTCTGTGACT 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



951 



WO 03/042661 



PCT/US02/36810 



5 
10 
15 
20 



30 



35 



40 



45 



GAAGAAGATG AGCCTTGCAG ATATCTGCAT GTGTCATGAA GAATGTTTCT GGAATTCTTC 1620 
ACTTGCTTTT GAATTGCACT GAACAGAATT AAGAAATACT CATGTGCAAT AGGTGAGAGA 1680 
ATGTATTTTC ATAGATGTGT TATTACTTCC TCAATAAAAA GTTTTATTTT GGGCCTGTTC 1740 
CTT 

Seq ID NO: 8 Protein sequence 
Protein Accession <h NP_002416 



MHLAFLVLLC 
KIQGMQKFLG 
PDLPRDAVDS 
HAYPPGPGLY 
FTELAQFRIiS 
RGEYLPFKDR 
IRGNEVQAGY 
PRLIADDFPG 



11 
I 

LPVCSAYPLS 
LEVTGKLDTD 
AIEKALKVHE 
GDIHFDDDEK 
QDDVNGIQSL 
YFWRRSHWNP 
PRGIHTLGFP 
VEPKVDAVLQ 



21 
I 



TLEVMRKPRC 
EVTPLTFSRL 
WTEDASGTNL 
YGPPPASTEE 
EPEFHLISAF 
PTIRKIDAAV 
AFGFFYFFSG 



31 
I 

DLAQQYLEKY 
GVPDVGHFSS 
YEGEADIMIS 
FLVAAHELGH 
PLVPTKSVPS 
WPSLPSYLDA 
SDKEKKKTYF 
SSQFEFDPNA 



41 

I 

YNLEKDVKQF 
FPGMPKWRKT 
FAVKEHGDFY 
SLGLFHSANT 
GSEMPAKCDP 
AYEVNSRDTV 
FAADKYWRFD 
RMVTHIIJCSN 



51 
I 

RRKDSNLIVK 
HLTYRIVNYT 
SFDGPGHSLA 
EALMYPLYNS 
ALSFDAISTL 
FIFKGNEFWA 
ENSQSMEQGF 
SWLHC 



Seq ID NO: 9 DNA sequence 

Nucleic Acid Accession fl: XM_058189.2 

Coding sequence: 169.. 774 



25 , 



GAAGACCAGC 
AGTATTTCAC 
TATGAAGTGA 
AAGTGTGGAG 
AACATATTAT 
AACTACGTGT 
ACAGTTCTTC 
AGCAAAAAAT 
GGATACTGCC 
GATGGCTGGG 
TGGATTCAGT 
CTCATAACCC 
TCCAAGATAC 
ACAAAATGTT 
GACTTGAGGG 
TTTGCAGTCC 
AATATGCATC 
* GAATCTGTAC 
TGCAACATTA 
AGGATTAAGT 
ATAAAAAATA 



11 
I 

TCAGCTCTTC 
ACTGAGATTG 
AGGGCTCTGA 
GCTGCCTAAG 
TGTATTTCCC 
GGTATTTTGA 
TGGTACTGGA 
ATGTGACACT 
TGGTCATCTC 
AGTATGCTTT 
GCCTGGAACC 
TCAGTGGGCT 
TGTGTGGAAG 
TTCCATTATC 
CAATATTGAA 
TCACTGCACA 
AGAAACTTCA 
TAGGGAAGTA 
TTTAATATTC 
AAAGAGTGGT 
AAGAGTACTA 




TGAAGGCACT 
TGCACATGTT 
TCAAGTGATC 
CTATTCAGTG 
AAGACATGGC 
ATGATGGTGC 
TGCAAGTATA 
GAAATACTTC 
AATAAGAATA 
TGGAAAATTG 
ACATACTGTA 
CATGGTTGTA 



31 
I 

CATTGTCTAT 
GTATATTCCA 
GGTTCTAAGC 
ATTCCGCTTG 
ACTTCCTATG 
TTCTCAGGCA 
AACTATAAAT 
ATCTTTTCTT 
CTTGTCCAAG 
GCTGGACGTT 
GTGGAGTGGA 
ATCTGCCTCA 
ATCTTCCAGC 
CATCTATCTA 
TTTCTGCATT 
CCACCCTTCC 
TGCCCTTTGA 
TGAGAGAAAC 
GAAACACCCC 
AATGTTTTCT 



41 
I 

TGTTCTCCAA 
ATTCCCCGTC 
AGGGCAAAAT 
CACTTTGGAG 
CATCCAGCAA 
TCATGATGCT 
GTTGCCAGAG 
CCCTCGGAAT 
GGCCATATTG 
TCCTTACAGA 
ACATCATTTT 
TCAGAGTAGT 
CTGGAATCAT 
AATATTATAT 
TGGTGTTTAT 
ATTTAGTATG 
TCAAACAAAT 
CTTTATGCAA 
AAAATTCTAA 
GATATTAAAA 



51 

I 

ACAGTAAACC 
TCCTCATGAA 
GGGGTCTCGG 
TATAATCGTG 
TAAACTCACC 
TATAGTAACA 
TGAAAACTGC 
TGCTTTTTCT 
CCGCACCCTT 
TTCTAGCATA 
ATTTTCCATT 
CATGCAACTA 
TTGAATAAGG 
CAACTGTGTA 
TTGTAAAAAA 
TTTTTTAAGT 
CCATTTCCAA 
ATATGTATAT 
ACTCAGAGGA 
AAAAAATTAA 



60 
120 
180 
240 
300 
360 
420 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



50 
55 
60 
65 
70 
75 
80 



Seq ID NO: 10 Protein sequence 
Protein Accession #: XP_058 189.1 

1 11 21 31 41 51 

I I I I I I 

MGSRKCGGCL SCLLIPLALW SIIVNILLYF PNGQTSYASS NKLTNYVWYF EGICFSGIMM 
LIVTTVLLVL ENNNNYKCCQ SENCSKKYVT LLSIIFSSLG IAFSGYCLVI SALGLVQGPY 
CRTLDGWEYA FEGTAGRFLT DSSIWIQCLE PAHWEWNII LFSILITLSG IjQVIICLIRV 
VMQLSKILCG SYSVIFQPGI I 

Seq ID NO: 11 DNA sequence 

Nucleic Acid Accession #: NM_002421.2 

Coding sequence: 1..1409 



1 
I 

ATGCACAGCT 
CCAGCGACTC 
TACTACAACC 
GTTGAAAAAT 
GCTQAAACCC 
GTCCTCACTG 
TACACGCCAG 
TGGAGTAATG 
ATATCTTTTG 
CTTGCTCATG 
GAAAGGTGGA 
GGCCATTCTC 
ACCTTCAGTG 
GGACGTTCCC 
AAGCTAACCT 
TTCTACATGC 
TGGCCACAAC 
CGGTTTTTCA 
CCCAAGGACA 
CTTTCTGAGG 
GATGAATATA 



11 
I 

TTCCTCCACT 
TAGAAACACA 
TGAAGAATGA 
TGAAGCAAAT 
TGAAGGTGAT 
AGGGGAACCC 
ATTTGCCAAG 
TCACACCTCT 
TCAGGGGAGA 
CTTTTCAACC 
CCAACAATTT 
TTGGACTCTC 
GTGATGTTCA 
AAAATCCTGT 
TTGATGCTAT 
GCACAAATCC 
TGCCAAATGG 
AAGGGAATAA 
TCTACAGCTC 
AAAACACTGG 
AACGATCTAT 



21 
I 

GCTGCTGCTG 
AGAGCAAGAT 
TGGGAGGCAA 
GCAGGAATTC 
GAAGCAGCCC 
TCGCTGGGAG 
AGCAGATGTG 
GACATTCACC 
TCATCGGGAC 
AGGCCCAGGT 
CAGAGAGTAC 
CCATTCTACT 
GCTAGCTCAG 
CCAGCCCATC 
AACTACGATT 
CTTCTACCOG 
GCTTGAAGCT 
GTACTGGGCT 
CTTTGGCTTC 
AAAAACCTAC 
GGATCCAGGT 



31 
I 

CTGTTCTGGG 
GTGGACTTAG 
GTTGAAAAGC 
TTTGGGCTGA 
AGATGTGGAG 
CAAACACATC 
GACCATGCCA 
AAGGTCTCTG 
AACTCTCCTT 
ATTGGAGGGG 
AACTTACATC 
GATATCGGGG 
GATGACATTG 
GGCCCACAAA 
CGGGGAGAAG 
GAAGTTGAGC 
GCTTACGAAT 
GTTCAGGGAC 
CCTAGAACTG 
TTCTTTGTTG 
TATCCCAAAA 



41 
I 

GTGTGGTGTC 
TCCAGAAATA 
GGAGAAATAG 
AAGTGACTGG 
TGCCTGATGT 
TGACCTACAG 
TTGAGAAAGC 
AGGGTCAAGC 
TTGATGGACC 
ATGCTCATTT 
GTGTTGCGGC 
CTTTGATGTA 
ATGGCATCCA 
CCCCAAAAGC 
TGATGTTCTT 
TCAATTTCAT 
TTGCCGACAG 
AGAATGTGCT 
TGAAGCATAT 
CTAACAAATA 
TGATAGCACA 



51 
I 

ACACAGCTTC 
CCTGGAAAAA 
TGGCCCAGTG 
GAAACCAGAT 
GGCTCAGTTT 
GATTGAAAAT 
CTTCCAACTC 
AGACATCATG 
TGGAGGAAAT 
TGATGAAGAT 
TCATGAACTC 
CCCTAGCTAC 
AGCCATATAT 
ATGTGACAGT 
TAAAGACAGA 
TTCTGTTTTC 
AGATGAAGTC 
ACACGGATAC 
CGATGCTGCT 
CTGGAGGTAT 
TGACTTTCCT 



60 
120 
180 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



952 



WO 03/042661 



GGAATTGGCC ACAAAGTTGA TGCAGTTTTC ATGAAAGATG GATTTTTCTA TTTCTTTCAT 1320 

GGAACAAGAC AATACAAATT TGATCCTAAA ACGAAGAGAA TTTTGACTCT CCAGAAAGCT 13 BO 
AATAGCTGGT TCAACTGCAG GAAAAATTAG 

Seq ID NO: 12 Protein sequence 
Protein Accession 8: ~ NP_002412.1 

1 11 21 31 41 51 

I I I I I I 

MHSFPPLLLL LFWGWSHSF PATLETQEQD VDLVQKYLEK YYNLKNDGRQ VEKRRNSGPV 60 

VEKLKQMQEF FGLKVTGKPD AETLKVMKQP RCGVPDVAQF VLTEGNPRWE QTHLTYRIEN 120 

YTPDLPRADV DHAIEKAFQL WSNVTPLTFT KVSEGQADIM ISFVRGDHRD NSPFDGPGGN 180 

LAHAFQPGPG IGGDAHFDED ERWTNNFREY NLHRVAAHEL GHSLGLSHST DIGALMYPSY 240 

TFSGDVQLAQ DDIDGIQAIY GRSQNPVQPI GPQTPKACDS KLTFDAITTI RGEVMFFKDR 300 

FYMRTNPFYP EVELNFISVF WPQLPNGLEA AYEFADRDEV RFFKGNKYWA VQGQNVLHGY 360 

PKDIYSSFGF PRTVKHIDAA LSBENTGKTY FFVANKYWRY DEYKRSMDPG YPKMIAHDFP 420 
GIGHKVDAVF MKDGFFYFFH GTRQYKFDPK TKRILTLQKA NSWFNCRKN 

Seq ID NO: 13 DNA sequence 

Nucleic Acid Accession #: NNMJ02421.2 

Coding sequence: 1..1409 

1 11 21 31 41 51 

1 I I 1 I I 

ATGCACAGCT TTCCTCCACT GCTGCTGCTG CTGTTCTGGG GTGTGGTGTC ACACAGCTTC 60 

CCAGCGACTC TAGAAACACA AGAGCAAGAT GTGGACTTAG TCCAGAAATA CCTGGAAAAA 120 

TACTACAACC TGAAGAATGA TGGGAGGCAA GTTGAAAAGC GGAGAAATAG TGGCCCAGTG 180 

GTTGAAAAAT TGAAGCAAAT GCAGGAATTC TTTGGGCTGA AAGTGACTGG GAAACCAGAT 240 

GCTGAAACCC TGAAGGTGAT GAAGCAGCCC AGATGTGGAG TGCCTGATGT GGCTCAGTTT 300 

GTCCTCACTG AGGGGAACCC TCGCTGGGAG CAAACACATC TGACCTACAG GATTGAAAAT 360 

TACACGCCAG ATTTGCCAAG AGCAGATGTG GACCATGCCA TTGAGAAAGC CTTCCAACTC 420 

TGGAGTAATG TCACACCTCT GACATTCACC AAGGTCTCTG AGGGTCAAGC AGACATCATG 480 

ATATCTTTTG TCAGGGGAGA TCATCGGGAC AACTCTCCTT TTGATGGACC TGGAGGAAAT 540 

CTTGCTCATG CTTTTCAACC AGGCCCAGGT ATTGGAGGGG ATGCTCATTT TGATGAAGAT 600 

GAAAGGTGGA CCAACAATTT CAGAGAGTAC AACTTACATC GTGTTGCGGC TCATGCCCTC 660 

GGCCATTCTC TTGGACTCTC CCATTCTACT GATATCGGGG CTTTGATGTA CGCTAGCTAC 720 

ACCTTCAGTG GTGATGTTCA GCTAGCTCAG GATGACATTG ATGGCATCCA AGCCATATAT 780 

GGACGTTCCC AAAATCCTGT CCAGCCCATC GGCCCACAAA CCCCAAAAGC ATGTGACAGT 840 

AAGCTAACCT TTGATGCTAT AACTACGATT CGGGGAGAAG TGATGTTCTT TAAAGACAGA 900 

TTCTACATGC GCACAAATCC CTTCTACCCG GAAGTTGAGC TCAATTTCAT TTCTGTTTTC 960 

TGGCCACAAC TGCCAAATGG GCTTGAAGCT GCTTACGAAT TTGCCGACAG AGATGAAGTC 1020 

CGGTTTTTCA AAGGGAATAA GTACTGGGCT GTTCAGGGAC AGAATGTGCT ACACGGATAC 1080 

CCCAAGGACA TCTACAGCTC CTTTGGCTTC CCTAGAACTG TGAAGCATAT CGATGCTGCT 1140 

CTTTCTGAGG AAAACACTGG AAAAACCTAC TTCTTTGTTG CTAACAAATA CTGGAGGTAT 1200 

GATGAATATA AACGATCTAT GGATCCAGGT TATCCCAAAA TGATAGCACA TGACTTTCCT 1260 

GGAATTGGCC ACAAAGTTGA TGCAGTTTTC ATGAAAGATG GATTTTTCTA TTTCTTTCAT 1320 

GGAACAAGAC AATACAAATT TGATCCTAAA ACGAAGAGAA TTTTGACTCT CCAGAAAGCT 1380 
AATAGCTGGT TCAACTGCAG GAAAAATTAG 



Seq ID NO: 14 Protein sequence 
Protein Accession #: NP_002412.1 

1 11 21 31 41 51 

I I I I I I 

MHSFPPLLLL LFWGWSHSF PATLETQEQD VDLVQKYLEK YYNLKNDGRQ VEKRRNSGPV 60 
VEKLKQMQEF FGLKVTGKPD AETLKVMKQP RCGVPDVAQF VLTEGNPRWE QTHLTYRIEN 120 
YTPDLPRADV DHAIEKAFQL WSNVTPLTFT KVSEGQADIM ISFVRGDHRD NSPFDGPGGN 180 
LAHAFQPGPG IGGDAHFDED ERWTNNFREY NLHRVAAHAL GHSLGLSHST DIGALMYPSY 240 
TFSGDVQLAQ DDIDGIQAIY GRSQNPVQPI GPQTPKACDS KLTFDAITTI RGEVMFFKDR 300 
FYMRTNPFYP EVELNFISVF WPQLPNGLEA AYEFADRDEV RFFKGNKYWA VQGQNVLHGY 360 
PKDIYSSFGF PRTVKHIDAA LSEENTGKTY FFVANKYWRY DEYKRSMDPG YPKMIAHDFP 420 
GIGHKVDAVF MKDGFFYFFH GTRQYKFDPK TKRILTLQKA NSWFNCRKN 



Seq ID NO: IS DNA sequence 

Nucleic Acid Accession #: FGENESK predicted 

Coding sequence: 141.. 1580 

1 11 21 31 41 51 

I I I I 1 I 

TCTGCGTGTG CCGGGGCTAG GGGCTGGAAG TCCTGGCTCT AGTTGCACCT CGGAAGGAAA 60 

AGGCAAACAG AGGAGGGAAG GCGTCTTAGG ACTGCCTGGA TCCAGAGCAC TTTCCTCGGC 120 

CTCTACAGGC CTGTGTCGCT ATGGGTTCCC CCGCCGCCCC GGAGGGAGCG CTGGGCTACG 180 

TCCGCGAGTT CACTCGCCAC TCCTCCGACG TGCTGGGCAA CCTCAACGAG CTGCGCCTGC 240 

GCGGGATCCT CACTGACGTC ACGCTGCTGG TTGGCGGGCA ACCCCTCAGA GCACACAAGG 300 

CAGTTCTCAT CGCCTGCAGT GGCTTCTTCT ATTCAATTTT CCGGGGCCGT GCGGGAGTCG 360 

GGGTGGACGT GCTCTCTCTG CCCGGGGGTC CCGAAGCGAG AGGCTTCGCC CCTCTATTGG 420 

ACTTCATGTA CACTTCGCGC CTGCGCCTCT CTCCAGCCAC TGCACCAGCA GTCCTAGCGG 480 

CCGCCACCTA TTTGCAGATG GAGCACGTGG TCCAGGCATG CCACCGCTTC ATCCAGGCCA 540 

GCTATGAACC TCTGGGCATC TCCCTGCGCC CCCTGGAAGC AGAACCCCCA ACACCCCCAA 600 

CGGCCCCTCC ACCAGGTAGT CCCAGGCGCT CCGAAGGACA CCCAGACCCA CCTACTGAAT 660 

CTCGAAGCTG CAGTCAAGGC CCCCCCAGTC CAGCCAGCCC TGACCCCAAG GCCTGCAACT 720 

GGAAAAAGTA CAAGTACATC GTGCTAAACT CTCAGGCCTC CCAAGCAGGG AGCCTGGTCG 780 



953 



WO 03/042661 



GGGAGAGAAG TTCTGGTCAA CCTTGCCCCC AAGCCAGGCT CCCCAGTGGA GACGAGGCCT B40 

CCAGCAGCAG CAGCAGCAGC AGCAGCAGCA GTGAAGAAGG ACCCATTCCT GGTCCCCAGA 900 

GCAGGCTCTC TCCAACTGCT GCCACPGTGC AGTTCAAATG TGGGGCTCCA GCCAGTACCC 960 

CCTACCTCCT CACATCCCAG GCTCAAGACA CCTCTGGATC ACCCTCTGAA CGGGCTCGTC 1020 

CACTACCGGG AAGTGAATTT TTCAGCTGCC AGAACTGTGA GGCTGTGGCA GGGTGCTCAT 1080 

CGGGGCTGGA CTCCTTGGTT CCTGGGGACG AAGACAAACC CTATAAGTGT CAGCTGTGCC 1140 

GGTCTTOGTT CCGCTACAAG GGCAACCTTG CCAGTCATCG TACAGTGCAC ACAGGGGAAA 1200 

AGCCTTACCA CTGCTCAATC TGCGGAGCCC GTTTTAACCG GCCAGCAAAC CTGAAAACGC 1260 

ACAGCCGCAT CCATTCGGGA GAGAAGCCGT ATAAGTGTGA GACGTGCGGC TOGCGCTTTG 1320 

TACAGGTGGC ACATCTGCGG GCGCACGTGC TGATCCACAC CGGGGAGAAG CCCTACCCTT 1380 

GCCCTACCTG OGGAACCCGC TTCCGCCACC TGCAGACCCT CAAGAGCCAC GTTCGCATCC 1440 

ACACCGGAGA GAAGCCTTAC CACTGCGACC CCTGTGGCCT GCATTTCCGG CACAAGAGTC 1500 

AACTGCGGCT GCATCTGCGC CAGAAACACG GAGCTGCTAC CAACACCAAA GTGCACTACC 1560 

ACATTCTCGG GGGGCCCTAG CTGAGCGCAG GCCCAGGCCC CACTTGCTTC CTGCGGGTGG 1620 

GAAAGCTGCA GGCCCAGGCC TTGCTTCCCT ATCAGGCTTG GGCATAGGGG TGTGCCAGGC 1680 

CACTTTGGTA TCAGAAATTG CCACCCTCTT AATTTCTCAC TGGGGAGAGC AGGGGTGGCA 1740 

GATCCTGGCT AGATCTGCCT CTGTTTTGCT GGTCAAAACC TCTTCCCCAC AAGCCAGATT 1800 

GTTTCTGAGG AGAGAGCTAG CTAGGGGCTG GGAAAGGGGA GAGATTGGAG TCCTGGTCTC 1860 

CCTAAGGGAA TAGCCCTCCA CCTGTGGCCC CCATTGCATT CAGTTTATCT GTAAATATAA 1920 

TTTATTGAGG CCTTTGGGTG GCACCGGGGC CTTCATTCGA TTGCATTTCC CACTCCCCTC 1980 

TTCCACAAGT GTGATTAAAA GTGACCAGAA ACACAGAAGG TGAGATCACA GCTCTGCTGG 2040 

CAGAGATTAC TAG CCCTTGG CTCTCTCGTT TGGCTTGGGT ATTTTATATT ATTTCTGTCA 2100 

TAACTTTTAT CTTTAGAATT GTTCTTTCTC CTGTTTGTTT GCTTGTTAGT TTGTTTAAAA 2160 

TGGAAAAAGG GGTTCTCTGT GTTCTGCCCC TGTAATTCTA GGTCTGGAAC CTTTATTTGT 2220 

TCTAGGGCAG CTCTGGGAAC ATGCGGGATT GTGGAATTGG GTCAGGAACC CTCTCTGGTA 2280 

TTCTGGATGT TGTAGGTTCT CTAGCAGTCT AGAAATGGAT ACAGACATTT CTCTGTTCTT 2340 

CAAGGGTGAT AGGAACCATT ATGTTGAGCC CAAAATGGAA GTAATAATAA ATGCCTCCTG 2400 

GAGGCTGTGG GTGTGGGGGA TTCTGTATCT GGATTCCGTA TCACTCCAAC TGGAGGCTGT 2460 

GGGTGTGGGG GATTCTGTAT CTGGATTCCG TATCACTCCA AGTGGAGGCT GGGAGGTTTT 2520 

TCTGCAAGAT GGTCCAGAAT CTAAAATGTC CCATTAATCT GGTCACTTGG GTTTGGCTCT 2580 

GCTGTATCCA TCTATAGTGG TAGAGACCCA CCAGGGCTCA AGTGGAGTCC ATCATCCTCC 2640 

CACGGGGGCC TGTTCTTAGC ACTGAGTTGA TCGCTCCATG GGGGAGAGAT CAGACATTCC 2700 

TTATCAGAGA TGATGTGACC TTTTCTGACT CTGCCCAGTC TCTATGAATG TTATGGCCTA 2760 

GGGAAGAATC ATGAAACTCT TTAGCTTGAT TAGATGGTAA ACAGTGTTAA CCCATCCTTT 2820 

ACTACAGAGG CATATGGGTT TGAATGTTAC CTGGGGTTCT CTCTATTGAG TTGAGCCCCT 2880 

TCTTCCTTTA GTGGGTTTTG GACATCTTCT GGCAAGTGTC CAGATGCCAG AACCTTCTTT 2940 

TCCTCTAGAA GGGATGGTGC TTGGTAACCT TACCTTTTAA AAGCTGGGTC TGTGACCTGG 3000 

TCTTCCCATC CCTGCATTCC TGTCTGGAAC CAGTGAATGC ATTAGAACCT TCCATAGGAA 3060 

AAGAAAAGGG GCTGAGTTCC ATTCTGGGTT TGCTGTAGTT TGGTTGGGAT TATTGTTGGC 3120 

ATTACAGATG TAAAAGATTG ACTAGCCCAT AGGCCAAAGG CCTGTTCTAG TTGACCAAGT 3180 

TTCAAGTAGG ATTAAGAGGT TGGTTGAGGG GTGCAGTTTC TGGTGTAGGC CAGGTAGGTA 3240 

GAAAGTGAGG AACAGGGTTG CCTCTTGGCT GGGTGGAGTC TCTGAAATGT TAGAAGAAGC 3300 

GCTGAAGCCT TGATTGATAG TTCTGCCCCT TGTTGCCCTG GGGCTTATCT GATTATGGGA 3360 

OGAGGGTAGA AAGTAAGAAG CACTTTTGAA TTTGTGGGGT AGAACTTCAA CAATAAGTCA 3420 

GTTCTAGTGG CTGTCGCCTG GGGACTAGTG AGAAAGCTAC TCTTCTCCCT CTTCCCTCTT 3480 

TCTCCCCATG GCCCCACTGC AGAATTAAAG AAGGAAGAAG GGAAGGOGGA GGAGTCTATA 3540 

AGAAGGAATC ATGATTTCTA TTTAGCAGAT TGGATGGGCA GGTGGAGAAT GCCTGGGGGT 3600 

AGAAATGTTA GATCTTGCAA CATCAGATCC TTGGAATAAA GAAGCCTCTC TGYGCWRAAA 3660 
AAAAAAAAAA AAAAAA 

Seq ID NO: 16 Protein sequence 
Protein Accession #: FGENESH predicted 

1 11 21 31 41 51 

I I I I I I 

MGSPAAPEGA LGYVREFTRH SSDVLGNLNE LRLRG I LTD V TLLVGGQPLR AHKAVLIACS 60 

GFFYSIFRGR AGVGVDVLSL PGGPEARGPA PLLDFMYTSR LRLSPATAPA VLAAATYLQM 120 

EHWQACHRF IQASYEPLGI SLRPLEAEPP TPPTAPPPGS PRRSEGHPDP PTESRSCSQG 180 

PPSPASPDPK ACNWKKYKYI VLNSQASQAG SLVGERSSGQ PCPQARLPSG DEASSSSSSS 240 

SSSSEEGPIP GPQSRLSPTA ATVQFKCGAP ASTPYLLTSQ AQDTSGSPSE RARPLPGSEF 300 

FSOQNCEAVA GCSSGLDSLV PGDEDKPYKC QLCRSSFRYK GNLASHRTVB TGEKPYHCSI 360 

CGARFNRPAK LKTHSRIHSG EKPYKCETCG SRFVQVAHLR AEVLIHTGEK PYPCPTOGTR 420 
FRHLQTLKSH VRIHTGEKPY HCDPCGLHFR HKSQLRLHLR QKHGAATNTK VHYHILGGP 

Seq ID NO: 17 DNA sequence 

Nucleic Acid Accession ft: XMJJ39209 

Coding sequence: 1..2049 

1 11 21 31 41 51 

I I I I I I 

ATGCTGAAGA TGCTCTCCTT TAAGCTGCTG CTGCTGGCOG TGGCTCTGGG CTTCTTTGAA 60 

GGAGATGCTA AGTTTGGGGA AAGAAACGAA GGGAGCGGAG CAAGGAGGAG AAGGTGCCTG 120 

AATGGGAACC CCCCGAAGCG CCTGAAAAGG AGAGACAGGA GGATGATGTC CCAGCTGGAG 180 

CTGCTGAGTG GGGGAGAGAT GCTGTGCGGT GGCTTCTACC CTCGGCTGTC CTGCTGCCTG 240 

CGGAGTGACA GCCCGGGGCT AGGGCGCCTG GAGAATAAGA TATTTTCTGT TACCAACAAC 300 

ACAGAATGTG GGAAGTTACT GGAGGAAATC AAATGTGCAC TTTGCTCTCC ACATTCTCAA 360 

AGCCTGTTCC ACTCACCTGA GAGAGAAGTC TTGGAAAGAG ACCTAGTACT TCCTCTGCTC 420 

TGCAAAGACT ATTGCAAAGA ATTCTTTTAC ACTTGCCGAG GCCATATTCC AGGTTTCCTT 480 

CAAACAACTG CGGATGAGTT TTGCTTTTAC TATGCAAGAA AAGATGGTGG GTTGTGCTTT 540 

CCAGATTTTC CAAGAAAACA AGTCAGAGGA CCAGCATCTA ACTACTTGGA CCAGATGGAA 600 

GAATATGACA AAGTGGAAGA GATCAGCAGA AAGCACAAAC ACAACTGCTT CTGTATTCAG 660 

GAGGTTGTGA GTGGGCTGCG GCAGCCCGTT GGTGCCCTGC ATAGTGGGGA TGGCTCGCAA 720 

CGTCTCTTCA TTCTGGAAAA AGAAGGTTAT GTGAAGATAC TTACCCCTGA AGGAGAAATT 780 

TTCAAGGAGC CTTATTTGGA CATTCACAAA CTTGTTCAAA GTGGAATAAA GGGAGGAGAT 840 
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GAAAGAGGAC TGCTAAGCCT CGCATTCCAT CCCAATTACA AGAAAAATGG AAAGTTGTAT 900 

GTGTCCTATA CCACCAACCA AGAACGGTGG GCTATCGGGC CTCATGACCA CATTCTTAGG 960 

GTTGTGGAAT ACACAGT AT C CAGAAAAAAT CCACACCAAG TTGATTTGAG AACAGCCAGA 1020 

GTCTTTCTTG AAGTTGCAGA ACTCCACAGA AAGCATCTGG GAGGACAACT GCTCTTTGGC 1080 

CCTGACGGCT TTTTGTACAT CATTCTTGGT GATGGGATGA TTACACTGGA TGATATGGAA 1140 

GAAATGGATG GGTTAAGTGA TTTCACAGGC TCAGTGCTAC GGCTGGATGT GGACACAGAC 1200 

ATGTGTAACG TGCCTTATTC CATACCAAGG AGCAACCCAC ACTTCAACAG CACCAACCAG 1260 

CCCCCCGAAG TGTTTGCTCA TGGGCTCCAC GATCCAGGCA GATGTGCTGT GGATAGACAT 1320 

CCCACTGATA TAAACATCAA TTTAACGATA CTGTGTTCAG ACTCCAATGG AAAAAACAGA 1380 

TCATCAGCCA GAATTCTACA GATAATAAAG GGGAAAGATT ATGAAAGTGA GCCATCACTT 1440 

TTAGAATTCA AGCCATTCAG TAATGGTCCT TTGGTTGGTG GATTTGTATA CCGGGGCTGC 1500 

CAGTCAGAAA GATTGTATGG AAGCTACGTG TTTGGAGATC GTAATGGGAA TTTCCTAACT 1560 

CTCCAGCAAA GTCCTGTGAC AAAGCAGTGG CAAGAAAAAC CACTCTGTCT CGGCACTAGT 1620 

GGGTCCTGTA GAGGCTACTT TTCCGGTCAC ATCTTGGGAT TTGGAGAAGA TGAACTAGGT 16 BO 

GAAGTTTACA TTTTATCAAG CAGTAAAAGT ATGACCCAGA CTCACAATGG AAAACTCTAC 1740 

AAAATTGTAG AT.CCCAAAAG ACCTTTAATG CCTGAGGAAT GCAGAGCCAC GGTACAACCT 1800 

GCACAGACAC TGACTTCAGA GTGCTCCAGG CTCTGTCGAA ACGGCTACTG CACCCCCACG I860 

GGAAAGTGCT GCTGCAGTCC AGGCTGGGAG GGGGACTTCT GCAGAACTGC AAAATGTGAG 1920 

CCAGCATGTC GTCATGGAGG TGTCTGTGTT AGACCGAACA AGTGCCTCTG TAAAAAAGGA 1980 

TATCTTGGTC CTCAATGTGA ACAAGTGGAC AGAAACATCC GCAGAGTGAC CAGGGCAGAC 2040 
ATCACCTAG 



Seq ID NO: 18 Protein sequence 
Protein Accession #: XP_039209 

1 11 21 31 41 51 

I I I I I I 

MLKMLSFKLL LLAVALGFFE GDAKFGERNE GSGARRRRCL NGNPPKRLKR RDRRMMSQLE 60 

LLSGGEMLCG GFYPRLSCCL RSDSPGLGRL ENKIFSVTNN TECGKLLEEI KCALCSPHSQ 120 

SLFHSPEREV IiERDLVLPLL CKDYCKEFPY TCRGHIPGFL QTTADEFCFY YARKDGGLCF 180 

PDFPRKQVRG PASNYLDQME EYDKVEEISR KHKHNCFCIQ EWSGLRQPV GALHSGDGSQ 240 

RLFILEKEGY VKILTPEGEI FKEPYLDIHK LVQSGIKGGD ERGLLSLAFH PNYKKNGKLY 300 

VSYTTKQERW AIGPHDHILR WEYTVSRKN PHQVDLRTAR VFLEVAELHR KHLGGQLLFG 360 

PDGFLYIILG DGMITLDDME EMDGLSDFTG SVLRLDVDTD MCNVPYSIPR SNPHFNSTNQ 420 

PPEVFAHGLH DPGRCAVDRH PTDININLTI LCSDSNGKNR SSARILQIIK GKDYESEPSL 480 

LEFKPFSMGP LVGGFVYRGC QSERLYGSYV FGDRNGNFLT LQQSPVTKQW QEKPLCLGTS 540 

G5CRGYFSGH ILGFGEDELG EVYILSSSKS MTQTHNGKLY KIVDPKRPLM PEECRATVQP 600 

AQTLTSECSR LCRNGYCTPT GKCCCSPGWE GDFCRTAKCE PACRHGGVCV RPNKCLCKKG 660 
YLGPQCEQVD RNIRRVTRAD IT 

Seq ID NO: 19 DNA sequence 

Nucleic Acid Accession If: NM_014331.2 

Coding sequence: 1..1506 

1 11 21 31 41 51 

I I I I I I 

ATGGTCAGAA AGCCTGTTGT GTCCACCATC TCCAAAGGAG GTTACCTGCA GGGAAATGTT 60 

AACGGGAGGC TGCCTTCCCT GGGCAACAAG GAGCCACCTG GGCAGGAGAA AGTGCAGCTG 120 

AAGAGGAAAG TCACTTTACT GAGGGGAGTC TCCATTATCA TTGGCACCAT CATTGGAGCA 180 

GGAATCTTCA TCTCTCCTAA GGGCGTGCTC CAGAACACGG GCAGCGTGGG CATGTCTCTG 240 

ACCATCTGGA CGGTGTGTGG GGTCCTGTCA CTATTTGGAG CTTTGTCTTA TGCTGAATTG 300 

GGAACAACTA TAAAGAAATC TGGAGGTCAT TACACATATA TTTTGGAAGT CTTTGGTCCA 360 

TTACCAGCTT TTGTACGAGT CTGGGTGGAA CTCCTCATAA TACGCCCTGC AGCTACTGCT 420 

GTGATATCCC TGGCATTTGG ACGCTACATT CTGGAACCAT TTTTTATTCA ATGTGAAATC 480 

GCTGAACTTQ CGATCAAGCT CATTACAGCT GTGGGCATAA CTGTAGTGAT GGTCCTAAAT 540 

AGCATGAGTG TCAGCTGGAG CGCCCGGATC CAGATTTTCT TAACCTTTTG CAAGCTCACA 600 

GCAATTCTGA TAATTATAGT CCCTGGAGTT ATGCAGCTAA TTAAAGGTCA AACGCAGAAC 660 

TTTAAAGACG CGTTTTCAGG AAGAGATTCA AGTATTACGC GGTTGCCACT GGCTTTTTAT 720 

TATGGAATGT ATGCATATGC TGGCTGGTTT TACCTCAACT TTGTTACTGA AGAAGTAGAA 780 

AACCCTGAAA AAACCATTCC CCTTGCAATA TGTATATCCA TGGCCATTGT CACCATTGGC 840 

TATGTGCTGA CAAATGTGGC CTACTTTACG ACCATTAATG CTGAGGAGCT GCTGCTTTCA 900 

AATGCAGTGG CAGTGACCTT TTCTGAGCGG CTACTGGGAA ATTTCTCATT AGCAGTTCCG 960 

ATCTTTGTTG CCCTCTCCTG CTTTGGCTCC ATGAACGGTG GTGTGTTTGC TGTCTCCAGG 1020 

TTATTCTATG TTGCGTCTCG AGAGGGTCAC CTTCCAGAAA TCCTCTCCAT GATTCATGTC 1080 

CGCAAGCACA CTCCTCTACC AGCTGTTATT GTTTTGCACC CTTTGACAAT GATAATGCTC 1140 

TTCTCTGGAG ACCTCGACAG TCTTTTGAAT TTCCTCAGTT TTGCCAGGTG GCTTTTTATT 1200 

GGGCTGGCAG TTGCTGGGCT GATTTATCTT CGATACAAAT GCCCAGATAT GCATCGTCCT 1260 

TTCAAGGTGC CACTGTTCAT CCCAGCTTTG TTTTCCTTCA CATGCCTCTT CATGGTTGCC 1320 

CTTTCCCTCT ATTCGGACCC ATTTAGTACA GGGATTGGCT TCGTCATCAC TCTGACTGGA 1380 

GTCCCTGCGT ATTATCTCTT TATTATATGG GACAAGAAAC CCAGGTGGTT TAGAATAATG 1440 

TCAGAGAAAA TAACCAGAAC ATTACAAATA ATACTGGAAG TTGTACCAGA AGAAGATAAG 1500 

TTATGAACTA ATGGACTTGA GATCTTGGCA ATCTGCCCAA GGGGAGACAC AAAATAGGGA 1560 

TTTTTACTTC ATTTTCTGAA AGTCTAGAGA ATTACAACTT TGGTGATAAA CAAAAGGAGT 1620 

CAGTTATTTT TATTCATATA TTTTAGCATA TTCGAACTAA TTTCTAAGAA ATTTAGTTAT 1680 

AACTCTATGT AGTTATAGAA AGTGAATATG CAGTTATTCT ATGAGTCGCA CAATTCTTGA 1740 

GTCTCTGATA CCTACCTATT GGGGTTAGGA GAAAAGACTA GACAATTACT ATGTGGTCAT 1800 

TCTCTACAAC ATATGTTAGC ACGGCAAAGA ACCTTCAAAT TGAAGACTGA GATTTTTCTG 1860 

TATATATGGG TTTTGTAAAG ATGGTTTTAC ACACTACAGA TGTCTATACT GTGAAAAGTG 1920 

TTTTCAATTC TGAAAAAAAG CATACATCAT GATTATGGCA AAGAGGAGAG AAAGAAATTT 1980 

ATTTTACATT GACATTGCAT TGCTTCCCCT TAGATACCAA TTTAGATAAC AAACACTCAT 2040 

GCTTTAATGG ATTATACCCA GAGCACTTTG AACAAAGGTC AGTGGGGATT GTTGAATACA 2100 

TTAAAGAAGA GTTTCTAGGG GCTACTGTTT ATGAGACACA TCCAGGAGTT ATGTTTAAGT 2160 

AAAAATCCTT GAGAATTTAT TATGTCAGAT GTTTTTTCAT TCATTATCAG GAAGTTTTAG 2220 
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TTATCTGTCA TTTTT TTT TT TCACATCAGT TTGATCAGGA AAGTGTATAA CACATCTTAG 
AGCAAGAGTT AGTTTGGTAT TAAATCCTCA TTAGAACAAC CACCTGTTTC ACTAATAACT 
TACCCCTGAT GAGTCTATCT AAACATATGC ATTTTAAGCC TTCAAATTAC ATTATCAACA 
TGAGAGAAAT AACCAACAAA GAAGATGTTC AAAATAATAG TCCCATATCT GTAATCATAT 
5 CTACATGCAA TGTTAGTAAT TCTGAAGTTT TTTAAATTTA TGGCTATTTT TACACGATGA 
TGAATTTTGA CAGTTTGTGC ATTTTCTTTA TACATTTTAT ATTCTTCTGT TAAAATATCT 
CTTCAGATGA AACTGTCCAG ATTAATTAGG AAAAGGCATA TATTAACATA AAAATTGCAA 
AAGAAATGTC GCTGTAAATA AGATTTACAA CTGATGTTTC TAGAAAATTT CCACTTCTAT 
ATCTAGGCTT TGTCAGTAAT TTCCACACCT TAATTATCAT TCAACTTGCA AAAGAGACAA 

10 CTGATAAGAA GAAAATTGAA ATGAGAATCT GTGGATAAGT GTTTGTGTTC AGAAGATGTT 
GTTTTGCCAG TATTAGAAAA TACTGTGAGC CGGGCATGGT GGCTTACATC TGTAATCCCA 
GCACTTTGGG AGGCTGAGGG GGTGGATCAC CTGAGGTCGG GAGTTCTAGA CCAGCCTGAC 
CAACATGGAG AAACCCCATC TCTACTAAAA ATACAAAATT AGCTGGGCAT GGTGGCACAT 
GCTGGTAATC TCAGCTATTG AGGAGGCTGA GGCAGGAGAA TTGCTTGAAC CCGGGAGGCG 

15 GAGGTTGCAG TGAGCCAAGA TTGCACCACT GTACTCCAGC CTGGGTGACA AAGTCAGACT 
CCATCTCCAA AAAAAAAAAA AAAA 

Seq ID NO: 20 Protein sequence 
„ Protein Accession #: NP 055146.1 

20 

1 11 21 31 41 51 

I I I I I I 

MVRKFWSTI SKGGYLQGNV NGRLPSLGNK EPPGQEKVQL KRKVTLLRGV SIIIGTIIGA 60 

GIF1SPKGVL QNTGSVGMSL TIWTVCGVLS LFGALSYAEL GTTIKKSGGH YTYILEVFGP 120 

25 LPAFVRVMVE LLI IRPAATA VISLAFGRYI LEPPFIGCEI PELAIKLITA VGITWMVLN 180 

SMSVSWSARI QIFLTFCKLT AIIjIIIVPGV MQLIKGQTQN FKDAFSGRDS SITRLPLAFY 240 

YGMYAYAGWF YLNFVTEEVE NPEKTIPLAI CISMAITIGV YVLTNVAYFT TINAEELLLS 300 

NAVAVTFSER LLGNFSLAVP IFVALSCFGS MNGGVFAVSR LPYVASREGH LPEILSMIHV 360 

RKHTPIiPAVI VLHPLTMIML FSGDLDSLLN FLSFARWLFI GLAVAGLIYL RYKCPDMHRP 420 

30 FKVPLFIPAL FSFTCLFMVA LSLYSDPFST GIGFVITLTG VPAYYLFIIW DKKPRWFRIM 480 
SEKITRTLQI ILEWPEEDK L 
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Seq ID NO: 21 DNA sequence 
35 Nucleic Acid Accession #: NM_002422.2 
coding sequence : 64 1497 

1 11 21 31 41 51 

Ari I I I I I I 

4U ACAAGGAGGC AGGCAAGACA GCAAGGCATA GAGACAACAT AGAGCTAAGT AAAGCCAGTG 60 

GAAATGAAGA GTCTTCCAAT CCTACTGTTG CTGTGCGTGG CAGTTTGCTC AGCCTATCCA 120 

TTGGATGGAG CTGCAAGGGG TGAGGACACC AGCATGAACC TTGTTCAGAA ATATCTAGAA 180 

AACTACTACG ACCTCAAAAA AGATGTGAAA CAGTTTGTTA GGAGAAAGGA CAGTGGTCCT 240 

GTTGTTAAAA AAATCCGAGA AATGCAGAAG TTCCTTGGAT TGGAGGTGAC GGGGAAGCTG 300 

45 GACTCCGACA CTCTGGAGGT GATGCGCAAG CCCAGGTGTG GAGTTCCTGA TGTTGGTCAC 360 

TTCAGAACCT TTCCTGGCAT CCCGAAGTGG AGGAAAACCC ACCTTACATA CAGGATTGTG 420 

AATTATACAC CAGATTTGCC AAAAGATGCT GTTGATTCTG CTGTTGAGAA AGCTCTGAAA 480 

GTCTGGGAAG AGGTGACTCC ACTCACATTC TCCAGGCTGT ATGAAGGAGA GGCTGATATA 540 

ATGATCTCTT TTGCAGTTAG AGAACATGGA GACTTTTACC CTTTTGATGG ACCTGGAAAT 600 

50 GTTTTGGCCC ATGCCTATGC CCCTGGGCCA GGGATTAATG GAGATGCCCA CTTTGATGAT 660 

GATGAACAAT GGACAAAGGA TACAACAGGG ACCAATTTAT TTCTCGTTGC TGCTCATGAA 720 

ATTGGCCACT CCCTGGGTCT CTTTCACTCA GCCAACACTG AAGCTTTGAT GTACCCACTC 780 

TATCACTCAC TCACAGACCT GACTCGGTTC CGCCTGTCTC AAGATGATAT AAATGGCATT 840 

CAGTCCCTCT ATGGACCTCC CCCTGACTCC CCTGAGACCC CCCTGGTACC CACGGAACCT 900 

55 GTCCCTCCAG AACCTGGGAC GCCAGCCAAC TGTGATCCTG CTTTGTCCTT TGATGCTGTC 960 

AGCACTCTGA GGGGAGAAAT CCTGATCTTT AAAGACAGGC ACTTTTGGCG CAAATCCCTC 1020 

AGGAAGCTTG AACCTGAATT GCATTTGATC TCTTCATTTT GGCCATCTCT TCCTTCAGGC 1080 

GTGGATGCCG CATATGAAGT TACTAGCAAG GACCTCGTTT TCATTTTTAA AGGAAATCAA 1140 

TTCTGGGCCA TCAGAGGAAA TGAGGTACGA GCTGGATACC CAAGAGGCAT CCACACCCTA 1200 

60 GGTTTCCCTC CAACCGTGAG GAAAATCGAT GCAGCCATTT CTGATAAGGA AAAGAACAAA 1260 

ACATATTTCT TTGTAGAGGA CAAATACTGG AGATTTGATG AGAAGAGAAA TTCCATGGAG 1320 

CCAGGCTTTC CCAAGCAAAT AGCTGAAGAC TTTCCAGGGA TTGACTCAAA GATTGATGCT 1380 

GTTTTTGAAG AATTTGGGTT CTTTTATTTC TTTACTGGAT CTTCACAGTT GGAGTTTGAC 1440 

CCAAATGCAA AGAAAGTGAC ACACACTTTG AAGAGTAACA GCTGGCTTAA TTGTTGAAAG 1500 

65 AGATATGTAG AAGGCACAAT ATGGGCACTT TAAATGAAGC TAATAATTCT TCACCTAAGT 1560 

CTCTGTGAAT TGAAATGTTC GTTTTCTCCT GCCTGTGCTG TGACTCGAGT CACACTCAAG 1620 

GGAACTTGAG CGTGAATCTG TATCTTGCCG GTCATTTTTA TGTTATTACA GGGCATTCAA 1680 

ATGGGCTGCT GCTTAGCTTG CACCTTGTCA CATAGAGTGA TCTTTCCCAA GAGAAGGGGA 1740 

AGCACTCGTG TGCAACAGAC AAGTGACTGT ATCTGTGTAG ACTATTTGCT TATTTAATAA 1800 

70 AGACGATTTG TCAGTTGTTT T 

Seq ID NO: 22 Protein sequence 
Protein Accession «: NP_002413 

75 1 11 21 31 41 51 

I I I I I 1 

MKSLPILLLL CVAVCSAYPL DGAARGEDTS MNLVQKYLEN YYDLEKDVKQ FVRRKDSGPV 60 

VKKIREMQKF LGLEVTGKLD SDTLEVMRKP RCGVPDVGHP RTFPGIPKWR KTHLTYRIVN 120 

OA YTPDLPKDAV DSAVEKALKV WEEVTPLTFS RLYEGEADIM ISFAVREHGD FYPFDGPGNV 180 

80 LAHAYAPGPG INGDAHFDDD EQWTKDTTGT NLFLVAAHEI GHSLGLFHSA NTEALMYPLY 240 

HSLTDLTRFR LSQDDINGIQ SLYGPPPDSP ETPLVPTEPV PPEPGTPANC DPALSFDAVS 300 

TLRGEILIFK DRHFWRKSLR KLEPELHLIS SFWPSLPSGV DAAYEVTSKD LVFIFKGNQF 360 

WAIRGNEVRA GYPRG IHTLG FPPTVRKIDA AISDKEKNKT YFFVEDKYWR FDEKRNSMEP 420 
GFPKQIAEDF PGIDSKIDAV FEEFGFFYFF TGSSQLEFDP NAKKVTHTLK SNSWLNC 
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Seq ID NO: 23 DNA sequence 

Nucleic Acid Accession # : NM_00652B 

Coding sequence: S7..764 



1 11 21 31 41 51 

i 1.1 I I | 

GCCGCCAGCG GCTTTCTCGG ACGCCTTGCC CAGCGGGCCG CCCGACCCCC TGCACCATGG 60 

ACCCCGCTCG CCCCCTGGGG CTGTOGATTC TGCTGCTTTT CCTGACGGAG GCTGCACTGG 120 

GCGATGCTGC TCAGGAGCCA ACAGGAAATA ACGCGGAGAT CTGTCTCCTG CCCCTAGACT 180 

ACGGACCCTG CCGGGCCCTA CTTCTCCGTT ACTACTACGA CAGGTACACG CAGAGCTGCC 240 

GCCAGTTCCT GTACGGGGGC TGCGAGGGCA ACGCCAACAA TTTCTACACC TGGGAGGCTT 300 

GCGACGATGC TTGCTGGAGG ATAGAAAAAG TTCCCAAAGT TTGCCGGCTG CAAGTGAGTG 360 

TGGACGACCA GTGTGAGGGG TCCACAGAAA AGTATTTCTT TAATCTAAGT TCCATGACAT 420 

I J GTGAAAAATT CTTTTCCGGT GGGTGTCACC GGAACCGGAT TGAGAACAGG TTTCCAGATG 480 

AAGCTACTTG TATGGGCTTC TGCGCACCAA AGAAAATTCC ATCATTTTGC TACAGTCCAA 540 

AAGATGAGGG ACTGTGCTCT GCCAATGTGA CTCGCTATTA TTTTAATCCA AGATACAGAA 600 

CCTGTGATGC TTTCACCTAT ACTGGCTGTG GAGGGAATGA CAATAACTTT GTTAGCAGGG 660 

AGGATTGCAA ACGTGCATGT GCAAAAGCTT TGAAAAAGAA AAAGAAGATG CCAAAGCTTC 720 

GCTTTGCCAG TAGAATCCGG AAAATTCGGA AGAAGCAATT TTAAACATTC TTAATATGTC 780 

ATCTTGTTTG TCTTTATGGC TTATTTGCCT TTATGGTTGT ATCTGAAGAA TAATATGACA 840 

GCATGAGGAA ACAAATCATT GGTGATTTAT TCACCAGTTT TTATTAATAC AAGTCACTTT 900 

TTCAAAAATT TGGATTTTTT TATATATAAC TAGCTGCTAT TCAAATGTGA GTCTACCATT 960 

TTTAATTTAT GGTTCAACTG TTTGTGAGAC GAATTCTTGC AATGCATAAG ATATAAAAGC 1020 

AAATATGACT CACTCATTTC TTGGGGTCGT ATTCCTGATT TCAGAAGAGG ATCATAACTG 1080 

AAACAACATA AGACAATATA ATCATGTGCT TTTAACATAT TTGAGAATAA AAAGGACTAG 1140 
CC 
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Seq ID NO: 24 Protein sequence 
Protein Accession fl : NP_006519 

1 11 21 31 41 51 

I I I I I I 

MDPARPLGLS ILLLFLTEAA LGDAAQEFTG NNAEICLLPL DYGPCRALLL RYYYDRYTQS 60 
CRQFLYGGCE GNANNFYTWB ACDDACWRIE KVPKVCRLQV SVDDQCEGST EKYPFNLSSM 120 
TCEKFFSGGC HRNRIENRFP DEATCMGFCA PKKIPSFCYS PKDEGLCSAN VTRYYFNPRY 180 
RTCDAFTYTG CGGNDNNPVS REDCKRACAK ALKKKKKMPK LRFASRIRKI RKKQF 

Seq ID NO: 25 DNA sequence 

Nucleic Acid Accession *h NM_005458.1 

Coding sequence: 1..2825 



1 11 21 31 41 51 

I I I I I I 

ATGGCTTCCC CGCGGAGGTC CGGGCAGCCA GGGCGGCCGC CGCCGCCGCC ACCGCCGCCC 60 

GCGCGCCTGC TACTGCTACT GCTGCTGCCG CTGCTGCTGC CTCTGGCGCC CGGGGCCTGG 120 

GGCTGGGCGC GGGGCGCCCC CCGGCCGCOG CCCAGCAGCC CGCCGCTCTC CATCATGGGC 180 

CTCATGCCGC TCACCAAGGA GGTGGCCAAG GGCAGCATCG GGCGCGGTGT GCTCCCCGCC 240 

n GTGGAACTGG CCATCGAGCA GATCCGCAAC GAGTCACTCC TGCGCCCCTA CTTCCTCGAC 300 

jU CTGCGGCTCT ATGACACGGA GTGCGACAAC GCAAAAGGGT TGAAAGCCTT CTACGATGCA 360 

ATAAAATACG GGCCGAACCA CTTGATGGTG TTTGGAGGCG TCTGTCCATC CGTCACATCC 420 

ATCATTGCAG AGTCCCTCCA AGGCTGGAAT CTGGTGCAGC TTTCTTTTGC TGCAACCACG 480 

CCTGTTCTAG CCGATAAGAA AAAATACCCT TATTTCTTTC GGACCGTCCC ATCAGACAAT 540 

GCGGTGAATC CAGCCATTCT GAAGTTGCTC AAGCACTACC AGTGGAAGCG CGTGGGCACG 600 

CTGACGCAAG ACGTTCAGAG GTTCTCTGAG GTGCGGAATG ACCTGACTGG AGTTCTGTAT 660 

GGCGAGGACA TTGAGATTTC AGACACCGAG AGCTTCTCCA ACGATCCCTG TACCAGTGTC 720 

AAAAAGCTGA AGGGGAATGA TGTGCGGATC ATCCTTGGCC AGTTTGACCA GAATATGGCA 780 

GCAAAAGTGT TCTGTTGTGC ATAOGAGGAG AACATGTATG GTAGTAAATA TCAGTGGATC 840 

ATTCCGGGCT GGTACGAGCC TTCTTGGTGG GAGCAGGTGC ACACGGAAGC CAACTCATCC 900 

CGCTGCCTCC GGAAGAATCT GCTTGCTGCC ATGGAGGGCT ACATTGGCGT GGATTTCGAG 960 

CCCCTGAGCT CCAAGCAGAT CAAGACCATC TCAGGAAAGA CTCCACAGCA GTATGAGAGA 1020 

GAGTACAACA ACAAGCGGTC AGGCGTGGGG CCCAGCAAGT TCCACGGGTA CGCCTACGAT 1080 

GGCATCTGGG TCATCGCCAA GACACTGCAG AGGGCCATGG AGACACTGCA TGCCAGCAGC 1140 

CGGCACCAGC GGATCCAGGA CTTCAACTAC ACGGACCACA CGCTGGGCAG GATCATCCTC 1200 

AATGCCATGA ACGAGACCAA CTTCTTCGGG GTCACGGGTC AAGTTGTATT CCGGAATGGG 1260 

GAGAGAATGG GGACCATTAA ATTTACTCAA TTTCAAGACA GCAGGGAGGT GAAGGTGGGA 1320 

GAGTACAACG CTGTGGCCGA CACACTGGAG ATCATCAATG ACACCATCAG GTTCCAAGGA 1380 

TCCGAACCAC CAAAAGACAA GACCATCATC CTGGAGCAGC TGCGGAAGAT CTCCCTACCT 1440 

CTCTACAGCA TCCTCTCTGC CCTCACCATC CTCGGGATGA TCATGGCCAG TGCTTTTCTC 1500 

TTCTTCAACA TCAAGAACCG GAATCAGAAG CTCATAAAGA TGTCGAGTCC ATACATGAAC 1560 

AACCTTATCA TCCTTGGAGG GATGCTCTCC TATGCTTCCA TATTTCTCTT TGGCCTTGAT 1620 

GGATCCTTTG TCTCTGAAAA GACCTTTGAA ACACTTTGCA CCGTCAGGAC CTGGATTCTC 1680 

ACCGTGGGCT ACACGACCGC TTTTGGGGCC ATGTTTGCAA AGACCTGGAG AGTCCAOGCC 1740 

ATCTTCAAAA ATGTGAAAAT GAAGAAGAAG ATCATCAAGG ACCAGAAACT GCTTGTGATC 1800 

GTGGGGGGCA TGCTGCTGAT CGACCTGTGT ATCCTGATCT GCTGGCAGGC TGTGGACCCC 1860 

CTGCGAAGGA CAGTGGAGAA GTACAGCATG GAGCCGGACC CAGCAGGACG GGATATCTCC 1920 

ATCCGCCCTC TCCTGGAGCA CTGTGAGAAC ACCCATATGA CCATCTGGCT TGGCATCGTC 1980 

TATGCCTACA AGGGACTTCT CATGTTGTTC GGTTGTTTCT TAGCTTGGGA GACCCGCAAC 2040 

GTCAGCATCC CCGCACTCAA CGACAGCAAG TACATCGGGA TGAGTGTCTA CAACGTGGGG 2100 

ATCATGTGCA TCATCGGGGC CGCTGTCTCC TTCCTGACCC GGGACCAGCC CAATGTGCAG 2160 

TTCTGCATCG TGGCTCTGGT CATCATCTTC TGCAGCACCA TCACCCTCTG CCTGGTATTC 2220 

GTGCCGAAGC TCATCACCCT GAGAACAAAC CCAGATGCAG CAACGCAGAA CAGGCGATTC 2280 

CAGTTCACTC AGAATCAGAA GAAAGAAGAT TCTAAAACGT CCACCTCGGT CACCAGTGTG 2340 

AACCAAGCCA GCACATCCCG CCTGGAGGGC CTACAGTCAG AAAACCATCG CCTGCGAATG 2400 
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AAGATCACAG 
GAAAAGACCA 
GGAAACTTCA 
AATCCCCAGC 
GATATAAACT 
CACGCCTACC 
CCCACCGCCA 
CTGTAA 



AGCTGGATAA 
CCTACATTAA 
CTGAGAGCAC 
TACAGTGGAA 
CTCCAGAACA 
TCCCATCCAT 
GCCCCCGCCA 



AGACTTGGAA 
ACAGAACCAC 
AGATGGAGGA 
CACAACAGAG 
CATCCAGOGT 
CGGAGGGGTG 
CAGACATGTG 



GAGGTCACCA 
TACCAAGAGC 
AAGGCCATTT 
CCCTCTCGAA 
CGGCTGTCCC 
GACGCCAGCT 
CCACCCTCCT 



TGCAGCTGCA 
TCAATGACAT 
TAAAAAATCA 
CATGCAAAGA 
TCCAGCTCCC 
GTGTCAGCCC 
TCCGAGTCAT 



GGACACACCA 
CCTCAACCTG 
CCTCGATCAA 
TCCTATAGAA 
CATCCTCCAC 
CTGCGTCAGC 
GGTCTCGGGC 



2460 
2520 
2580 
2640 
2700 
2760 
2820 



Seq ID NO: 26 Protein sequence 
Protein Accession «: NP_005449.l 



l 
I 

MASPRRSGQP 
LMPLTKEVAK 
IKYGPNHLMV 
AVNPAILKLL 
KKLKGNDVRI 
RCLRKNLLAA 
GIWVIAKTLQ 
ERMGTIKFTQ 
LYSILSALTI 
GSFVSEKTPE 
VGGMLLIDLC 
YAYKGLLMLF 
FCIVALVIIF 
NQASTSRIiEG 
GNFTESTDGG 
HAYLPSIGGV 



11 
I 

GRPPPPPPPP 
GSIGRGVLPA 
FGGVCPSVTS 
KHYQWKRVGT 
ILGQFDQNMA 
MEGYIGVDFE 
RAMBTLHASS 
FQDSREVRVG 
LGMIMASAFL 
TLCTVRTWIL 
ILICWQAVDP 
GCFLAWETRN 
CSTITLCLVF 
LQSENHRLRM 
KAILKNHLDQ 
DASCVSPCVS 



21 
I 

ARLLLLLLLP 
VELAIEQIRN 
IIAESLQGWN 
LTQDVQRFSE 
AKVFCCAYEE 
PLSSKQIKTI 
RHQRIQDFNY 
EYNAVADTLE 
FFNIKNRNQK 
TVGYTTAFGA 
LRRTVEKYSM 
VSIPALNDSK 
VPKLITLRTN 
KITELDKDLE 
NPQLQWNTTE 
PTASPRHRHV 



31 
I 

LLLPLAPGAW 
ESLLRPYFLD 
LVQLSFAATT 
VRNDLTGVLY 
NMYGSKYQWI 
SGKTPQQYER 
TDHTLGRIIL 
IINDTIRFQG 
LIKMSSPYMN 
MFAKTWRVHA 
EPDPAGRDIS 
YIGMSVYNVG 
PDAATQNRRF 
EVTMQLQDTP 
PSRTCKDPIB 
PPSFRVMVSG 



41 
I 

GWARGAPRPP 
LRLYDTECDN 
PVLADKKKYP 
GEDIEISDTB 
IPGWYEPSWW 
EYNNKRSGVG 
NAMNETNFFG 
SEPPKDKTII 
NLIILGGMLS 
IPKKVKMKKK 
IRPLLEHCEN 
IMCIIGAAVS 
QFTQNQKKED 
EKTTYIKQNH 
DINSPEHIQR 
L 



51 
I 

PSSPPLSIMG 
AKGLKAFYDA 
YFFRTVPSDN 
SFSNDPCTSV 
EQVHTEANSS 
PSKFHGYAYD 
VTGQWFRNG 
LEQLRKISLP 
YASIFLFGLD 
IIKDQKLLVI 
THMTIWLGIV 
FLTRDQPNVQ 
SKTSTSVTSV 
YQELNDILNL 
RLSLQLPILH 
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Seq ID NO: 27 DNA sequence 

Nucleic Acid Accession #: NM_00045O.l 

Coding sequence: 117.. 1949 

1 11 21 31 41 51 

I I I I I I 

CCTGAGACAG AGGCAGCAGT GATACCCACC TGAGAGATCC TGTGTTTGAA CAACTGCTTC 
CCAAAACGGA AAGTATTTCA AGCCTAAACC TTTGGGTGAA AAGAACTCTT GAAGTCATGA 
TTGCTTCACA GTTTCTCTCA GCTCTCACTT TGGTGCTTCT CATTAAAGAG AGTGGAGCCT 
GGTCTTACAA CACCTCCACG GAAGCTATGA CTTATGATGA GGCCAGTGCT TATTGTCAGC 
AAAGGTACAC ACACCTGGTT GCAATTCAAA ACAAAGAAGA GATTGAGTAC CTAAACTCCA 
TATTGAGCTA TTCACCAAGT TATTACTGGA TTGGAATCAG AAAAGTCAAC AATGTGTGGG 
TCTGGGTAGG AACCCAGAAA CCTCTGACAG AAGAAGCCAA GAACTGGGCT CCAGGTGAAC 
CCAACAATAG GCAAAAAGAT GAGGACTGCG TGGAGATCTA CATCAAGAGA GAAAAAGATG 
TGGGCATGTG GAATGATGAG AGGTGCAGCA AGAAGAAGCT TGCCCTATGC TACACAGCTG 
CCTGTACCAA TACATCCTGC AGTGGCCACG GTGAATGTGT AGAGACCATC AATAATTACA 
CTTGCAAGTG TGACCCTGGC TTCAGTGGAC TCAAGTGTGA GCAAATTGTG AACTGTACAG 
CCCTGGAATC CCCTGAGCAT GGAAGCCTGG TTTGCAGTCA CCCACTGGGA AACTTCAGCT 
ACAATTCTTC CTGCTCTATC AGCTGTGATA GGGGTTACCT GCCAAGCAGC ATGGAGACCA 
TGCAGTGTAT GTCCTCTGGA GAATGGAGTG CTCCTATTCC AGCCTGCAAT GTGGTTGAGT 
GTGATGCTGT GACAAATCCA GCCAATGGGT TCGTGGAATG TTTCCAAAAC CCTGGAAGCT 
TCCCATGGAA CACAACCTGT ACATTTGACT GTGAAGAAGG ATTTGAACTA ATGGGAGCCC 
AGAGCCTTCA GTGTACCTCA TCTGGGAATT GGGACAACGA GAAGCCAACG TGTAAAGCTG 
TGACATGCAG GGCCGTCCGC CAGCCTCAGA ATGGCTCTGT GAGGTGCAGC CATTCCCCTG 
CTGGAGAGTT CACCTTCAAA TCATCCTGCA ACTTCACCTG TGAGGAAGGC TTCATGTTGC 
AGGGACCAGC CCAGGTTGAA TGCACCACTC AAGGGCAGTG GACACAGCAA ATCCCAGTTT 
GTGAAGCTTT CCAGTGCACA GCCTTGTCCA ACCCCGAGCG AGGCTACATG AATTGTCTTC 
CTAGTGCTTC TGGCAGTTTC CGTTATGGGT CCAGCTGTGA GTTCTCCTGT GAGCAGGGTT 
TTGTGTTGAA GGGATCCAAA AGGCTCCAAT GTGGCCCCAC AGGGGAGTGG GACAACGAGA 
AGCCCACATG TGAAGCTGTG AGATGCGATG CTGTCCACCA GCCCCCGAAG GGTTTGGTGA 
GGTGTGCTCA TTCCCCTATT GGAGAATTCA CCTACAAGTC CTCTTGTGCC TTCAGCTGTG 
AGGAGGGATT TGAATTATAT GGATCAACTC AACTTGAGTG CACATCTCAG GGACAATGGA 
CAGAAGAGGT TCCTTCCTGC CAAGTGGTAA AATGTTCAAG CCTGGCAGTT CCGGGAAAGA 
TCAACATGAG CTGCAGTGGG GAGCCCGTGT TTGGCACTGT GTGCAAGTTC GCCTGTCCTG 
AAGGATGGAC GCTCAATGGC TCTGCAGCTC GGACATGTGG AGCCACAGGA CACTGGTCTG 
GCCTGCTACC TACCTGTGAA GCTCCCACTG AGTCCAACAT TCCCTTGGTA GCTGGACTTT 
CTGCTGCTGG ACTCTCCCTC CTGACATTAG CACCATTTCT CCTCTGGCTT CGGAAATGCT 
TACGGAAAGC AAAGAAATTT GTTCCTGCCA GCAGCTGCCA AAGCCTTGAA TCAGACGGAA 
GCTACCAAAA GCCTTCTTAC ATCCTTTAAG TTCAAAAGAA TCAGAAACAG GTGCATCTGG 
GGAACTAGAG GGATACACTG AAGTTAACAG AGACAGATAA CTCTCCTCGG GTCTCTGGCC 
CTTCTTGCCT ACTATGCCAG ATGCCTTTAT GGCTGAAACC GCAACACCCA TCACCACTTC 
AATAGATCAA AGTCCAGCAG GCAAGGACGG CCTTCAACTG AAAAGACTCA GTGTTCCCTT 
TCCTACTCTC AGGATCAAGA AAGTGTTGGC TAATGAAGGG AAAGGATATT TTCTTCCAAG 
CAAAGGTGAA GAGACCAAGA CTCTGAAATC TCAGAATTCC TTTTCTAACT CTCCCTTGCT 
CGCTGTAAAA TCTTGGCACA GAAACACAAT ATTTTGTGGC TTTCTTTCTT TTGCCCTTCA 
CAGTGTTTCG ACAGCTGATT ACACAGTTGC TGTCATAAGA ATGAAXAATA ATTATCCAGA 
GTTTAGAGGA AAAAAATGAC TAAAAATATT ATAACTTAAA AAAATGACAG ATGTTGAATG 
CCCACAGGCA AATGCATGGA GGGTTGTTAA TGGTGCAAAT CCTACTGAAT GCTCTGTGCG 
AGGGTTACTA TGCACAATTT AATCACTTTC ATCCCTATGG GATTCAGTGC TTCTTAAAGA 
GTTCTTAAGG ATTGTGATAT TTTTACTTGC ATTGAATATA TTATAATCTT CCATACTTCT 
TCATTCAATA CAAGTGTGGT AGGGACTTAA AAAACTTGTA AATGCTGTCA ACTATGATAT 
GGTAAAAGTT ACTTATTCTA GATTACCCCC TCATXGTTTA TTAACAAATT ATGTTACATC 
TGTTTTAAAT TTATTTCAAA AAGGGAAACT ATTGTCCCCT AGCAAGGCAT GATGTTAACC 

958 
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AGAATAAAGT 
AGTAAAAACT 
CCACGATGAA 
CACACAAAGG 
GCTTTGCATT 
TATGGAAGAT 
TTTAAOGAAT 
GCTCTGGAAG 
AACAATTCCA 
AGTAATTGCC 
CCATTAACTT 
AACGACAAAG 
TTAAAGGGGC 
ATGGAATACA 
GCATTAGAAA 
TTTAAATTAT 
TCAGACCTAT 



TCTGAGTGTT 
GAATGGAAGG 
AAACTTCCAT 
TATAATTTTA 
CCTACAAAGA 
TTTAAATTCA 
GAAGATGTCT 
AGAGGAATGC 
AAGGAATCTC 
AAAGCTGCTC 
AGCATGTGTT 
CCAACAGTCA 
AGAAAAACTC 
GTGTTATTTT 
TTAGCTGTGT 
AACTTAAAAT 
TTGACATAAC 



TTTACTACAG 
TTTGTATATT 
GAGGCCAAAC 
TGAATGTCTT 
TGTTTGTCAG 
CAATAGAAAC 
AATAGTTATT 
CTGTGTGAGC 
CAGTTTTCAG 
TAGCCTTGAG 
GAAAAAAAAA 
AAACAGAGAT 
TGGGAAATAA 
CTTTGAAATT 
GAAATACCAG 
ATTTTATAAT 
ACTATAAAGG 



TTGTTTTTTG 
GTCAGATATT 
GTTTTGAACT 
TGTTGGAAAA 
ATGTGATATG 
TCACCATGTA 
CCCTATTTGT 
AAGCATTTAT 
TTGATCACTG 
GAGTGTGAGA 
GTTTCAGAGA 
GTGATAAGGA 
GAGAGAACAA 
GTTTAAGTGT 
TGTGGTTTGT 
TTTTAAAGTA 
TTGACAATAA 



AAAACATGGT 
TTTTCAGAAA 
AATAAAAGCA 
GAATACAGAA 
TAAACATAAT 
AAAGAGTCAT 
TTTCTTCTGT 
GTTTATTTAT 
GCAATGAAAA 
ATCAAAACTC 
AGTTCTGGCT 
TCAGAACAGC 
CTACTGTGAT 
TGTAAATATT 
GTTTGAGTTT 
TATATTTATT 
ATGTGCTTAT 



AGAATTGGAG 
TATGTGGTTT 
TAAATGCAAA 
AGATGGATGT 
TCTTGTATAT 
CTGGTAGATT 
ATGTTAGGGT 
AAGCAGATTT 
ATTCTCAGTC 
TCCTACACTT 
GAACACTGGC 
AGAGGTTCTT 
CAGGCTATGT 
TATGTAAACT 
TATTGAGAAT 
TAAGCTTATG 
GTTT 
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Seq ID NO i 28 Protein sequence 
Protein Accession 8: NP 000441.1 



MIASQFLSAL 
SILSYSPSYY 



TALESPEHGS 
ECDAVTNPAN 
AVTCRAVRQP 
VCEAFQCTAL 
EKPTCEAVRC 
WTEEVPSCQV 
SGLbPTCEAP 
GSYQKPSYIL 



11 
I 

TLVLLIKESG 
WIGIRKVNNV 
SKKKLALCYT 
LVCSHPLGNF 
GFVECFQNPG 
QNGSVRCSHS 
SNPERGYMNC 
DAVHQPPKGb 
VKCSSLAVPG 
TESNIPLVAG 



21 



I 

AWSYNTSTEA 
WVWVGTQKPL 
AACTNTSCSG 
SYNSSCSISC 
SFPWNTTCTF 
PAGEFTFKSS 
LPSASGSFRY 
VRCAHSPIGE 
KINMSCSGEP 
LSAAGLSLLT 



31 
I 

MTYDEASAYC 
TEEAKNWAPG 
HGECVETINN 
DRGYLPSSME 
DCBEGPELMG 
CNPTCEEGFM 



41 
I 

QQRYTHLVAI 
EPNNRQKDED 
YTCKCDPGFS 
TMQCMSSGEW 
AQSLQCTSSG 
LQGPAQVECT 
GFVLKGSKRL 



FTYKSSCAFS 
VFGTVCKFAC 
LAPFLLWLRK 



PEGWTLNGSA 
CLRKAKKFVP 



51 
I 

QNKEEIEYLN 
CVEIYIKREK 
GLKCEQIVNC 
SAPIPACNW 
NWDNEKPTCK 
TQGQWTQQIP 
QCGPTGEWDN 
TQLECTSQGQ 
ARTCGATGHW 
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Seq ID NO: 29 DKA sequence 

Nucleic Acid Accession #: NM_007036 

Coding sequence 56 . . 610 

1 11 21 31 41 51 

I I I 1 I I 

CTTCCCACCA GCAAAGACCA GGACTGGAGA GCCGAGCCGG AGGCAGCTGG GAAACATGAA 
GAGCGTCTTG CTGCTGACCA CGCTCCTCGT GCCTGCACAC CTGGTGGCCG CCTGGAGCAA 
TAATTATGCG GTGGACTGCC CTCAACACTG TGACAGCAGT GAGTGCAAAA GCAGCCCGCG 
CTGCAAGAGG ACAGTGCTCG ACGACTGTGG CTGCTGCCGA GTGTGCGCTG CAGGGCGGGG 
AGAAACTTGC TACCGCACAG TCTCAGGCAT GGATGGCATG AAGTGTGGCC CGGGGCTGAG 
GTGTCAGCCT TCTAATGGGG AGGATCCTTT TGGTGAAGAG TTTGGTATCT GCAAAGACTG 
TCCCTACGGC ACCTTCGGGA TGGATTGCAG AGAGACCTGC AACTGCCAGT CAGGCATCTG 
TGACAGGGGG ACGGGAAAAT GCCTGAAATT CCCCTTCTTC CAATATTCAG TAACCAAGTC 
TTCCAACAGA TTTGTTTCTC TCACGGAGCA TGACATGGCA TCTGGAGATG GCAATATTGT 
GAGA6AA6AA GTTGTGAAAG AGAATGCTGC CGGGTCTCCC GTAATGAGGA AATGGTTAAA 
TCCACGCTGA TCCCGGCTGT GATTTCTGAG AGAAGGCTCT ATTTTCGTGA TTGTTCAACA 
CACAGCCAAC ATTTTAGGAA CTTTCTAGAT ATAGCATAAG TACATGTAAT TTTTGAAGAT 
CCAAATTGTG ATGCATGGTG GATCCAGAAA ACAAAAAGTA GGATACTTAC AATCCATAAC 
ATCCATATGA CTGAACACTT GTATGTGTTT GTTAAATATT CGAATGCATG TAGATTTGTT 
AAATGTGTGT GTATAGTAAC ACTGAAGAAC TAAAAATGCA ATTTAGGTAA TCTTACATGG 
AGACAGGTCA ACCAAAGAGG GAGCTAGGCA AAGCTGAAGA CCGCAGTGAG TCAAATTAGT 
TCTTTGACTT TGATGTACAT TAATGTTGGG ATATGGAATG AAGACTTAAG AGCAGGAGAA 
GATGGGGAGG GGGTGGGAGT GGGAAATAAA ATATTTAGCC CTTCCTTGGT AGGTAGCTTC 
TCTAGAATTT AATTGTGCTT TTTTTTTTTT TTTGGCTTTG GGAAAAGTCA AAATAAAACA 
ACCAGAAAAC CCCTGAAGGA AGTAAGATGT TTGAAGCTTA TGGAAATTTG AGTAACAAAC 
AGCTTTGAAC TGAGAGCAAT TTCAAAAGGC TGCTGATGTA GTTCCCGGGT TACCTGTATC 
TGAAGGACGG TTCTGGGGCA TAGGAAACAC ATACACTTCC ATAAATAGCT TTAACGTATG 
CCACCTCAGA GATAAATCTA AGAAGTATTT TACCCACTGG TGGTTTGTGT GTGTATGAAG 
GTAAATATTT ATATATTTTT ATAAATAAAT GTGTTAGTGC AAGTCATCTT CCCTACCCAT 
ATTTATCATC CTCTTGAGGA AAGAAATCTA GTATTATTTG TTGAAAATGG TTAGAATAAA 
AACCTATGAC TCTATAAGGT TTTCAAACAT CTGAGGCATG ATAAATTTAT TATCCATAAT 
TATAGGAGTC ACTCTGGATT TCAAAAAATG TCAAAAAATG AGCAACAGAG GGACCTTATT 
TAAACATAAG TGCTGTGACT TCGGTGAATT TTCAATTTAA GGTATGAAAA TAAGTTTTTA 
GGAGGTTTGT AAAAGAAGAA TCAATTTTCA GCAGAAAACA TGTCAACTTT AAAATATAGG 
TGGAATTAGG AGTATATTTG AAAGAATCTT AGCACAAACA GGACTGTTGT ACTAGATGTT 
CTTAGGAAAT ATCTCAGAAG TATTTTATTT GAAGTGAAGA ACTTATTTAA GAATTATTTC 
AGTATTTACC TGTATTTTAT TCTTGAAGTT GGCCAACAGA GTTGTGAATG TGTGTGGAAG 
GCCTTTGAAT GTAAAGCTGC ATAAGCTGTT AGGTTTTGTT TTAAAAGGAC ATGTTTATTA 
TTGTTCAATA AAAAAGAACA AGATAC 

Seq ID NO: 30 Protein sequence 
Protein Accession #: NP_008967.1 

1 11 21 31 41 51 

I I I I I I 

MKSVLLLTTL LVPAHLVAAW SNNYAVDCPQ HCDSSECKSS PRCKRTVLDD CGCCRVCAAG 
RGETCYRTVS GMDGMKCGPG LRCQPSNGED PFGEEFGICK DCPYGTFGMD CRETCNCQSG 
ICDRGTGKCL KPPFFQYSVT KSSNRFVSLT EHDMASGDGN IVREEWKEN AAGSPVMRKW 
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UfPR 

Seq ID NO: 31 DNA sequence 

Nucleic Acid Accession #: NM_000963 

Coding sequence: 135.. 1949 

1 11 21 31 41 51 

I I I I I 1 

CAATTGTCAT ACGACTTGCA GTGAGCGTCA GGAGCACGTC CAGGAACTCC TCAGCAGCGC 60 

CTCCTTCAGC TCCACAGCCA GACGCCCTCA GACAGCAAAG CCTACCCCCG CGCCGCGCCC 120 

TGCCCGCCGC TCGGATGCTC GCCCGCGCCC TGCTGCTGTG CGCGGTCCTG GCGCTCAGCC 180 

ATACAGCAAA TCCTTGCTGT TCCCACCCAT GTCAAAACCG AGGTGTATGT ATGAGTGTGG 240 

GATTTGACCA GTATAAGTGC GATTGTACCC GGACAGGATT CTATGGAGAA AACTGCTCAA 300 

CACCGGAATT TTTGACAAGA ATAAAATTAT TTCTGAAACC CACTCCAAAC ACAGTGCACT 360 

ACATACTTAC CCACTTCAAG GGATTTTGGA ACGTTGTGAA TAACATTCCC TTCCTTCGAA 420 

ATGCAATTAT GAGTTATGTC TTGACATCCA GATCACATTT GATTGACAGT CCACCAACTT 480 

ACAATGCTGA CTATGGCTAC AAAAGCTGGG AAGCCTTCTC TAACCTCTCC TATTATACTA 540 

GAGCCCTTCC TCCTGTGCCT GATGATTGCC CGACTCCCTT GGGTGTCAAA GGTAAAAAGC 600 

AGCTTCCTGA TTCAAATGAG ATTGTGGAAA AATTGCTTCT AAGAAGAAAG TTCATCCCTG 660 

ATCCCCAGGG CTCAAACATG ATGTTTGCAT TCTTTGCCCA GCACTTCACG CATCAGTTTT 720 

TCAAGACAGA TCATAAGCGA GGGCCAGCTT TCACCAACGG GCTGGGCCAT GGGGTGGACT 780 

TAAATCATAT TTACGGTGAA ACTCTGGCTA GACAGCGTAA ACTGCGCCTT TTCAAGGATG 840 

GAAAAATGAA ATATCAGATA ATTGATGGAG AGATGTATCC TCCCACAGTC AAAGATACTC 900 

AGGCAGAGAT GATCTACCCT CCTCAAGTCC CTGAGCATCT ACGGTTTGCT GTGGGGCAGG 960 

AGGTCTTTGG TCTGGTGCCT GGTCTGATGA TGTATGCCAC AATCTGGCTG CGGGAACACA 1020 

ACAGAGTATG CGATGTGCTT AAACAGGAGC ATCCTGAATG GGGTGATGAG CAGTTGTTCC 1080 

AGACAAGCAG GCTAATACTG ATAGGAGAGA CTATTAAGAT TGTGATTGAA GATTATGTGC 1140 

AACACTTGAG TGGCTATCAC TTCAAACTGA AATTTGACCC AGAACTACTT TTCAACAAAC 1200 

AATTCCAGTA CCAAAATCGT ATTGCTGCTG AATTTAACAC CCTCTATCAC TGGCATCCCC 1260 

TTCTGCCTGA CACCTTTCAA ATTCATGACC AGAAATACAA CTATCAACAG TTTATCTACA 1320 

ACAACTCTAT ATTGCTGGAA CATGGAATTA CCCAGTTTGT TGAATCATTC ACCAGGCAAA 1380 

TTGCTGGCAG GGTTGCTGGT GGTAGGAATG TTCCACCCGC AGTACAGAAA GTATCACAGG 1440 

CTTCCATTGA CCAGAGCAGG CAGATGAAAT ACCAGTCTTT TAATGAGTAC CGCAAACGCT 1500 

TTATGCTGAA GCCCTATGAA TCATTTGAAG AACTTACAGG AGAAAAGGAA ATGTCTGCAG 1560 

AGTTGGAAGC ACTCTATGGT GACATCGATG CTGTGGAGCT GTATCCTGCC CTTCTGGTAG 1620 

AAAAGCCTCG GCCAGATGCC ATCTTTGGTG AAACCATGGT AGAAGTTGGA GCACCATTCT 1680 

CCTTGAAAGG ACTTATGGGT AATGTTATAT GTTCTCCTGC CTACTGGAAG CCAAGCACTT 1740 

TTGGTGGAGA AGTGGGTTTT CAAATCATCA ACACTGCCTC AATTCAGTCT CTCATCTGCA 1800 

ATAACGTGAA GGGCTGTCCC TTTACTTCAT TCAGTGTTCC AGATCCAGAG CTCATTAAAA 1860 

CAGTCACCAT CAATGCAAGT TCTTCCCGCT CCGGACTAGA TGATATCAAT CCCACAGTAC 1920 

TACTAAAAGA ACGTTCGACT GAACTGTAGA AGTCTAATGA TCATATTTAT TTATTTATAT 1980 

GAACCATGTC TATTAATTTA ATTATTTAAT AATATTTATA TTAAACTCCT TATGTTACTT 2040 

AACATCTTCT GTAACAGAAG TCAGTACTCC TGTTGCGGAG AAAGGAGTCA TACTTGTGAA 2100 

GACTTTTATG TCACTACTCT AAAGATTTTG CTGTTGCTGT TAAGTTTGGA AAACAGTTTT 2160 

TATTCTGTTT TATAAACCAG AGAGAAATGA GTTTTGACGT CTTTTTACTT GAATTTCAAC 2220 

TTATATTATA AGAACGAAAG TAAAGATGTT TGAATACTTA AACACTATCA CAAGATGGCA 2280 

AAATGCTGAA AGTTTTTACA CTGTCGATGT TTCCAATGCA TCTTCCATGA TGCATTAGAA 2340 

GTAACTAATG TTTGAAATTT TAAAGTACTT TTGGTTATTT TTCTGTCATC AAACAAAAAC 2400 

AGGTATCAGT GCATTATTAA ATGAATATTT AAATTAGACA TTACCAGTAA TTTCATGTCT 2460 

ACTTTTTAAA ATCAGCAATG AAACAATAAT TTGAAATTTC TAAATTCATA GGGTAGAATC 2520 

ACCTGTAAAA GCTTGTTTGA TTTCTTAAAG TTATTAAACT TGTACATATA CCAAAAAGAA 2580 
GCTGTCTTGG ATTTAAATCT GTAAAATCAG ATGAAATTTT ACTACAATTG CTTGTTAAAA ■ 2640 

TATTTTATAA GTGATGTTCC TTTTTCACCA AGAGTATAAA CCTTTTTAGT GTGACTGTTA 2700 

AAACTTCCTT TTAAATCAAA ATGCCAAATT TATTAAGGTG GTGGAGCCAC TGCAGTGTTA 2760 

TCTCAAAATA AGAATATTTT GTTGAGATAT TCCAGAATTT GTTTATATGG CTGGTAACAT 2820 

GTAAAATCTA TATCAGCAAA AGGGTCTAGC TTTAAAATAA GCAATAACAA AGAAGAAAAC 2880 

CAAATTATTG TTCAAATTTA GGTTTAAACT TTTGAAGCAA ACTTTTTTTT ATCCTTGTGC 2940 

ACTGCAGGCC TGGTACTCAG ATTTTGCTAT GAGGTTAATG AAGTACCAAG CTGTGCTTGA 3000 

ATAACGATAT GTTTTCTCAG ATTTTCTGTT GTACAGTTTA ATTTAGCAGT CCATATCACA 3060 

TTGCAAAAGT AGCAATGACC TCATAAAATA CCTCTTCAAA ATGCTTAAAT TCATTTCACA 3120 

CATTAATTTT ATCTCAGTCT TGAAGCCAAT TCAGTAGGTG CATTGGAATC AAGCCTGGCT 3180 

ACCTGCATGC TGTTCCTTTT CTTTTCTTCT TTTAGCCATT TTGCTAAGAG ACACAGTCTT 3240 

CTCATCACTT OGTTTCTCCT ATTTTGTTTT ACTAGTTTTA AGATCAGAGT TCACTTTCTT 3300 

TGGACTCTGC CTATATTTTC TTACCTGAAC TTTTGCAAGT TTTCAGGTAA ACCTCAGCTC 3360 

AGGACTGCTA TTTAGCTCCT CTTAAGAAGA TTAAAAGAGA AAAAAAAAGG CCCTTTTAAA 3420 

AATAGTATAC ACTTATTTTA AGTGAAAAGC AGAGAATTTT ATTTATAGCT AATTTTAGCT 3480 

ATCTGTAACC AAGATGGATG CAAAGAGGCT AGTGCCTCAG AGAGAACTGT ACGGGGTTTG 3540 

TGACTGGAAA AAGTTACGTT CCCATTCTAA TTAATGCCCT TTCTTATTTA AAAACAAAAC 3600 

CAAATGATAT CTAAGTAGTT CTCAGCAATA ATAATAATGA CGATAATACT TCTTTTCCAC 3660 

ATCTCATTGT CACTGACATT TAATGGTACT GTATATTACT TAATTTATTG AAGATTATTA 3720 

TTTATGTCTT ATTAGGACAC TATGGTTATA AACTGTGTTT AAGCCTACAA TCATTGATTT 3780 

TTTTTTGTTA TGTCACAATC AGTATATTTT CTTTGGGGTT ACCTCTCTGA ATATTATGTA 3840 

AACAATCCAA AGAAATGATT GTATTAAGAT TTGTGAATAA ATTTTTAGAA ATCTGATTGG 3900 

CATATTGAGA TATTTAAGGT TGAATGTTTG TCCTTAGGAT AGGCCTATGT GCTAGCCCAC 3960 

AAAGAATATT GTCTCATTAG CCTGAATGTG CCATAAGACT GACCTTTTAA AATGTTTTGA 4020 

GGGATCTGTG GATGCTTCGT TAATTTGTTC AGCCACAATT TATTGAGAAA ATATTCTGTG 4080 

TCAAGCACTG TGGGTTTTAA TATTTTTAAA TCAAACGCTG ATTACAGATA ATAGTATTTA 4140 

TATAAATAAT TGAAAAAAAT TTTCTTTTGG GAAGAGGGAG AAAATGAAAT AAATATCATT 4200 

AAAGATAACT CAGGAGAATC TTCTTTACAA TTTTACGTTT AGAATGTTTA AGGTTAAGAA 4260 

AGAAATAGTC AATATGCTTG TATAAAACAC TGTTCACTGT TTTTTTTAAA AAAAAAACTT 4320 

GATTTGTTAT TAACATTGAT CTGCTGACAA AACCTGGGAA TTTGGGTTGT GTATGCGAAT 4380 

GTTTCAGTGC CTCAGACAAA TGTGTATTTA ACTTATGTAA AAGATAAGTC TGGAAATAAA 4440 
TGTCTGTTTA TTTTTGTACT ATTTA 



960 
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Seq ID NO: 32 Protein sequence 
Protein Accession 8: NP_000954 

1 11 21 31 41 51 

5 | | l i I I 

MLARALLLCA VLALSHTANP CCSHPCQNRG VCMSVGFDQY KCDCTRTGFY GENCSTPEFL 60 

TRIKLFLKPT PNTVHYILTH FKGFWNWNN IPFLRNAIMS YVLTSRSHLI DSPPTYNADY 120 

GYKSWEAFSN LSYYTRALPP VPDDCPTPLG VKGKKQLPDS NEIVEKLLLR RKFIPDPQGS 180 

NMMFAFFAQH FTHQFFKTDH KRGPAFTNGL GHGVDLNHIY GETLARQRKL RLFKDGKMKY 240 

10 QIIDGEMYPP TVKDTQAEMI YPPQVPEHLR FAVGQEVFGL VPGLMMYATI WLREHNRVCD 300 

VLKQEHPEWG DEQLFQTSRL ILIGETIKIV 1EDYVQHLSG YHFKLKFDPE LLFNKQFQYQ 360 

NRIAAEFNTL YHWHPLLPDT FQIHDQKYNY QQFIYNNSIL LEHGITQFVE SFTRQIAGRV 420 

AGGRNVPPAV QKVSQASIDQ SRQMKYQSFN EYRKRFMLKP YESFEELTGE KEMSAELEAL 480 

YGDIDAVELY PALLVEKPRP DAIFGETMVE VGAPFSLKGL MGNVICSPAY WKPSTFGGEV 540 

15 GFQI INTASI QSLICNNVKG CPFTSFSVPD PELIKTVTIN ASSSRSGLDD INPTVLLKER 600 
STBL 

Seq ID NO: 33 DNA sequence 
Nucleic Acid Accession #: NM_001508.1 
20 Coding sequence: 1..1361 

1 11 21 31 41 51 

I I I 1 I I 

ATGGCTTCAC CCAGCCTCCC GGGCAGTGAC TGCTCCCAAA TCATTGATCA CAGTCATGTC 60 

25 CCCGAGTTTG AGGTGGCCAC CTGGATCAAA ATCACCCTTA TTCTGGTGTA CCTGATCATC 120 

TTCGTGATGG GCCTTCTGGG GAACAGCGTC ACCATTCGGG TCACCCAGGT GCTGCAGAAG 1B0 

AAAGGATACT TGCAGAAGGA GGTGACAGAC CACATGGTGA GTTTGGCTTG CTCGGACATC 240 

TTGGTGTTCC TCATCGGCAT GCCCATGGAG TTCTACAGCA TCATCTGGAA TCCCCTGACC 300 

ACGTCCAGCT ACACCCTGTC CTGCAAGCTG CACACTTTCC TCTTOGAGGC CTGCAGCTAC 360 

30 GCTACGCTGC TGCACGTGCT GACGCTCAGC TTTGAGCGCT ACATCGCCAT CTGTCACCCC 420 

TTCAGGTACA AGGCTGTGTC GGGACCTTGC CAGGTGAAGC TGCTGATTGG CTTCGTCTGG 480 

GTCACCTCCG CCCTGGTGGC ACTGCCCTTG CTGTTTGCCA TGGGTACTGA GTACCCCCTG 540 

GTGAACGTGC CCAGCCACCG GGGTCTCACT TGCAACCGCT CCAGCACCCG CCACCACGAG 600 

CAGCCCGAGA CCTCCAATAT GTCCATCTGT ACCAACCTCT CCAGCCGCTG GACCGTGTTC 660 

35 CAGTCCAGCA TCTTCGGCGC CTTCGTGGTC TACCTCGTGG TCCTGCTCTC CGTAGCCTTC 720 

ATGTGCTGGA ACATGATGCA GGTGCTCATG AAAAGCCAGA AGGGCTCGCT GGCCGGGGGC 780 

ACGCGGCCTC CGCAGCTGAG GAAGTCCGAG AGCGAAGAGA GCAGGACCGC CAGGAGGCAG 840 

ACCATCATCT TCCTGAGGCT GATTGTTGTG ACATTGGCCG TATGCTGGAT GCCCAACCAG 900 

ATTCGGAGGA TCATGGCTGC GGCCAAACCC AAGCACGACT GGACGAGGTC CTACTTCCGG 960 

40 GCGTACATGA TCCTCCTCCC CTTCTCGGAG ACGTTTTTCT ACCTCAGCTC GGTCATCAAC 1020 

CCGCTCCTGT ACAGGGTGTC CTCGCAGCAG TTTCGGCGGG TGTTCGTGCA GGTGCTGTGC 1080 

TGCCGCCTGT CGCTGCAGCA CGCCAACCAC GAGAAGCGCC TGCGCGTACA TGCGCACTCC 1140 

ACCACCGACA GCGCCCGCTT TGTGCAGCGC CCGTTGCTCT TCGCGTCCCG GCGCCAGTCC 1200 

TCTGCAAGGA GAACTGAGAA GATTTTCTTA AGCACTTTTC AGAGCGAGGC CGAGCCCCAG 1260 

45 TCTAAGTCCC AGTCATTGAG TCTOGAGTCA CTAGAGCCCA ACTCAGGCGC GAAACCAGCC 1320 
AATTCTGCTG CAGAGAATGG TTTTCAGGAG CATGAAGTTT GA 



50 



60 
65 



Seq ID NO: 34 Protein sequence 
Protein Accession #: NP 001499.1 



1 11 21 31 41 51 

I I I I I I 

MASPSLPGSD CSQIIDHSHV PEFEVATWIK ITIiILVYLII FVMGLLGNSV TIRVTQVIiQK 60 

_ KGYLQKEVTD HMVSIACSDI LVPLIGMPME FYSIIWNPLT TSSYTLSCKL HTFLFEACSY 120 

55 ATLLHVLTLS FERYIAICHP FRYKAVSGPC QVKLLIGFVW VTSALVALPL LFAMGTEYPli 180 

VNVPSHRGLT CNRSSTRHHE QPETSNMSIC TNLSSRWTVF QSSIFGAFW YLWLLSVAF 240 

MCWNMMQVLM KSQKGSLAGG TRPPQLRKSE SEESRTARRQ TIIPLRLIW TLAVCWMPNQ 300 

IRRIMAAAKP KHDWTRSYFR AYMILLPFSE TFFYLSSVIN PLLYTVSSQQ FRRVFVQVLC 360 

CRLSLQHANH EKRLRVHAHS TTDSARFVQR PLLFASRRQS SARRTEKIFL STFQSEAEPQ 420 
SKSQSLSLES LEPNSGAKPA NSAAENGFQB HEV 



Seq ID NO: 35 DNA sequence 

Nucleic Acid Accession #i NM_00 6475.1 

Coding sequence: 28.. 2538 



1 11 21 31 41 51 

I I I I 1 1 

AACAGAACTG CAACGGAGAG ACTCAAGATG ATTCCCTTTT TACCCATGTT TTCTCTACTA 60 

TTGCTGCTTA TTGTTAACCC TATAAACGCC AACAATCATT ATGACAAGAT CTTGGCTCAT 120 

70 AGTCGTATCA GGGGTCGGGA CCAAGGCCCA AATGTCTGTG CCCTTCAACA GATTTTGGGC 180 

ACCAAAAAGA AATACTTCAG CACTTGTAAG AACTGGTATA AAAAGTCCAT CTGTGGACAG 240 

AAAACGACTG TTTTATATGA ATGTTGCCCT GGTTATATGA GAATGGAAGG AATGAAAGGC 300 

TGCCCAGCAG TTTTGCCCAT TGACCATGTT TATGGCACTC TGGGCATCGT GGGAGCCACC 360 

ACAACGCAGC GCTATTCTGA CGCCTCAAAA CTGAGGGAGG AGATCGAGGG AAAGGGATCC 420 

75 TTCACTTACT TTGCACCGAG TAATGAGGCT TGGGACAACT TGGATTCTGA TATCCGTAGA 480 

GGTTTGGAGA GCAACGTGAA TGTTGAATTA CTGAATGCTT TACATAGTCA CATGATTAAT 540 

AAGAGAATGT TGACCAAGGA CTTAAAAAAT GGCATGATTA TTCCTTCAAT GTATAACAAT 600 

TTGGGGCTTT TCATTAACCA TTATCCTAAT GGGGTTGTCA CTGTTAATTG TGCTCGAATC 660 

ATCCATGGGA ACCAGATTGC AACAAATGGT GTTGTCCATG TCATTGACCG TGTGCTTACA 720 

80 CAAATTGGTA CCTCAATTCA AGACTTCATT GAAGCAGAAG ATGACCTTTC ATCTTTTAGA 780 

GCAGCTGCCA TCACATCGGA CATATTGGAG GCCCTTGGAA GAGACGGTCA CTTCACACTC 840 

TTTGCTCCCA CCAATGAGGC TTTTGAGAAA CTTCCACGAG GTGTCCTAGA AAGGTTCATG 900 

GGAGACAAAG TGGCTTCCGA AGCTCTTATG AAGTACCACA TCTTAAATAC TCTCCAGTGT 960 

TCTGAGTCTA TTATGGGAGG AGCAGTCTTT GAGACGCTGG AAGGAAATAC AATTGAGATA 1020 

961 
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10 



15 



20 



25 



30 



35 



40 



GGATGTGACG 
GTGACAAATA 
CAAGTTATTG 
GGCTTGGCAT 
GCATTTTCTG 
CACATATTGA 
ATCGGAGGCA 
TGCATGGAGA 
ATCAAGCCAG 
TTCCTCAGCC 
ACATTATTTG 
CTGATACGGG 
TTCATTGGAA 
AAAATCTTTC 
TCTGACATCA 
GACACACCTG 
CAAATTAAGT 
AAAATTATAA 
ATTATCAAAA 
AGACTGATTA 
AAATACACCA 
GAACX3AATCA 
ACAGAAGAAA 
GAAGGTGGTG 
ACACCCGTGA 
GAAGGTOGTT 
AATAACCTGA 
ACAAAGAAGC 
GAAACATGAG 
CACCTTACAC 
AGAAAAATCC 
CCATTGAAAA 
TATCTCTCCA 
TCAAAAGGCT 
CAACTAATTT 
TCTCAAACGT 
ATTCAGAAAA 



GTGACAGTAT 
ATGGTGTGAT 
AGCTGGCTGG 
CTGCTCTGAG 
ATGATACTCT 
AAGTAAAAGT 
AACAGCTCAG 
AAGGGAGTAA 
CAGAGAAATC 
TACTTGAAGC 
TGCCAACCAA 
ACAAAAATGC 
AAGGATTTGA 
TGAAAGAAGT 
TGACAACAAA 
TTGGAAATGA 
TTGTTCGTGG 
CCAAAGTTGT 
CTGAAGGACC 
AAGAAGGTGA 
AAATCATTGA 
TTACAGGTCC 
CTCTGAAGAA 
ATGGTCATTT 
GGAAGTTGCA 
CTCAGTGAAA 
CCTTAGAAAA 
AATCATCAAA 
GGAAATTGTG 
CCTTTTTCAT 
TTGTCACCAG 
GACCGAGCCT 
TGGGAAGCTA 
TTGCACATTT 
TGTACTCTCA 
TTCAATAAAA 
ACTCAAGATT 



AACAGTAAAT 
CCATTTGATT 
AAAACAGCAA 
GCCAGATGGA 
CAGCATGGTT 
TGGCCTTAAT 
AGTCTTCGTA 
GCAAGGGAGA 
CCTCCATGAA 
TGCAGACTTG 
TGATGCTTTT 
TCTTCAAAAC 
ACCTGGTGTT 
AAATGATACA 
TGGTGTAATT 
TCAACTGCTG 
TAGCACCTTC 
GGAACCAAAA 
CACACTAACA 
AACAATAACT 
TGGAGTGCCT 
TGAAATAAAA 
ATTGTTACAA 
ATTTGAAGAT 
AGCCAACAAA 
ATCCAAAAAC 
TTGTGAGAGC 
TAATTCTGAA 
GAGTTAGCCT 
CTTGACATTA 
ATTCATTACA 
TGTATGTATG 
AGTTATAAAA 
CTATATGAGT 
GAATGTTTGT 
CCATTTTTCA 
TAAGTTAAAA 



GGAATCAAAA 
GATCAGGTCC 
ACCACCTTCA 
GAATACACTT 
CAGOGCCTCC 
GAGCTTTACA 
TATCGTACAG 
AACGGTGCGA 
AAGTTAAAAC 
AAAGAGCTCC 
AAGGGAATGA 
ATCATTCTTT 
ACTAACATTT 
CTTCTGGTGA 
CATGTTGTAG 
GAAATACTTA 
AAAGAAATCC 
ATTAAAGTGA 
AAAGTCAAAA 
GAAGTGATCC 
GTGGAAATAA 
TACACTAGGA 
GAAGAGGTCA 
GAAGAAATTA 
AAAGTTCAAG 



CAAGTTGACT 
CACAAATTTA 
CCTGTGGTAA 
AAAGTTCTGG 
ATTCAAATCG 
TTATGGATAC 
ATAGGTGCTT 
GGGTTTACTG 
CATATGCTTC 
GATATAAAGA 
AGTGGTTTGG 



TGGTGAACAA 
TAATTCCTGA 
CGGATCTTGT 
TGCTGGCACC 
TTAAATTAAT 
ACGGGCAAAT 
CTGTCTGCAT 
TTCACATATT 
AAGATAAGCG 
TGACACAACC 
CTAGTGAAGA 
ATCACCTGAC 
TAAAGACCAC 
ATGAATTGAA 
ATAAACTCCT 
ATAAATTAAT 
CCGTGACTGT 
TTGAAGGCAG 
TTGAAGGTGA 
ATGGAGAGCC 
CTGAAAAAGA 
TTTCTACTGG 
CCAAGGTCAC 
AAAGACTGCT 
GTTCTAGAAG 
TGTTTATACA 
TCAGGAACTG 
ATAT TT TTTT 
AGGAATTGAA 
CTAACTTTGG 
AAGAGTTGTG 
ATAAAATGCA 
GGTGTACAAA 
GTAAATTATG 
TTGCAATGCA 
GAATTACTTC 
ACTTGGGAA 



AAAGGATATT 
TTCTGCCAAA 
GGCCCAATTA 
TGTGAATAAT 
TCTGCAGAAT 
ACTGGAAACC 
TGAAAATTCA 
CCGCGAGATC 
CTTTAGCACC 
TGGAGACTGG 
AAAAGAAATT 
ACCAGGAGTT 
ACAAGGAAGC 
ATCAAAAGAA 
CTATCCAGCA 
CAAATACATC 
CTATACAACT 
TCTTCAGCCT 
ACCTGAATTC 
AATTATTAAA 
GACACGAGAA 
AGGTGGAGAA 
CAAATTCATT 
TCAGGGAGAC 
ACGATTAAGG 
ACCCTAAGTC 
AAACATCAGC 
TTCTGAATGA 
GAAAATATAA 
AATCCATTAG 
AACTGTTATC 
CGCAAGCCAT 
ACTTTTTATA 
TTATTTTTTA 
TATTTTTTAA 
AAATTGAGTA 



1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
I860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 



Seq ID NO: 36 Protein sequence 
Protein Accession #: NP 006466.1 



45 
50 
55 
60 
65 
70 
75 
80 



MIPFLPMFSL 
KNWYKKSICG 
KLREEIEGKG 
NGMIIPSMYN 
IEAEDDLSSP 
MKYHILNTLQ 
IDQVLIPDSA 
VQRLLKLILQ 
RNGAIHIFRE 
FKGMTSBBKE 
TLLVNELKSK 
FKEIPVTVYT 
TEVIRGEPII 
QEEVTKVTKF 



11 
I 

LLLLIVNPIN 
QKTTVLYECC 
SFTYFAPSNE 
NLGLFINHYP 
RAAAITSDIL 
CSESXMGGAV 
KQVIELAGKQ 
NHILKVKVGL 
I IKPAEKSLH 
ILIRDKNALQ 
ESDIMTTNGV 
TKIITKWEP 
KKYTKI IDGV 
IEGGDGHLFE 



21 
I 

ANNHYDKILA 
PGYMRMEGMK 
AWDNLDSDIR 
NGWTVNCAR 
EALGRDGHFT 
FETLEGNTIE 
QTTFTDLVAQ 
NELYNGQILE 
EKLKQDKRFS 
NIILYHLTPG 
IHWDKLLYP 
KIKVIEGSLQ 
FVEITEKETR 
DEEIKRLLQG 



31 
I 

HSRIRGRDQG 
GCPAVLPIDH 
RGLESNVNVE 
I IHGNQIATN 
LFAPTNEAFE 
IGCDGDSITV 
LGLASALRPD 
TIGGKQLRVF 
TFLSLLEAAD 
VFIGKGFEPG 
ADTPVGNDQL 
PZIKTEGPTL 
EERI ITGPEI 
DTPVRKLQAN 



41 
I 

PNVCALQQIL 
VYGTLGIVGA 
LLNALHSHMI 
GWHVIDRVL, 
KLPRGVLERF 
NGIKMVNKKD 
GBYTLIiAPVN 
VYRTAVCIEN 
LKELLTQPGD 
VTNILKTTQG 
LEILNKLIKY 
TKVKIEGEPE 
KYTRISTGGG 
KKVQGSRRRI* 



51 
I 

GTKKKYFSTC 
TTTQRYSDAS 
NKRMLTKDLK 
TQIGTSIQDF 
MGDKVASEAL 
IVTNNGVIHL 
NAFSDDTLSM 
SCMEKGSKQG 
WTLFVPTNDA 
SKIFLKEVND 
IQIKFVRGST 
FRLIKEGETI 
ETEETLKKLL 



Seq ID NO: 37 DNA sequence 

Nucleic ACid Accession 8* NM_002416 

Coding sequence: 40.. 417 



1 
I 

ATCCAATACA 



AAGGGTCGCT 
GACCTTAAAC 
AAGAATGGAG 
AAGTGGGAGA 
AAGAAAGTTC 
ACCACTTCAC 
TTCCAAAGGA 
ATTACTCTGA 
TTGTTAAAGG 
TTAAGGCCAT 
CTCACAACAG 
TATCTGAGGC 
TGAAATTGAG 
CTACAGGCCT 
ACTGGAGATC 
TTCCATCTTG 
AAGTCAGCTC 
CATATGCTCT 



11 
I 

GGAGTGACTT 
GCATCATCTT 
GTTCCTGCAT 
AATTTGCCCC 
TTCAAACATG 
AACAGGTCAG 
TGAAAGTTCG 
CAATAAGTAT 
GGATGGCATA 
AATTGTAACT 
CTATGATTGT 
GATTTTAGCA 
CTGCCTGGAA 
ACATGTCAGC 
CTGGACCTCA 
CACACACAAT 
ACCAGTGTGT 
CCCGCTCAGG 
TTCTCCATCC 
GATTTATCTG 



21 
I 

GGAACTCCAT 
GCTGGTTCTG 
CAGCACCAAC 
AAGCCCTTCC 
TCTAAACCCA 
CCAAAAGAAA 
AAAATCTCAA 
TCTGTGTTAA 
TAATACAAAG 
AAAGTTAGAA 
CTTTGTTCTT 
ATACCCATGT 
GAGCAGCCCT 
AAGTCCTAAG 
CCAAGCTGCT 
GTGTCTGAGA 
GGCTTTCAGA 
CTGACCACTT 
TACCACAATG 
AGTCAACTCC 



31 
I 

TCTATCACTA 
ATTGGAGTGC 
CAAGGGACTA 
TGCGAGAAAA 
GATTCAGCAG 
AAGCAAAAGA 
CGTTCTCGTC 
AAATGTTCTA 
GCTTATTAAT 
AGTTGATTTT 
CTACCACCCA 
CTACACAGAT 
AGGCTTCCAC 
CCTGTTAGCA 
GTGGCCATCA 
GATTCATGCT 
GCCTCCTTTC 
TATTTCTTTT 
CAGTGCCTTT 
TTTCTCATCT 



41 
I 

TGAAGAAAAG 
AAGGAACCCC 
TCCACCTACA 
TTGAAATCAT 
ATGTGAAGGA 
ATGGGAAAAA 
AAAAGAAGAC 
TTTTAATTAT 
TTGACTAGAA 
AAGAATCCAA 
CCAGTTGAAT 
GTTCACCCAA 
GTACTGCAGC 
TGCTGGTGAG 
ACCTCTGTAT 
GATTGTTATT 
TGGCTTTGGA 
TGTTCCCCTT 
CTTCTCTCCA 
TGTCCCCAAC 



51 
I 

TGGTGTTCTT 
AGTAGTGAGA 
ATCCTTGAAA 
TGCTACACTG 
ACTGATTAAA 
ACATCAAAAA 
TACATAAGAG 
ACCGCTATCA 
AATTTAAAAC 
ACGTTAAGAA 
TTCATCATGC 
CCACATCCCA 
CTCCAGAGAG 
CCAAGCAGTT 
TTGAATCAGC 
GGGTATCACC 
AGCCATGTGA 
TGCTTCATTC 
GTGCACCTGT 
ACCCCACAGA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1OB0 
1140 
1200 
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AGTGCTTTCT 
AAATAAACCT 
CACATGGGTG 
AGATTGTCAG 
CTAATAATAC 
TGGCAACCAG 
CTAGCCTCTG 
GATGCAACAT 
GCACGTGGTA 
AAAATCATAT 
CCAACCATAC 
TCTAAGATCT 
AGTTTTATTG 
TCTCCCATGA 
TAGTGGAAGC 
GGAGGTTCAG 
CTTTCCCAAA 
TCCCACCCGA 
AAAAATCTAA 
GTAGACAGTA 
TCATTTATCA 
AAACAGTATT 
TATCAATAAA 



TCTCCCAATT 
TTTTGGACAC 
AACACTCAAT 
CTCCTTGAGG 
TGTGGAACTA 
ACCATTGTCT 
GTAACCTCTT 
CCTTGTCTTT 
AAACACTTGC 
AATCTTACAA 
AAAAATTCCT 
AACAAGATAG 
TCCGTTTACT 
AGAAAGGGAA 
ATGATTGGTG 
TGAATTGTGT 
TTGAATCACT 
ACGTCTTATC 
GTGTTTCATA 
TATAACTAAC 
TATATATACA 
GACTTGTATA 
TAGACCATTA 



CATCCTCACT 
ACAAATTATC 
GGTTAACTAA 
GCAAGAGCCA 
GGTTTTAATA 
CAGAGCAGGT 
ACTTATTATC 
TTATGACAGG 
GGATATTCTG 
TGAAAAGGAC 
TTTCCCGAAG 
CCACCGAGAT 
TGTTTCAGAG 
CGGTGAAGTA 
CCCAGTTAGC 
AGGAGAGGTT 
GCTCACACTG 
TAATCATGAA 
AATTTGAGAG 
AACCAAAGAC 
TACATGCATA 
CCTTGTAATT 
ATCAG 



CAGTCCAGCT 
TTAAAACTCC 
TTCTTGGGTG 
CAGTATATTT 
ATTTTTTAAT 
GCTGGCTCTT 
TTCAGGACAC 
ATGTTTGCTC 
GACTGTTTTT 
TTTATAGATC 
GAAAAGGGCT 
CCTTATCGAA 
TTTGTATTGT 
CTAAGCGCTA 
CTCTGCAGGA 
GTCTGTGGCC 
CTGATGATTT 
ACTCCCTAGT 
TCTGTGACCC 
TACATATTGT 
CACTCTCAAA 
TGAAATATTT 



TAGTTCAAGT 
TGTTTCACTT 
TTTATCCTAT 
CCCTGTTTCT 
TGATGTTGTT 
TCCTGGCTAC 
TCACTACAGG 
AGCTTCTCCA 
AAAAAATATA 
AGCCAGTGAC 
TTCTCAATAA 
ACTCATTTTA 
GATTATCAAT 
GAGGAAGCAG 
TGTGGAAACC 
AGAATTTAAA 
AGAGTGCTGT 
TCCTTCATGT 
ACTTACCTTG 
CACTGACACA 
GCAAATAATT 
TCTTTGTTAA 



Seq ID NO: 38 Protein sequence 
Protein Accession ft: NP_002407 

11 



CCTGCCTCTT 
GGTTCAGTAC 
CTCTCCAACC 
TCCACAGTGC 
ATGGGCAGGA 
TCCATGTTGG 
GACCAGGGAT 
ACAATAAGAA 
CAGTTTACCG 
CAACCTTTTC 
GCCTCAGCTT 
GGCAAATATG 
TACCACACCA 
CCAAGTCGGT 
TCCTTCCAGG 
CCTATACTCA 
CCGGTGGAGA 
AACTTCCCTG 
CATCTCACAG 
CACGTTATAA 
TTTCACTTCA 
AATAGAATGG 



51 



1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2260 
2340 
2400 
2460 
2520 



I 11 21 31 41 

II III 

MKKSGVLFLI* GIILLVLIGV QGTPWRKGR CSCISTNQGT IHLQSLKDLK QFAPSPSCEK 
IBIIATLKNG VQTCLNPDSA DVKELIKKWE KQVSQKKKQK NGKKHQKKKV LKVRKSQRSR 
QKKTT 

I 

Seq ID NO: 39 DNA sequence 

Nucleic Acid Accession #: NM_006670 

Coding sequence: 85.. 1347 



60 
120 



11 



21 



31 



41 
I 



51 



CCGGCTCGCG CCCTCCGGGC CCAGCCTCCC GAGCCTTCGG AGCGGGOGCC GTCCCAGCCC 60 

AGCTCCGGGG AAACGCGAGC CGCGATGCCT GGGGGGTGCT CCCGGGGCCC CGCCGCCGGG 120 

GACGGGCGTC TGCGGCTGGC GCGACTAGCG CTGGTACTCC TGGGCTGGGT CTCCTCGTCT 180 

TCTCCCACCT CCTCGGCATC CTCCTTCTCC TCCTCGGCGC CGTTCCTGGC TTCCGCCGTG 240 

TCCGCCCAGC CCCCGCTGCC GGACCAGTGC CCCGCGCTGT GCGAGTGCTC OGAGGCAGCG 300 

CGCACAGTCA AGTGCGTTAA CCGCAATCTG ACCGAGGTGC CCACGGACCT GCCCGCCTAC 360 

GTGCGCAACC TCTTCCTTAC CGGCAACCAG CTGGCCGTGC TCCCTGCCGG CGCCTTCGCC 420 

OGCCGGCCGC CGCTGGCGGA GCTGGCCGCG CTCAACCTCA GCGGCAGCCG CCTGGACGAG 480 

GTGCGCGCGG GCGCCTTCGA GCATCTGCCC AGCCTGCGCC AGCTCGACCT CAGCCACAAC 540 

CCACTGGCCG ACCTCAGTCC CTTCGCTTTC TCGGGCAGCA ATGCCAGCGT CTCGGCCCCC 600 

AGTCCCCTTG TGGAACTGAT CCTGAACCAC ATCGTGCCCC CTGAAGATGA GCGGCAGAAC 660 

CGGAGCTTCG AGGGCATGGT GGTGGCGGCC CTGCTGGCGG GCCGTGCACT GCAGGGGCTC 720 

CGCCGCTTGG AGCTGGCCAG CAACCACTTC CTTTACCTGC CGCGGGATGT GCTGGCCCAA 780 

CTGCCCAGCC TCAGGCACCT GGACTTAAGT AATAATTCGC TGGTGAGCCT GACCTACGTG 840 

TCCTTCCGCA ACCTGACACA TCTAGAAAGC CTCCACCTGG AGGACAATGC CCTCAAGGTC 900 

CTTCACAATG GCACCCTGGC TGAGTTGCAA GGTCTACCCC ACATTAGGGT TTTCCTGGAC 960 

AACAATCCCT GGGTCTGCGA CTGCCACATG GCAGACATGG TGACCTGGCT CAAGGAAACA 1020 

GAGGTAGTGC AGGGCAAAGA CCGGCTCACC TGTGCATATC CGGAAAAAAT GAGGAATCGG 1080 

GTCCTCTTGG AACTCAACAG TGCTGACCTG GACTGTGACC CGATTCTTCC CCCATCCCTG 1140 

CAAACCTCTT ATGTCTTCCT GGGTATTGTT TTAGCCCTGA TAGGCGCTAT TTTCCTCCTG 1200 

GTTTTGTATT TGAACCGCAA GGGGATAAAA AAGTGGATGC ATAACATCAG AGATGCCTGC 1260 

AGGGATCACA TGGAAGGGTA TCATTACAGA TATGAAATCA ATGCGGACCC CAGATTAACA 1320 

AACCTCAGTT CTAACTCGGA TGTCTGAGAA ATATTAGAGG ACAGACCAAG GACAACTCTG 1380 

CATGAGATGT AGACTTAAGC TTTATCCCTA CTAGGCTTGC TCCACTTTCA TCCTCCACTA 1440 

TAGATACAAC GGACTTTGAC TAAAAGCAGT GAAGGGGATT TGCTTCCTTG TTATGTAAAG 1500 

TTTCTCGGTG TGTTCTGTTA ATGTAAGACG ATGAACAGTT GTGTATAGTG TTTTACCCTC 1S60 

TTCTTTTTCT TGGAACTCCT CAACACGTAT GGAGGGATTT TTCAGGTTTC AGCATGAACA 1620 

TGGGCTTCTT GCTGTCTGTC TCTCTCTCAG TACAGTTCAA GGTGTAGCAA GTGTACCCAC 1680 

ACAGATAGCA TTCAACAAAA GCTGCCTCAA CTTTTTCGAG AAAAATACTT TATTCATAAA 1740 

TATCAGTTTT ATTCTCATGT ACCTAAGTTG TGGAGAAAAT AATTGCATCC TATAAACTGC 1800 

CTGCAGACGT TAGCAGGCTC TTCAAAATAA CTCCATGGTG CACAGGAGCA CCTGCATCCA 1860 

AGAGCATGCT TACATTTTAC TGTTCTGCAT ATTACAAAAA ATAACTTGCA ACTTCATAAC 1920 

TTCTTTGACA AAGTAAATTA CTTTTTTGAT TGCAGTTTAT ATGAAAATGT ACTGATTTTT 1980 

TTTTAATAAA CTGCATCGAG ATCCAACCGA CTGAATTGTT AAAAAAAAAA AAAAATAAAG 2040 
ATTCTTAAAA GAA 

Seq ID NO: 40 Protein sequence 
Protein Accession #: NP_0O666i 

1 11 21 31 41 51 

I I I I I I 

MPGGCSRGPA AGDGRLRLAR LALVLLGWVS SSSPTSSASS PSSSAPPIAS AVSAQPPLPD 60 

QCPALCECSE AARTVKCVNR NLTEVPTDLP AYVRNLFLTG NQLAVLPAGA FARRPPLAEL 120 

AAliNLSGSRL DEVRAGAFEH LPSLRQLDLS HNPLADLSPP AFSGSNASVS APSPLVELIL X80 

NHIVPPEDER QNRSFEGMW AALLAGRALQ GLRRLKLASN HFLYLPRDVL AQLPSLRHLD 240 
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LSNNSLVSLT YVSFRNLTHL ESLHLEDNAL KVLHNGTLAE LQQLPHIRVP LDNNPWVCDC 300 
HMADMVTWLK ETEWQGKDR LTCAYPEKMR NRVLLELNSA DLDCDPILPP SLQTSYVFLG 360 
IVLALIGAIF LLVLYLNRKG IKKHMHNIRD ACRDHMEGYH YRYEINADPR LTNI»SSNSDV 

Seq ID NO: 41 DMA sequence 

Nucleic Acid Accession fl: Eo9 sequence 

Coding sequence : 1 . . 927 



1 11 21 31 41 51 

10 | I i I I I 

ATGCCTGGGG GGTGCTCCCG GGGCCCCGCC GCCGGGGACG GGCGTCTGCG GCTGGCGCGA 60 

CTAGCGCTGG TACTCCTGGG CTGGGTCTCC TCGTCTTCTC CCACCTCCTC GGCATCCTCC 120 

TTCTCCTCCT CGGCGCCGTT CCTGGCTTCC GCCGTGTCCG CCCAGCCCCC GCTGCCGGAC 180 

CAGTGCCCCG CGCTGTGCGA GTGCTCCGAG GCAGCGCGCA CAGTCAAGTG CGTTAACCGC 240 

AATCTGACCG AGGTGCCCAC GGACCTGCCC GCCTACGTGC GCAACCTCTT CCTTACCGGC 300 

AACCAGCTGG CCAGCAACCA CTTCCTTTAC CTGCCGCGGG ATGTGCTGGC CCAACTGCCC 360 

AGCCTCAGGC ACCTGGACTT AAGTAATAAT TCGCTGGTGA GCCTGACCTA CGTGTCCTTC 420 

CGCAACCTGA CACATCTAGA AAGCCTCCAC CTGGAGGACA ATGCCCTCAA GGTCCTTCAC 480 

AATGGCACCC TGGCTGAGTT GCAAGGTCTA CCCCACATTA GGGTTTTCCT GGACAACAAT 540 

CCCTGGGTCT GCGACTGCCA CATGGCAGAC ATGGTGACCT GGCTCAAGGA AACAGAGGTA 600 

GTGCAGGGCA AAGACCGGCT CACCTGTGCA TATCCGGAAA AAATGAGGAA TCGGGTCCTC 660 

TTGGAACTCA ACAGTGCTGA CCTGGACTGT GACCCGATTC TTCCCCCATC CCTGCAAACC 720 

TCTTATGTCT TCCTGGGTAT TGTTTTAGCC CTGATAGGCG CTATTTTCCT CCTGGTTTTG 780 

TATTTGAACC GCAAGGGGAT AAAAAAGTGG ATGCATAACA TCAGAGATGC CTGCAGGGAT 840 

CACATGGAAG GGTATCATTA CAGATATGAA ATCAATGCGG ACCCCAGATT AACAAACCTC 900 
AGTTCTAACT CGGATGTCCT CGAGTGA 



Seq ID NO: 42 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MPGGCSRGPA AGDGRLRLAR LALVLLGWVS SSSPTSSASS FSSSAPFLAS AVSAQPPLPD 60 
QCPALCECSE AARTVKCVNR NLTEVPTDLP AYVRNLFLTG NQLASNHFLY LPRDVLAQLP 120 
SLRHLDLSNN SLVSLTYVSP RNLTHLBSLH LEDNALKVLH NGTLAELQGL PHIRVFLDNN 180 
PWVCDCHMAD MVTWLKETEV VQGKDRLTCA YPEKMRNRVL LELNSADLDC DPI LPP SLOT 240 
SYVFLGIVLA LIGAIFLLVL YLNRKGIKKW MHNIRDACRD HMEGYHYRYE INADPRLTNL 300 
SSNSDVLE 

Seq ID NO: 43 DNA sequence 

Nucleic Acid Accession #: NM_058173 

Coding sequence : 68 , . 340 



1 11 21 31 41 51 

45 | | | | | | 

AGCGCCTTGC CTTCTCTTAG GCTTTGAAGC ATTTTTGTCT GTGCTCCCTG ATCTTCAGGT 60 

CACCACCATG AAGTTCTTAG CAGTCCTGGT ACTCTTGGGA GTTTCCATCT TTCTGGTCTC 120 

TGCCCAGAAT CCGACAACAG CTGCTCCAGC TGACACGTAT CCAGCTACTG GTCCTGCTGA 180 

TGATGAAGCC CCTGATGCTG AAACCACTGC TGCTGCAACC ACTGCGACCA CTGCTGCTCC 240 

TACCACTGCA ACCACCGCTG CTTCTACCAC TGCTCGTAAA GACATTCCAG TTTTACCCAA 300 

ATGGGTTGGG GATCTCCCGA ATGGTAGAGT GTGTCCCTGA GATGGAATCA GCTTGAGTCT 360 

TCTGCAATTG GGTCACAACT ATTCATGCTT CCTGTGATTT CATCCAACTA CTTACCTTGC 420 

CTACGATATC CCCTTTATCT CTAATCAGTT TATTTTCTTT CAAATAAAAA ATAACTATGA 480 
GCGAGCTAAC AT 



Seq ID NO j 44 Protein sequence 
Protein Accession NP_47752l 

1 11 21 31 41 51 

60 | | I I I I 

MKPLAVLVLL GVSIFLVSAQ NPTTAAPADT YPATGPADDE APDAETTAAA TTATTAAPTT 60 
ATTAASTTAR KDIPVLPKWV GDLPNGRVCP 

Seq ID NO: 45 DNA sequence 
65 Nucleic Acid Accession ft: NM_000095.1 
Coding sequence: 26.. 2299 

1 11 21 31 41 51 

nn I I I I I I 

f\J CAGCACCCAG CTCCCCGCCA CCGCCATGGT CCCCGACACC GCCTGCGTTC TTCTGCTCAC 60 

CCTGGCTGCC CTCGGCGCGT CCGGACAGGG CCAGAGCCCG TTGGGCTCAG ACCTGGGCCC 120 

GCAGATGCTT CGGGAACTGC AGGAAACCAA CGCGGCGCTG CAGGACGTGC GGGACTGGCT 180 

GCGGCAGCAG GTCAGGGAGA TCACGTTCCT GAAAAACACQ GTGATGGAGT GTGACGCGTG 240 

CGGGATGCAG CAGTCAGTAC GCACCGGCCT ACCCAGCGTG CGGCCCCTGC TCCACTGOGC 300 

75 GCCCGGCTTC TGCTTCCCCG GCGTGGCCTG CATCCAGACG GAGAGCGGCG GCCGCTGCGG 360 

CCCCTGCCCC GCGGGCTTCA CGGGCAACGG CTCGCACTGC ACCGACGTCA ACGAGTGCAA 420 

CGCCCACCCC TGCTTCCCCC GAGTCCGCTG TATCAACACC AGCCCGGGGT TCCGCTGCGA 480 

GGCTTGCCCG COGGGGTACA GCGGCCCCAC CCACCAGGGC GTGGGGCTGG CTTTCGCCAA 540 

QA GGCCAACAAG CAGGTTTGCA CGGACATCAA CGAGTGTGAG ACCGGGCAAC ATAACTGCGT 600 

OU CCCCAACTCC GTGTGCATCA ACACCOGGGG CTCCTTCCAG TGCGGCCCGT GCCAGCCCGG 660 

CTTCGTGGGC GACCAGGCGT CCGGCTGCCA GCGCGGCGCA CAGCGCTTCT GCCCCGACGG 720 

CTCGCCCAGC GAGTGCCACG AGCATGCAGA CTGCGTCCTA GAGCGCGATG GCTCGCGGTC 780 

GTGCGTGTGT CGCGTTGGCT GGGCCGGCAA CGGGATCCTC TGTGGTCGCG ACACTGACCT 840 

AGACGGCTTC CCGGACGAGA AGCTGCGCTG CCCGGAGCCG CAGTGCCGTA AGGACAACTG 900 
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CGTGACTGTG CCCAACTCAG GGCAGGAGGA TGTGGACCGC GATGGCATCG GAGAOGCCTG 960 

CGATCCGGAT GCCGACGGGG ACGGGGTCCC CAATGAAAAG GACAACTGCC CGCTGGTGCG 1020 

GAACCCAGAC CAGCGCAACA CGGACGAGGA CAAGTGGGGC GATGCGTGCG ACAACTGCCG 1080 

GTCCCAGAAG AACGACGACC AAAAGGACAC AGACCAGGAC GGCCGGGGCG ATGCGTGCGA 1140 

CGACGACATC GACGGCGACC GGATCCGCAA CCAGGCCGAC AACTGCCCTA GGGTACCCAA 1200 

CTCAGACCAG AAGGACAGTG ATGGCGATGG TATAGGGGAT GCCTGTGACA ACTGTCCCCA 1260 

GAAGAGCAAC CCGGATCAGG CGGATGTGGA CCACGACTTT GTGGGAGATG CTTGTGACAG 1320 

CGATCAAGAC CAGGATGGAG ACGGACATCA GGACTCTCGG GACAACTGTC CCACGGTGCC 1380 

TAACAGTGCC CAGGAGGACT CAGACCACGA TGGCCAGGGT GATGCCTGCG ACGACGACGA 1440 

CGACAATGAC GGAGTCCCTG ACAGTCGGGA CAACTGCCGC CTGGT GCCTA ACCCCGGCCA 1500 

GGAGGACGCG GACAGGGACG GCGTGGGCGA CGTGTGCCAG GACGACTTTG ATGCAGACAA 1560 

GGTGGTAGAC AAGATCGACG TGTGTCCGGA GAACGCTGAA GTCACGCTCA CCGACTTCAG 1620 

GGCCTTCCAG ACAGTCGTGC TGGACCGGGA GGGTGACGCG CAGATTGACC CCAACTGGGT 1680 

GGTGCTCAAC CAGGGAAGGG AGATCGTGCA GACAATGAAC AGCGACCCAG GCCTGGCTGT 1740 

GGGTTACACT GCCTTCAATG GCGTGGACTT CGAGGGCACG TTCCATGTGA ACACGGTCAC 1800 

GGATGACGAC TATGCGGGCT TCATCTTTGG CTACCAGGAC AGCTCCAGCT TCTACGTGGT I860 

CATGTGGAAG CAGATGGAGC AAACGTATTG GCAGGCGAAC CCCTTCCGTG CTGTGGCCGA 1920 

GCCTGGCATC CAACTCAAGG CTGTGAAGTC TTCCACAGGC CCCGGGGAAC AGCTGCGGAA 1980 

CGCTCTGTGG CATACAGGAG ACACAGAGTC CCAGGTGCGG CTGCTGTGGA AGGACCOGCG 2040 

AAAOGTGGGT TGGAAGGACA AGAAGTCCTA TCGTTGGTTC CTGCAGCACC GGCCCCAAGT 2100 

GGGCTACATC AGGGTGCGAT TCTATGAGGG CCCTGAGCTG GTGGCCGACA GCAACGTGGT 2160 

CTTGGACACA ACCATGCGGG GTGGCCGCCT GGGGGTCTTC TGCTTCTCCC AGGAGAACAT 2220 

CATCTGGGCC AACCTGCGTT ACCGCTGCAA TGACACCATC CCAGAGGACT ATGAGACCCA 2280 

TCAGCTGCGG CAAGCCTAGG GACCAGGGTG AGGACCCGCC GGATGACAGC CACCCTCACC 2340 

GCGGCTGGAT GGGGGCTCTG CACCCAGCCC AAGGGGTGGC CGTCCTGAGG GGGAAGTGAG 2400 
AAGGGCTCAG AGAGGACAAA ATAAAGTGTG TGTGCAGGG 

Seq ID NO: 46 Protein sequence 
Protein Accession 8: NP_0O0086.1 

1 11 21 31 41 51 

I I 1 I I I 

MVPDTACVLL LTLAALGASG QGQSPLGSDL GPQMLRELQE TNAALQDVRD WLRQQVREIT 60 

FLKNTVMECD ACGMQQSVRT GLPSVRPLLH CAPGFCFPGV ACIQTESGGR CGPCPAGFTG 120 

NGSHCTDVNE CNAHPCFPRV RCINTSPGFR CEACPPGYSG PTHQGVGLAP AKANKQVCTD 180 

INECETGQHM CVPNSVCINT RGSFQCGPOQ PGFVGDQASG CQRGAQRFCP DGSPSECHEH 240 

ADCVLERDGS RSCVCRVGWA GNGILCGRDT DZjDGFPDEKL RCPEPQCRKD NCVTVPNSGQ 300 

EDVDRDGIGD ACDPDADGDG VPNEKDNCPL VRNPDQRNTD EDKWGDACDN CRSQKNDDQK 360 

DTDQDGRGDA CDDDIDGDRI RNQADNCPRV PNSDQKDSDG DGIGDACDNC PQKSNPDQAD 420 

VDHDFVGDAC DSDQDQDGDG HQDSRDNCPT VPNSAQEDSD HDGQGDACDD DDDNDGVPDS 480 

RDNCRLVPNP GQEDADRDGV GDVCQDDFDA DKWDKIDVC PENAEVTLTD FRAFQTWLD 540 

PEGDAQIDPN WWLNQGREI VQTMNSDPGL AVGYTAFNGV DFEGTFHVNT VTDDDYAGPI 600 

FGYQDSSSFY WMWKQMEQT YWQANPFRAV AEPGIQLKAV KSSTGPGEQL RNALWHTGDT 660 

ESQVRLLWKD PRNVGWKDKK SYRWFLQHRP QVGYIRVRFY EGPELVADSN WLDTTMRGG 720 
RLGVFCFSQE NIIWANLRYR CNDTIPEDYE THQLRQA 

Seq ID NO: 47 DNA sequence 

Nucleic Acid Accession #: NM_001565.1 

Coding sequence: 67.. 3 63 

1 11 21 31 41 51 

I I I I I I 

GAGACATTCC TCAATTGCTT AGACATATTC TGAGCCTACA GCAGAGGAAC CTCCAGTCTC 60 

AGCACCATGA ATCAAACTGC GATTCTGATT TGCTGCCTTA TCTTTCTGAC TCTAAGTGGC 120 

ATTCAAGGAG TACCTCTCTC TAGAACCGTA CGCTGTACCT GCATCAGCAT TAGTAATCAA 180 

CCTGTTAATC CAAGGTCTTT AGAAAAACTT GAAATTATTC CTGCAAGCCA ATTTTGTCCA 240 

CGTGTTGAGA TCATTGCTAC AATGAAAAAG AAGGGTGAGA AGAGATGTCT GAATCCAGAA 300 

TCGAAGGCCA TCAAGAATTT ACTGAAAGCA GTTAGCAAGG AAATGTCTAA AAGATCTCCT 360 

TAAAACCAGA GGGGAGCAAA ATCGATGCAG TGCTTCCAAG GATGGACCAC ACAGAGGCTG 420 

CCTCTCCCAT CACTTCCCTA CATGGAGTAT ATGTCAAGCC ATAATTGTTC TTAGTTTGCA 480 

GTTACACTAA AAGGTGACCA ATGATGGTCA CCAAATCAGC TGCTACTACT CCTGTAGGAA 540 

GGTTAATGTT CATCATCCTA AGCTATTCAG TAATAACTCT ACCCTGGCAC TATAATGTAA 600 

GCTCTACTGA GGTGCTATGT TCTTAGTGGA TGTTCTGACC CTGCTTCAAA TATTTCCCTC 660 

ACCTTTCCCA TCTTCCAAGG GTACTAAGGA ATCTTTCTGC TTTGGGGTTT ATCAGAATTC 720 

TCAGAATCTC AAATAACTAA AAGGTATGCA ATCAAATCTG CTTTTTAAAG AATGCTCTTT 780 

ACTTCATGGA CTTCCACTGC CATCCTCCCA AGGGGCCCAA ATTCTTTCAG TGGCTACCTA 840 

CATACAATTC CAAACACATA CAGGAAGGTA GAAATATCTG AAAATGTATG TGTAAGTATT 900 

CTTATTTAAT GAAAGACTGT ACAAAGTATA AGTCTTAGAT GTATATATTT CCTATATTGT 960 

TTTCAGTGTA CATGGAATAA CATGTAATTA AGTACTATGT ATCAATGAGT AACAGGAAAA 1020 

TTTTAAAAAT ACAGATAGAT ATATGCTCTG CATGTTACAT AAGATAAATG TGCTGAATGG 10 B0 
TTTTCAAATA AAAATGAGGT ACTCTCCTGG AAATATTAAG 

Seq ID NO: 48 Protein sequence 
Protein Accession #: NPJJ01556.1 

1 11 21 31 41 51 

I I I I I I 

MNQTAILICC LIFLTLSGIQ GVPLSRTVRC TCISISNQPV NPRSLEKLEI IPASQFCPRV 60 
EIIATMKKKG ERRCLNPESK AIKNLLKAVS KEMSKRSP 

Seq ID NO: 49 DNA sequence 

Nucleic Acid Accession XM_057014 

Coding sequence: 14 3.. 874 
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i 
I 

GGQAGGGAGA 
CGCGGCGGAG 
CGCTGCCCGG 
CCGCGGCCTC 
CCCCAAGGGG 
AATGTGCTTA 
CATTCCGGGT 
TCTGAGGGAA 
ATTGAATTAT 
AAATAGTGCT 
CTGTCAGCGT 
AGCTATAATT 
CACTTCTTCT 
CTGGGTTGGC 
TTCTCGCATC 
TTTTTTTATT 
CATCTGAATG 
TTTAAATCTA 
TGGTTAGAAT 
GGTCTTTTGT 
TGTACAATTT 
CAACCTTAAA 



11 

i 

GAGGCGCGCG 
CCAGACGCTG 
CAGCCGGGAG 
CTGCTGCTCC 
AAGCAAAAGG 
CAAGGGCCAG 
ACACCTGGGA 
AGCTTTGAGG 
GGCATAGATC 
CTAAGAGTTT 
TGGTATTTCA 
TATTTGGACC 
GTGGAAGGAC 
ACTTGTTCAG 
ATTATTGAAG 
ATGCCTTGGA 
AAAAGCAAAG 
GCATTATTCA 
ACTTTCTTCA 

GTAAATGTTA 
AAAAAAAAAA 



21 
I 

GGTGAAAGGC 
ACCACGTTCC 
CCATGCGACC 
TGCTGCTGCA 
CGCAGCTCOG 
CAGGAGTGCC 
TCCCAGGTCG 
AGTCCTGGAC 
TTGGGAAAAT 
TGTTCAGTGG 
CATTCAATGG 
AAGGAAGCCC 
TTTGTGAAGG 
ATTACCCAAA 
AACTACCAAA 
ATGGTTCACT 
CTAAATATGT 
TTTTGCTTCA 
TAGTCACATT 
AGTATAGCAT 
AGAATTTTTT 



31 
I 

GCATTGATGC 
TCTCCTCGGT 
CCAGGGCCCC 
GCTGCCCGCG 
GCAGAGGGAG 
TGGTCGAGAC 
GGATGGATTC 
ACCCAACTAC 
TGCGGAGTGT 
CTCACTTOGG 
AGCTGAATGT 
TGAAATGAAT 
AATTGGTGCT 
AGGAGATGCT 
ATAAATGCTT 
TAAATGACAT 
TTACAGACCA 
ATCAAAAGTG 
CTCTCAACCT 
TTTTAAAAAA 
TTATATCTGT 




CCGTCGAGCG 
GTGGTGGACC 
GGGAGCCCTG 
AAAGGAGAAA 
AAGCAGTGTT 
ACATTTACAA 
CTAAAATGCA 
TCAGGACCTC 
TCAACAATTA 
GGATTAGTGG 
TCTACTGGAT 
TAATTTTCAT 
TTTAAATAAG 
AAGTGTGATT 
GTTTCAATAT 
ATAATTTGGA 
ATATAAAAGC 
TAAATAAAAA 



51 

I 

GGCCTCGGAG 
TCCAGCTCCG 
CGCAGCGGCT 
CCTCTGAGAT 
TGTATAATGG 
GGGCCAATGG 
AGGGGGAATG 
CATGGAGTTC 
AGATGCGTTC 
GAAATGCATG 
TTCCCATTGA 
ATATTCATCG 
ATGTTGCTAT 
GGAATTCAGT 
TTGCTACCTC 
TTTATGTATA 
TCACACTGTT 
TTTTTTTAGT 
ATATTGTTGT 
TACCAATCTT 
TTATTTCCAA 



60 
120 
180 
240 
300 
360 
420 
460 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 



Seq ID NO: 50 Protein sequence 
Protein Accession #t XP__057014 



1 11 21 31 41 51 

I I I I I I 

MRPQGPAASP QRLRGLLLLL LLQLPAPSSA SEIPKGKQKA QLRQREWDL YNGMCLQGPA 60 

GVPGRDGSPG ANGIPGTPGI PGRDGPKGEK GECLRESFEE SWTPNYKQCS WSSLNYGIDL 120. 

GKIAECTFTK MRSNSALRVL FSGSLRLKCR NACCQRWYFT FNGAECSGPL PIEAIIYLDQ 180 

GSPEMNSTIN IHRTSSVEGL CEGIGAGLVD VAIWVGTCSD YPKGDASTGW NSVSRIIIEE 240 
LPK 

Seq ID NO: 51 DNA sequence 

Nucleic Acid Accession #r NMJI20974 

Coding sequence: 81.. 3080 

1 11 21 31 41 51 

I I I I I I 

GGCGTCCGCG CACACCTCCC CGCGCCGCCG CCGCCACCGC CCGCACTCCG COGCCTCTGC 60 

COGCAACCGC TGAGCCATCC ATGGGGGTCG CGGGCCGCAA CCGTCCCGGG GCGGCCTGGG 120 

CGGTGCTGCT GCTGCTGCTG CTGCTGCCGC CACTGCTGCT GCTGGCGGGG GCCGTCCOGC 180 

CGGGTCGGGG CCGTGCCGCG GGGCCGCAGG AGGATGTAGA TGAGTGTGCC CAAGGGCTAG 240 

ATGACTGCCA TGCCGACGCC CTGTGTCAGA ACACACCCAC CTCCTACAAG TGCTCCTGCA 300 

AGCCTGGCTA CCAAGGGGAA GGCAGGCAGT GTGAGGACAT CGATGAATGT GGAAATGAGC 360 

TCAATGGAGG CTGTGTCCAT GACTGTTTGA ATATTCCAGG CAATTATCGT TGCACTTGTT 420 

TTGATGGCTT CATGTTGGCT CATGACGGTC ATAATTGTCT TGATGTGGAC GAGTGCCTGG 480 

AGAACAATGG CGGCTGCCAG CATACCTGTG TCAACGTCAT GGGGAGCTAT GAGTGCTGCT 540 

GCAAGGAGGG GTTTTTCCTG AGTGACAATC AGCACACCTG CATTCACOGC TOGGAAGAGG 600 

GCCTGAGCTG CATGAATAAG GATCACGGCT GTAGTCACAT CTGCAAGGAG GCCCCAAGGG 660 

GCAGCGTCGC CTGTGAGTGC AGGCCTGGTT TTGAGCTGGC CAAGAACCAG AGAGACTGCA 720 

TCTTGACCTG TAACCATGGG AACGGTGGGT GCCAGCACTC CTGTGACGAT ACAGCCGATG 780 

GCCCAGAGTG CAGCTGCCAT CCACAGTACA AGATGCACAC AGATGGGAGG AGCTGCCTTG 840 

AGOGAGAGGA CACTGTCCTG GAGGTGACAG AGAGCAACAC CACATCAGTG GTGGATGGGG 900 

ATAAACGGGT GAAACGGCGG CTGCTCATGG AAACGTGTGC TGTCAACAAT GGAGGCTGTG 960 

ACCGCACCTG TAAGGATACT TCGACAGGTG TCCACTGCAG TTGTCCTGTT GGATTCACTC 1020 

TCCAGTTGGA TGGGAAGACA TGTAAAGATA TTGATGAGTG CCAGACCCGC AATGGAGGTT 1080 

GTGATCATTT CTGCAAAAAC ATCGTGGGCA GTTTTGACTG CGGCTGCAAG AAAGGATTTA 1140 

AATTATTAAC AGATGAGAAG TCTTGCCAAG ATGTGGATGA GTGCTCTTTG GATAGGACCT 1200 

GTGACCACAG CTGCATCAAC CACCCTGGCA CATTTGCTTG TGCTTGCAAC CGAGGGTACA 1260 

CCCTGTATGG CTTCACCCAC TGTGGAGACA CCAATGAGTG CAGCATCAAC AACGGAGGCT 1320 

GTCAGCAGGT CTGTGTGAAC ACAGTGGGCA GCTATGAATG CCAGTGCCAC CCTGGGTACA 1380 

AGCTCCACTG GAATAAAAAA GACTGTGTGG AAGTGAAGGG GCTCCTGCCC ACAAGTGTGT 1440 

CACCCCGTGT GTCCCTGCAC TGCGGTAAGA GTGGTGGAGG AGACGGGTGC TTCCTCAGAT 1500 

GTCACTCTGG CATTCACCTC TCTTCAGATG TCACCACCAT CAGGACAAGT GTAACCTTTA 1560 

AGCTAAATGA AGGCAAGTGT AGTTTGAAAA ATGCTGAGCT GTTTCCCGAG GGTCTGCGAC 1620 

CAGCACTACC AGAGAAGCAC AGCTCAGTAA AAGAGAGCTT CCGCTACGTA AACCTTACAT 1680 

GCAGCTCTGG CAAGCAAGTC CCAGGAGCCC CTGGCCGACC AAGCACCCCT AAGGAAATGT 1740 

TTATCACTGT TGAGTTTGAG CTTGAAACTA ACCAAAAGGA GGTGACAGCT TCTTGTGACC 1800 

TGAGCTGCAT CGTAAAGCGA ACCGAGAAGC GGCTCCGTAA AGCCATCCGC ACGCTCAGAA 1860 

AGGCCGTCCA CAGGGAGCAG TTTCACCTCC AGCTCTCAGG CATGAACCTC GACGTGGCTA 1920 

AAAAGCCTCC CAGAACATCT GAACGCCAGG CAGAGTCCTG TGGAGTGGGC CAGGGTCATG 1980 

CAGAAAACCA ATGTGTCAGT TGCAGGGCTG GGACCTATTA TGATGGAGCA OGAGAAGGCT 2040 

GCATTTTATG TCCAAATGGA ACCTTCCAAA ATGAGGAAGG ACAAATGACT TGTGAACCAT 2100 

GCCCAAGACC AGGAAATTCT GGGGCCCTGA AGACCCCAGA AGCTTGGAAT ATGTCTGAAT 2160 

GTGGAGGTCT GTGTCAACCT GGTGAATATT CTGCAGATGG CTTTGCACCT TGCCAGCTCT 2220 

GTGCCCTGGG CACGTTCCAG CCTGAAGCTG GTCGAACTTC CTGCTTCCCC TGTGGAGGAG 2280 

GCCTTGCCAC CAAACATCAG GGAGCTACTT CCTTTCAGGA CTGTGAAACC AGAGTTCAAT 2340 

GTTCACCTGG ACATTTCTAC AACACCACCA CTCACCGATG TATTCGTTGC CCAGTGGGAA 2400 

CATACCAGCC TGAATTTGGA AAAAATAATT GTGTTTCTTG CCCAGGAAAT ACTACGACTG 2460 

ACTTTGATGG CTCCACAAAC ATAACCCAGT GTAAAAACAG AAGATGTGGA GGGGAGCTGG 2520 
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GAGATTTCAC TGGGTACATT GAATCCCCAA ACTACCCAGG CAATTACCCA GCCAACACCG 2580 

AGTGTACGTG GACCATCAAC CCACCCCCCA AGCGCCGCAT CCTGATCGTG GTCCCTGAGA 2640 

TCTTCCTGCC CATAGAGGAC GACTGTGGGG ACTATCTGGT GATGCGGAAA ACCTCTTCAT 2700 

CCAATTCTGT GACAACATAT GAAACCTGCC AGACCTACGA ACGCCCCATC GCCTTCACCT 2760 

5 CCAGGTCAAA GAAGCTGTGG ATTCAGTTCA AGTCCAATGA AGGGAACAGC GCTAGAGGGT 2820 

TCCAGGTCCC ATACGTGACA TATGATGAGG ACTACCAGGA ACTCATTGAA GACATAGTTC 2880 

GAGATGGCAG GCTCTATGCA TCTGAGAACC ATCAGGAAAT ACTTAAGGAT AAGAAACTTA 2940 

TCAAGGCTCT GTTTGATGTC CTGGCCCATC CCCAGAACTA TTTCAAGTAC ACAGCCCAGG 3000 

AGTCCCGAGA GATGTTTCCA AGATCGTTCA TCCGATTGCT ACGTTCCAAA GTGTCCAGGT 3060 

10 TTTTGAGACC TTACAAATGA CTCAGCCCAC GTGCCACTCA ATACAAATGT TCTGCTATAG 3120 

GGTTGGTGGG ACAGAGCTGT CTTCCTTCTG CATGTCAGCA CAGTCGGGTA TTGCTGCCTC 3180 

CCGTATCAGT GACTCATTAG AGTTCAATTT TTATAGATAA TACAGATATT TTGGTAAATT 3240 

GAACTTGGTT TTTCTTTCCC AGCATCGTGG ATGTAGACTG AGAATGGCTT TGAGTGGCAT 3300 

CAGCTTCTCA CTGCTGTGGG CGGATGTCTT GGATAGATCA CGGGCTGGCT GAGCTGGACT 3360 

15 TTGGTCAGCC TAGGTGAGAC TCACCTGTCC TTCTGGGGTC TTACTCCTCC TCAAGGAGTC 3420 

TGTAGTGGAA AGGAGGCCAC AGAATAAGCT GCTTATTCTG AAACTTCAGC TTCCTCTAGC 34 BO 

CCGGCCCTCT CTAAGGGAGC CCTCTGCACT CGTGTGCAGG CTCTGACCAG GCAGAACAGG 3540 

CAAGAGGGGA GGGAAGGAGA CCCCTGCAGG CTCCCTCCAC CCACCTTGAG ACCTGGGAGG 3600 

ACTCAGTTTC TCCACAGCCT TCTCCAGCCT GTGTGATACA AGTTTGATCC CAGGAACTTG 3660 

20 AGTTCTAAGC AGTGCTCGTG AAAAAAAAAA GCAGAAAGAA TTAGAAATAA ATAAAAACTA 3720 
AGCACTTCTG GAGACAT 

Seq ID NO: 52 Protein sequence 
^ Protein Accession #: NP_066025 

1 11 21 31 41 51 

I I I I I I 

MGVAGRNRPG AAWAVLLLLL LLPPLLLLAG A V P PGRGRAA GPQEDVDECA QGLDDCHADA 60 

LCQNTPTSYK CSCKPGYQGE GRQCEDIDEC GNELNGGCVH DCLNIPGNYR CTCFDGPMLA 120 

30 HDGHNCLDVD ECLENNGGCQ HTCVNVMGSY ECCCKEGFFL SDNQHTCIHR SEEGLSCMNK 180 

DHGCSHICKE APRGSVACEC RPGFELAKNQ RDCILTCNHG KGGCQHSCDD TADGPECSCH 240 

PQYKMHTDGR SCLEREDTVL EVTESNTTSV VDGDKRVKRR LIMETCAVNN GGCDRTCKDT 300 

STGVHCSCPV GFTLQLDGKT CKDIDECQTR NGGCDHFCKN IVGSFDCGCK KGFKLIiTDBK 360 

SOQDVDECSL DRTCDHSCIN HPGTFACACN RGYTLYGFTH CGDTNECSIN NGGCQQVCVN 420 

35 TVGSYECQCH PGYKLHWNKK DCVEVKGLLP TSVSPRVSLH CGKSGGGDGC PLRCHSGIHL 480 

SSDVTTIRTS VTFKLNEGKC SLKNAELFPE GLRPALPEKH SSVKESFRYV NLTCSSGKQV 540 

PGAPGRPSTP KEMFITVEFE LETNQKEVTA SCDLSCIVKR TEKRLRKAIR TLRKAVHREQ 600 

FHLQLSGMNL DVAKKPPRTS ERQAESCGVG QGHAENQCVS CRAGTYYDGA RERCILCPNG 660 

TFQNEEGQMT CEPCPRPGNS GALKTPEAWN MSECGGLCQP GEYSADGFAP CQLCALGTFQ 720 

40 PEAGRTSCFP CGGGIATKHQ GATSFQDCET RVQCSPGHFY NTTTHRCIRC PVGTYQPEFG 780 

KNNCVSCPGN TTTDFDGSTN ITQCKNRRCG GELGDFTGYI ESPNYPGNYP ANTE CTW TIN 840 

PPPKRRILIV VPEIPLPIED DCGDYLVMRK. TSSSNSVTTY ETCQTYERPI AFTSRSKKLW 900 

IQFKSNEGNS ARGFQVPYVT YDEDYQELIE DIVRDGRLYA SENHQEILKD KKLIKALFDV 960 
. LAHPQNYFKY TAQESREMFP RSPIRLLRSK VSRFLRPYK 

45 

Seq ID NO: 53 DNA sequence 

Nucleic Acid Accession #i NM_014211 

Coding sequence: 157.. 1479 

50 1 11 21 31 41 51 

I I I i I I 

GGGACAGGGC TGAGGATGAG GAGAACCCTG GGGACCCAGA AGACCGTGCC TTGCCCGGAA 60 

GTCCTGCCTG TAGGCCTGAA GGACTTGCCC TAACAGAGCC TCAACAACTA CCTGGTGATT 120 

CCTACTTCAG CCCCTTGGTG TGAGCAGCTT CTCAACATGA ACTACAGCCT CCACTTGGCC 180 

55 TTCGTGTGTC TGAGTCTCTT CACTGAGAGG ATGTGCATCC AGGGGAGTCA GTTCAACGTC 240 

GAGGTCGGCA GAAGTGACAA GCTTTCCCTG CCTGGCTTTG AGAACCTCAC AGCAGGATAT 300 

AACAAATTTC TCAGGCCCAA TTTTGGTGGA GAACCCGTAC AGATAGCGCT GACTCTGGAC 360 

ATTGCAAGTA TCTCTAGCAT TTCAGAGAGT AACATGGACT ACACAGCCAC CATATACCTC 420 

^ CGACAGCGCT GGATGGACCA GCGGCTGGTG TTTGAAGGCA ACAAGAGCTT CACTCTGGAT 480 

60 GCCCGCCTCG TGGAGTTCCT CTGGGTGCCA GATACTTACA TTGTGGAGTC CAAGAAGTCC 540 

TTCCTCCATG AAGTCACTGT GGGAAACAGG CTCATCCGCC TCTTCTCCAA TGGCACGGTC 600 

CTGTATGCCC TCAGAATCAC GACAACTGTT GCATGTAACA TGGATCTGTC TAAATACCCC 660 

ATGGACACAC AGACATGCAA GTTGCAGCTG GAAAGCTGGG GCTATGATGG AAATGATGTG 720 

GAGTTCACCT GGCTGAGAGG GAACGACTCT GTGCGTGGAC TGGAACACCT GCGGCTTGCT 780 

65 CAGTACACCA TAGAGCGGTA TTTCACCTTA GTCACCAGAT CGCAGCAGGA GACAGGAAAT 840 

TACACTAGAT TGGTCTTACA GTTTGAGCTT CGGAGGAATG TTCTGTATTT CATTTTGGAA 900 

ACCTACGTTC CTTCCACTTT CCTGGTGGTG TTGTCCTGGG TTTCATTTTG GATCTCTCTC 960 

GATTCAGTCC CTGCAAGAAC CTGCATTGGA GTGACGACCG TGTTATCAAT GACCACACTG 1020 

ATGATCGGGT CCCGCACTTC TCTTCCCAAC ACCAACTGCT TCATCAAGGC CATCGATGTG 1080 

70 TACCTGGGGA TCTGCTTTAG CTTTGTGTTT GGGGCCTTGC TAGAATATGC AGTTGCTCAC 1140 

TACAGTTCCT TACAGCAGAT GGCAGCCAAA GATAGGGGGA CAACAAAGGA AGTAGAAGAA 1200 

GTCAGTATTA CTAATATCAT CAACAGCTCC ATCTCCAGCT TTAAACGGAA GATCAGCTTT 1260 

GCCAGCATTG AAATTTCCAG CGAGAACGTT GACTACAGTG ACTTGACAAT GAAAACCAGC 1320 

GACAAGTTCA AGTTTGTCTT CCGAGAAAAG ATGGGCAGGA TTGTTGATTA TTTCACAATT 1380 

75 CAAAACCCCA GTAATGTTGA TCACTATTCC AAACTACTGT TTCCTTTGAT TTTTATGCTA 1440 

GCCAATGTAT TTTACTGGGC ATACTACATG TATTTTTGAG TCAATGTTAA ATTTCTTGCA 1500 

TGCCATAGGT CTTCAACAGG ACAAGATAAT GATGTAAATG GTATTTTAGG CCAAGTGTGC 1560 

ACCCACATCC AATGGTGCTA CAAGTGACTG AAATAATATT TGAGTCTTTC TGCTCAAAGA 1620 

ATGAAGCTCC AACCATTGTT CTAAGCTGTG TAGAAGTCCT AGCATTATAG GATCTTGTAA 1680 

80 TAGAAACATC AGTCCATTCC TCTTTCATCT TAATCAAGGA CATTCCCATG GAGCCCAAGA 1740 

TTACAAATGT ACTCAGGGCT GTTTATTOGG TGGCTCCCTG GTTTGCATTT ACCTCATATA 1800 

AAGAATGGGA AGGAGACCAT TGGGTAACCC TCAAGTGTCA GAAGTTGTTT CTAAAGTAAC I860 

TATACATGTT TTTTACTAAA TCTCTGCAGT GCTTATAAAA TACATTGTTG CCTATTTAGG 1920 

GAGTAACATT TTCTAGTTTT TGTTTCTGGT TAAAATGAAA TATGGGCTTA TGTCAATTCA 1980 
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TTGGAAGTCA 
ATACCACAAC 
AGTGAAGAAA 
GGATTCCCCA 
TTTATTATTA 
GGAAATGGAA 
AGGCTTGCAG 
AAAGTACTGG 
GAGCAACACT 
TGCTCTAATG 
GGCTTAGCTT 
TGAGTGGCTT 
AACAATGAGA 
CCAGCCAGAG 
AGTGTGCCAG 
TTAATTTCTT 
ACCAAGGCTC 
CTTTTCCCAT 
ACAAAATATT 
TATGAGCCAA 
AACCCCACTT 
AATATACCAT 



ATGCACTAAC 
AGAATTATCC 
AAATTAGTAG 
TACTGGAAGG 
TACACACATC 
GATTTTTTTG 
AATTGAGTCC 
GTTGACTCAG 
CTCCCAGTGG 
ATCAGGAATG 
AAGTAAACTT 
ATCCCGCATG 
CACGTTACAG 
ATGCACATTC 
GGTAAAGGCT 
AGCTTCCTGT 
TAAAAGATGA 
TATACTTCTC 
TCTAACGGGA 
TCATATTTGT 
AAGCATTGTT 
ATTAGCTACC 



TCAATACCAA 
CCAATTTCCA 
ATCAACAATC 
ACTCTGAGGC 
CATCCTAAAC 
TAACTTGTTC 
ATTTTCTAGC 
AGAGTCGCTG 
CAGATCCCCT 
ATGCTTATTA 
GGCTTTGCTC 
AGCAGGAGCG 
AACCTATGTT 
CTCGGCCAGT 
TCCAGTTCAG 
TCTAATAAAT 
TTTCCCTTCT 
ACAATTCAGT 
ATGGGTGGGA 
GATTTTTTAA 
TTTATATAAA 
CACC 



GATGAGTTTT 
ATAAGTCCTA 
TAAACAAATC 
TTTATTCCCC 
TATACTAAAG 
TAGAAGTCTT 
TGCCTTTATT 
TCATTCTGTC 
GTATCATTCC 
GAAAACAAAC 
AGATCCCTGA 
TGCTGGCCCT 
CAGGTTGCGG 
CTCAGCCAAC 
CCTCAGTTAT 
GCACGGCTTT 
GTAACTCCCT 
TTCTATGAGT 
GTGCTGGTGA 
AAAAAGTTTA 
AACAATGATA 



TAAATAATGA 
TCATTGAAAA 
CCTCGGTTCT 
CACTATGCAT 
CCCTTTTCCC 
AATATGGGCT 
CACATAGTGA 
ATTGCTGCTA 
AAGAGGAGCA 
TGCTTGACCC 
TCCTTCCAGC 
GAGTACTGAA 
GTGAGCTGCC 
AGTACCAAAA 
TTTAGACAAT 
ACCTTTCCTG 
AGAGCCACAG 
TTGATCACCT 
AAAGAGATGA 
AAAGGAAATA 
AAGATGTGAA 



ATATTATTTA 
TTCAAATATA 
AAGATACAAT 
ATCTTATCAT 
ATGCATGGAT 
GTTGCCATGA 
TGGGGTACTA 
CTCTAACACT 
TTCATCCCTT 
AGGAACAAGT 
TGGTCTGCTC 
CTTTCTGAGT 
CTCTCCAAAT 
GTGATTTTTG 
CTCGCCATCT 
TCAGAAATAA 
GTTCTCATTC 
GATTTTTTTA 
AATGTGGTTG 
TCTGTTCTGA 
CTGTGAAATA 



2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
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MNYSLHLAPV 
VQIALTLDIA 
YIVESKKSPL 
WGYDGNDVEF 
NVLYFILETY 
CFIKAIDVYL 
SPKRKISFAS 
LFPLIFMLAN 



11 
I 

CLSLFTERMC 
SISSISESNM 
HEVTVGNRIjI 
TWLRGNDSVR 
VPSTFLWLS 
GICFSFVPGA 
IEISSDNVDY 
VFYWAYYMYF 



21 
I 

IQGSQFNVEV 
DYTATIYLRQ 
RLFSNGTVLY 
GLEHLRLiAQY 
WVSFWISLDS 
LLEYAVAHYS 
SDLTMKTSDK 



31 
I 

GRSDKLSLPG 
RWMDQRLVFE 
ALRITTTVAC 
TIERYFTLVT 
VPARTCIGVT 
SLQQMAAKDR 
FKFVFREKMG 



41 

I 

FENLTAGYNK 
GNKSFTLDAR 
NMDLSKYPMD 
RSQQETGNYT 
TVLSMTTLMI 
GTTKEVEEVS 
RIVDYFTIQN 



51 

1 

PLRPNFGGEP 
LVEFLWVPDT 
TQTCKLQLES 
RLVLQFELRR 
GSRTSLPNTN 
ITNIINSSIS 
PSNVDHYSKL 



60 
120 
180 
240 
300 
360 
420 



Seq ID NO: 55 DNA sequence 

Nucleic Acid Accession ft: XM_0B4007 

Coding sequence: 138.. 2405 



1 11 

I I 
CTCGTGCCGA ATTCGGCACG 
CCAGTGGGCC CGTGTGGAAC 
GCGGAGACGA AGGCGCAATG 
TCTCTGTCAC AAATCCCCTT 
AAATTAGTCC GAATTGGGAA 
ATCATCTACA ACAGCTTTTC 
TCAGAAAATT ACTTCAAAAT 
ACCACGACCA TCACTCAGAC 
AGCATCACTC AGACCACGAG 
CTGCTTCTGG TAAAAATAAG 
GTAAAGATCC TAGAAACAGC 
GAAGGAATGT CAAGGACAGT 
TCTCTGAAGG AACTCACTTT 
CCAAAGATGT AAGCAGCTCC 
TGGCTGGTAG GAAAACAAAT 
GAAACACAAA TGAAAATCCT 
GCATGGGCAT CCAGGTTCCG 
TCAACCAAAT TGATGCTAGA 
CTCCAAAGAC CTATTCATTA 
TCAGTTTCCT GTCTCTGCTG 
AATTTCTCCT GAGTTTCCTT 
TACACCTTCT TCCACATTCT 
CAATGGAAAT GAAAAGAGGA 
GTGCCTATTT TGATTCCACG 
TTCTTGTTGA ACATGTCCTC 
AGAAGAAACC TGAAAATGAT 
CTCAACTTTC AACAAATGAG 
GAGCAGACTC ACAAGAGCCC 
AAGAGGTCAT GATAGCTCAT 
GGTGCAAGAA TAAATGCCAT 
TTCACCACCA TCATGACTAC 
CTCACAGTCA CAGCCAGCGC 
TGGCCTGGAT GGTGATAATG 
GTGCTGCTTT TACTGAAGGC 
ATGAGTTGCC TCATGAATTA 
AGCAGGCTGT CCTTTATAAT 
GAATTTTCAT TGGTCATTAT 
GCTTATTCAT GTATGTTGCT 
GTGACCATGG ATGTAGCCGC 
GTTTTGGAAT TATGTTACTT 
TCTAGTTAAG GTTTAAATGC 



21 31 41 51 

I I I I 

AGACCGCGTG TTCGCGCCTG GTAGAGATTT CTCGAAGACA 60 

CAAACCTGCG CGCGTGGCCG GGCCGTGGGA CAACGAGGCC 120 

GCGAGGAAGT TATCTGTAAT CTTGATCCTG ACCTTTGCCC 180 

CATGAACTAA AAGCAGCTGC TTTCCCCCAG ACCACTGAGA 240 

TCTGGCATTA ATGTTGACTT GGCAATTTCC ACACGGCAAT 300 

TACCGCTATG GAGAAAATAA TTCTTTGTCA GTTGAAGGGT 360 

ATAGGCATAG ATAAGATTAA AAGAATCCAT ATACACCATG 420 

CACGAGCATC ACTCAGACCA TGAGCGTCAC TCAGACCATG 480 

CATCACTCTO ACCATGATCA TCACTCCCAC CATAATCATG 540 

CGAAAAGCTC TTTGOCCAGA CCATGACTCA GATAGTTCAG 600 

CAGGGGAAAG GAGCTCACCG ACCAGAACAT GCCAGTGGTA 660 

GTTAGTGCTA GTGAAGTGAC CTCAACTGTG TACAACACTG 720 

CTAGAGACAA TAGAGACTCC AAGACCTGGA AAACTCTTCC 780 

ACTCCACCCA GTGTCACATC AAAGAGCCGG GTGAGCCGGC 840 

GAATCTGTGA GTGAGCCCCG AAAAGGCTTT ATGTATTCCA 900 

CAGGAGTGTT TCAATGCATC AAAGCTACTG ACATCTCATG 960 

CTGAATGCAA CAGAGTTCAA CTATCTCTGT CCAGCCATCA 1020 

TCTTGTCTGA TTCATACAAG TGAAAAGAAG GCTGAAATCC 1080 

CAAATAGCCT GGGTTGGTGG TTTTATAGCC ATTTCCATCA 1140 

GGGGTTATCT TAGTGCCTCT CATGAATCGG GTGTTTTTCA 1200 

GTGGCACTGG CCGTTGGGAC TTTGAGTGGT GATGCTTTTT 1260 

CATGCAAGTC ACCACCATAG TCATAGCCAT GAAGAACCAG 1320 

CCACTTTTCA GTCATCTGTC TTCTCAAAAC ATAGAAGAAA 1380 

TGGAAGGGTC TAACAGCTCT AGGAGGCCTG TATTTCATGT 1440 

ACATTGATCA AACAATTTAA AGATAAGAAG AAAAAGAATC 1500 

GATGATGTGG AGATTAAGAA GCAGTTGTCC AAGTATGAAT 1560 

GAGAAAGTAG ATACAGATGA TCGAACTGAA GGCTATTTAC 1620 

TCCCACTTTG ATTCTCAGCA GCCTGCAGTC TTGGAAGAAG 1680 

GCTCATCCAC AGGAAGTCTA CAATGAATAT GTACCCAGAG 1740 

TCACATTTCC ACGATACACT CGGCCAGTCA GACGATCTCA 1800 

CATCATATTC TCCATCATCA CCACCACCAA AACCACCATC 1860 

TACTCTCGGG AGGAGCTGAA AGATGCCGGC GTCGCCACTT 1920 

GGTGATGGCC TGCACAATTT CAGCGATGGC CTAGCAATTG 1980 

TTATCAAGTG GTTTAAGTAC TTCTGTTGCT GTGTTCTGTC 2040 

GGTGACTTTG CTGTTCTACT AAAGGCTGGC ATGACCGTTA 2100 

GCATTGTCAG CCATGCTGGC GTATCTTGGA ATGGCAACAG 2160 

GCTGAAAATG TTTCTATGTG GATATTTGCA CTTACTGCTG 2220 

CTGGTTGATA TGGTACCTGA AATGCTGCAC AATGATGCTA 2280 

TGGGGGTATT TCTTTTTACA GAATGCTGGG ATGCTTTTGG 2340 

ATTTCCATAT TTGAACATAA AATCGTGTTT CGTATAAATT 2400 

TAGAGTAGCT TAAAAAGTTG TCATAGTTTC AGTAGGTCAT 2460 
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AGGGAGATGA GTTTGTATGC TGTACTATGC AGCGTTTAAA GTTAGTGGGT TTTGTGATTT 2520 

TTGTATTGAA TATTGCTGTC TGTTACAAAG TCAGTTAAAG GTACGTTTTA ATATTTAAGT 2580 

TATTCTATCT TGGAGATAAA ATCTGTATGT GCAATTCACC GGTATTACCA GTTTATTATG 2640 

TAAACAAGAG ATTTGGCATG ACATGTTCTG TATGTTTCAG GGAAAAATGT CTTTAATGCT 2700 

5 TTTTCAAGAA CTAACACAGT TATTCCTATA CTGGATTTTA GGTCTCTGAA GAACTGCTGG 2760 

TGTTTAGGAA TAAGAATGTG CATGAAGCCT AAAATACCAA GAAAGCTTAT ACTGAATTTA 2820 

AGCAAAGAAA TAAAGGAGAA AAGAGAAGAA TCTGAGAATT GGGGAGGCAT AGATTCTTAT 2BB0 

AAAAATCACA AAATTTGTTG TAAATTAGAG GGGAGAAATT TAGAATTAAG TATAAAAAGG 2940 

CAGAATTAGT ATAGAGTACA TTCATTAAAC ATTTTTGTCA GGATTATTTC CCGTAAAAAC 3000 

10 GTAGTGAGCA CTCTCATATA CTAATTAGTG TACATTTAAC TTTGTATAAT ACAGAAATCT 3060 

AAATATATTT AATGAATTCA AGCAATATAC ACTTGACCAA GAAATTGGAA TTTCAAAATG 3120 

TTCGTGCGGG TTATATACCA GATGAGTACA GTGAGTAGTT TATGTATCAC CAGACTGGGT 3180 

TATTGCCAAG TTATATATCA CCAAAAGCTG TATGACTGGA TGTTCTGGTT ACCTGGTTTA 3240 

CAAAATTATC AGAGTAGTAA AACTTTGATA TATATGAGGA TATTAAAACT ACACTAAGTA 3300 

15 TCATTTGATT CGATTCAGAA AGTACTTTGA TATCTCTCAG TGCTTCAGTG CTATCATTGT 3360 

GAGCAATTGT CTTTATATAC GGTACTGTAG CCATACTAGG CCTGTCTGTG GCATTCTCTA 3420 
GATGTTTCTT TTTTACACAA TAAATTCCTT ATATCAGCTT G 

Seq ID NO: 56 Protein sequence 
20 Protein Accession #: XPJ>84007 

1 11 21 31 41 51 

I I I I I I 

MARKLSVILI LTFALSVTNP LHBLKAAAFP QTTEKISPNW ESGINVDLAI STRQYHLQQL 60 

25 PYRYGENNSL SVEGFRKLLQ NIGIDKIKRI HIHHDHDHHS DHEHHSDHER HSDHEHHSDH 120 

EHHSDHDHHS HHNHAASGKN KRKALCPDHD SDSSGKDPRN SQGKGAHRPB HASGRRNVKD 180 

SVSASEVTST VYNTVSEGTH FLETIETPRP GKLFPKDVSS STPPSVTSKS RVSRIAGRKT 240 

NESVSEPRKG FMYSRNTNEN PQECPNASKL LTSHGMGIQV PLNATEFNYL CPAIINQIDA 300 

RSCLIHTSEK KAEIPPKTYS LQIAWVGGFI AISIISFLSL LGVILVPLMN RVFFKFLLSF 360 

30 LVALAVGTLS GDAFLHLLPH SHASHHHSHS HEEPAMEMKR GPLFSHLSSQ NIEESAYFDS 420 

TWKGLTALGG LYFMFLVEHV LTLIKQFKDK KKKNQKKPEN DDDVEIKKQL SKYESQLSTN 480 

EEKVDTDDRT EGYLRADSQE PSHFDSQQPA VLEEEEVMIA HAHPQEVYKE YVPRGCKNKC 540 

HSHFHDTLGQ SDDLIHHHHD YHHILRKHHH QNHHPHSHSQ RYSREELKDA GVATLAWMVI 600 

MGDGLHNFSD GLAIGAAFTE GLSSGLSTSV AVFCHELPHE LGDFAVLLKA GMTVKQAVLY 660 

35 NALSAMLAYL GMATGIFIGH YAENVSMWIF ALTAGLFMYV ALVDMVPEML HNDASDHGCS 720 
RWGYFFLQNA GMLLGFG IML LISIFEHKIV FRINF 

Seq ID NO: 57 DNA sequence 
Nucleic Acid Accession NM_015419.1 
40 Coding sequence : 1 . - 8487 

1 11 21 31 41 51 

I I I I I I 

ATGCCCAAGC GCGCGCACTG GGGGGCCCTC TCCGTGGTGC TGATCCTGCT TTGGGGCCAT 60 

45 CCGCGAGTGG CGCTGGCCTG CCCGCATCCT TGTGCCTGCT ACGTCCCCAG CGAGGTCCAC 120 

TGCACGTTCC GATCCCTGGC TTCCGTGCCC GCTGGCATTG CTAGACACGT GGAAAGAATC 180 

AATTTGGGGT TTAATAGCAT ACAGGCCCTG TCAGAAACCT CATTTGCAGG ACTGACCAAG 240 

TTGGAGCTAC TTATGATTCA CGGCAATGAG ATCCCAAGCA TCCCCGATGG AGCTTTAAGA 300 

GACCTCAGCT CTCTTCAGGT TTTCAAGTTC AGCTACAACA AGCTGAGAGT GATCACAGGA 360 

50 CAGACCCTCC AGGGTCTCTC TAACTTAATG AGGCTGCACA TTGACCACAA CAAGATCGAG 420 

TTTATCCACC CTCAAGCTTT CAACGGCTTA ACGTCTCTGA GGCTACTCCA TTTGGAAGGA 480 

AATCTCCTCC ACCAGCTGCA CCCCAGCACC TTCTCCACGT TCACATTTTT GGATTATTTC 540 

AGACTCTCCA CCATAAGGCA CCTCTACTTA GCAGAGAACA TGGTTAGAAC TCTTCCTGCC 600 

AGCATGCTTC GGAACATGCC GCTTCTGGAG AATCTTTACT TGCAGGGAAA TCCGTGGACC 660 

55 TGCGATTGTG AGATGAGATG GTTTTTGGAA TGGGATGCAA AATCCAGAGG AATTCTGAAG 720 

TGTAAAAAQG ACAAAGCTTA TGAAGGCGGT CAGTTGTGTG CAATGTGCTT CAGTCCAAAG 780 

AAGTTGTACA AACATGAGAT ACACAAGCTG AAGGACATGA CTTGTCTGAA GCCTTCAATA 840 

GAGTCCCCTC TGAGACAGAA CAGGAGCAGG AGTATTGAGG AGGAGCAAGA ACAGGAAGAG 900 

GATGGTGGCA GCCAGCTCAT CCTGGAGAAA TTCCAACTGC CCCAGTGGAG CATCTCTTTG 960 

60 AATATGACCG ACGAGCACGG GAACATGGTG AACTTGGTCT GTGACATCAA GAAACCAATG 1020 

GATGTGTACA AGATTCACTT GAACCAAACG GATCCTCCAG ATATTGACAT AAATGCAACA 1080 

GTTGCCTTGG ACTTTGAGTG . TCCAATGACC CGAGAAAACT ATGAAAAGCT ATGGAAATTG 1140 

ATAGCATACT ACAGTGAAGT TCCCGTGAAG CTACACAGAG AGCTCATGCT CAGCAAAGAC 1200 

CCCAGAGTCA GCTACCAGTA CAGGCAGGAT GCTGATGAGG AAGCTCTTTA CTACACAGGT 1260 

65 GTGAGAGCCC AGATTCTTGC AGAACCAGAA TGGGTCATGC AGCCATCCAT AGATATCCAG 1320 

CTGAACCGAC GTCAGAGTAC GGCCAAGAAG GTGCTACTTT CCTACTACAC CCAGTATTCT 1380 

CAAACAATAT CCACCAAAGA TACAAGGCAG GCTCGGGGCA GAAGCTGGGT AATGATTGAG 1440 

CCTAGTGGAG CTGTGCAAAG AGATCAGACT GTCCTGGAAG GGGGTCCATG CCAGTTGAGC 1500 

TGCAACGTGA AAGCTTCTGA GAGTCCATCT ATCTTCTGGG TGCTTCCAGA TGGCTCCATC 1560 

70 CTGAAAGCGC CCATGGATGA CCCAGACAGC AAGTTCTCCA TTCTCAGCAG TGGCTGGCTG 1620 

AGGATCAAGT CCATGGAGCC ATCTGACTCA GGCTTGTACC AGTGCATTGC TCAAGTGAGG 1680 

GATGAAATGG ACCGCATGGT ATATAGGGTA CTTGTGCAGT CTCCCTCCAC TCAGCCAGCC 1740 

GAGAAAGACA CAGTGACAAT TGGCAAGAAC CCAGGGGAGT CGGTGACATT GCCTTGCAAT 1800 

GCTTTAGCAA TACCCGAAGC CCACCTTAGC TGGATTCTTC CAAACAGAAG GATAATTAAT 1860 

75 GATTTGGCTA ACACATCACA TGTATACATG TTGCCAAATG GAACTCTTTC CATCCCAAAG 1920 

GTCCAAGTCA GTGATAGTGG TTACTACAGA TGTGTGGCTG TCAACCAGCA AGGGGCAGAC 1980 

CATTTTACGG TGGGAATCAC AGTGACCAAG AAAGGGTCTG GCTTGCCATC CAAAAGAGGC 2040 

AGACGCCCAG GTGCAAAGGC TCTTTCCAGA GTCAGAGAAG ACATCGTGGA GGATGAAGGG 2100 

GGCTCGGGCA TGGGAGATGA AGAGAACACT TCAAGGAGAC TTCTGCATCC AAAGGACCAA 2160 

80 GAGGTGTTCC TCAAAACAAA GGATGATGCC ATCAATGGAG ACAAGAAAGC CAAGAAAGGG 2220 

AGAAGAAAGC TGAAACTCTG GAAGCATTCG GAAAAAGAAC CAGAGACCAA TGTTGCAGAA 2280 

GGTCGCAGAG TGTTTGAATC TAGACGAAGG ATAAACATGG CAAACAAACA GATTAATCCG 2340 

GAGCGCTGGG CTGATATTTT AGCCAAAGTC CGTGGGAAAA ATCTCCCTAA GGGCACAGAA 2400 

GTACCCCCGT TGATTAAAAC CACAAGTCCT CCATCCTTGA GCCTAGAAGT CACACCACCT 2460 
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TTTCCTGCTG TTTCTCCCCC CTCAGCATCT CCTGTGCAGA CAGTAACCAG TGCTGAAGAA 2520 
TCCTCAGCAG ATGTACCTCT ACTTGGTGAA GAAGAGCACG TTTTGGGTAC CATTTCCTCA 2580 
GCCAGCATGG GGCTAGAACA CAACCACAAT GGAGTTATTC TTGTTGAACC TGAAGTAACA 2640 
AGCACACCTC TGGAGGAAGT TGTTGATGAC CTTTCTGAGA AGACTGAGGA GATAACTTCC 2700 
5 ACTGAAGGAG ACCTGAAGGG GACAGCAGCC CCTACACTTA TATCTGAGCC TTATGAACCA 2760 
TCTCCTACTC TGCACACATT AGACACAGTC TATGAAAAGC CCACCCATGA AGAGAOGGCA 2820 
ACAGAGGGTT GGTCTGCAGC AGATGTTGGA TCGTCACCAG AGCCCACATC CAGTGAGTAT 2880 
GAGCCTCCAT TGGATGCTGT CTCCTTGGCT GAGTCTGAGC CCATGCAATA CTTTGACCCA 2940 
GATTTGGAGA CTAAGTCACA ACCAGATGAG GATAAGATGA AAGAAGACAC CTTTGCACAC 3000 
10 CTTACTCCAA CCCCCACCAT CTGGGTTAAT GACTCCAGTA CATCACAGTT ATTTGAGGAT 3060 
TCTACTATAG GGGAACCAGG TGTCCCAGGC CAATCACATC TACAAGGACT GACAGACAAC 3120 
ATCCACCTTG TGAAAAGTAG TCTAAGCACT CAAGACACCT TACTGATTAA AAAGGGTATG 3180 
AAAGAGATGT CTCAGACACT ACAGGGAGGA AATATGCTAG AGGGAGACCC CACACACTCC 3240 
AGAAGTTCTG AGAGTGAGGG CCAAGAGAGC AAATCCATCA CTTTGCCTGA CTCCACACTG 3300 
15 GGTATAATGA GCAGTATGTC TCCAGTTAAG AAGCCTGCGG AAACCACAGT TGGTACCCTC 3360 
CTAGACAAAG ACACCACAAC AGTAACAACA ACACCAAGGC AAAAAGTTGC TCCGTCATCC 3420 
ACCATGAGCA CTCACCCTTC TCGAAGGAGA CCCAACGGGA GAAGGAGATT ACGCCCCAAC 3480 
AAATTCCGCC ACCGGCACAA GCAAACCCCA CCCACAACTT TTGCCCCATC AGAGACTTTT 3540 
TCTACTCAAC CAACTCAAGC ACCTGACATT AAGATTTCAA GTCAAGTGGA GAGTTCTCTG 3600 
20 GTTCCTACAG CTTGGGTGGA TAACACAGTT AATACCCCCA AACAGTTGGA AATGGAGAAG 3660 
AATGCAGAAC CCACATCCAA GGGAACACCA CGGAGAAAAC ACGGGAAGAG GCCAAACAAA 3720 
CATCGATATA CCCCTTCTAC AGTGAGCTCA AGAGCGTCCG GATCCAAGCC CAGCCCTTCT 3780 
CCAGAAAATA AACATAGAAA CATTGTTACT CCCAGTTCAG AAACTATACT TTTGCCTAGA 3840 
ACTGTTTCTC TGAAAACTGA GGGCCCTTAT GATTCCTTAG ATTACATGAC AACCACCAGA 3900 
25 AAAATATATT CATCTTACCC TAAAGTCCAA GAGACACTTC CAGTCACATA TAAACCCACA 3960 
TCAGATGGAA AAGAAATTAA GGATGATGTT GCCACAAATG TTGACAAACA TAAAAGTGAC 4020 
ATTTTAGTCA CTGGTGAATC AATTACTAAT GCCATACCAA CTTCTCGCTC CTTGGTCTCC 4080 
ACTATGGGAG AATTTAAGGA AGAATCCTCT CCTGTAGGCT TTCCAGGAAC TCCAACCTGG 4140 
AATCCCTCAA GGACGGCCCA GCCTGGGAGG CTACAGACAG ACATACCTGT TACCACTTCT 4200 
30 GGGGAAAATC TTACAGACCC TCCCCTTCTT AAAGAGCTTG AGGATGTGGA TTTCACTTCC 4260 
GAGTTTTTGT CCTCTTTGAC AGTCTCCACA CCATTTCACC AGGAAGAAGC TGGTTCTTCC 4320 
ACAACTCTCT CAAGCATAAA AGTGGAGGTG GCTTCAAGTC AGGCAGAAAC CACCACCCTT 4380 
GATCAAGATC ATCTTGAAAC CACTGTGGCT ATTCTCCTTT CTGAAACTAG ACCACAGAAT 4440 
CACACCCCTA CTGCTGCCCG GATGAAGGAG CCAGCATCCT CGTCCCCATC CACAATTCTC 4500 
35 ATGTCTTTGG GACAAACCAC CACCACTAAG CCAGCACTTC CCAGTCCAAG AATATCTCAA 4560 
GCATCTAGAG ATTCCAAGGA AAATGTTTTC TTGAATTATG TGGGGAATCC AGAAACAGAA 4620 
GCAACCCCAG TCAACAATGA AGGAACACAG CATATGTCAG GGCCAAATGA ATTATCAACA 4680 
CCCTCTTCCG ACCGGGATGC ATTTAACTTG TCTACAAAGC TGGAATTGGA AAAGCAAGTA 4740 
TTTGGTAGTA GGAGTCTACC ACGTGGCCCA GATAGCCAAC GCCAGGATGG AAGAGTTCAT 4800 
40 GCTTCTCATC AACTAACCAG AGTCCCTGCC AAACCCATCC TACCAACAGC AACAGTGAGG 4860 
CTACCTGAAA TGTCCACACA AAGCGCTTCC AGATACTTTG TAACTTCCCA GTCACCTCGT 4920 
CACTGGACCA ACAAACCGGA AATAACTACA TATCCTTCTG GGGCTTTGCC AGAGAACAAA 4980 
CAGTTTACAA CTCCAAGATT ATCAAGTACA ACAATTCCTC TCCCATTGCA CATGTCCAAA 5040 
CCCAGCATTC CTAGTAAGTT TACTGACCGA AGAACTGACC AATTCAATGG TTACTCCAAA 5100 
45 GTGTTTGGAA ATAACAACAT CCCTGAGGCA AGAAACCCAG TTGGAAAGCC TCCCAGTCCA S160 
AGAATTCCTC ATTATTCCAA TGGAAGACTC CCTTTCTTTA CCAACAAGAC TCTTTCTTTT 5220 
CCACAGTTGG GAGTCACCCG GAGACCCCAG ATACCCACTT CTCCTGCCCC AGTAATGAGA 52 BO 
GAGAGAAAAG TTATTCCAGG TTCCTACAAC AGGATACATT CCCATAGCAC CTTCCATCTG 5340 
GACTTTGGCC CTCCGGCACC TCCGTTGTTG CACACTCCGC AGACCACGGG ATCACCCTCA 5400 
50 ACTAACTTAC AGAATATCCC TATGGTCTCT TCCACCCAGA GTTCTATCTC CTTTATAACA 5460 
TCTTCTGTCC AGTCCTCAGG AAGCTTCCAC CAGAGCAGCT CAAAGTTCTT TGCAGGAGGA 5520 
CCTCCTGCAT CCAAATTCTG GTCTCTTGGG GAAAAGCCCC AAATCCTCAC CAAGTCCCCA 5580 
CAGACTGTGT CCGTCACCGC TGAGACAGAC ACTGTGTTCC CCTGTGAGGC AACAGGAAAA 5640 
CCAAAGCCTT TCGTTACTTG GACAAAGGTT TCCACAGGAG CTCTTATGAC TCCGAATACC 5700 
55 AGGATACAAC GGTTTGAGGT TCTCAAGAAC GGTACCTTAG TGATACGGAA GGTTCAAGTA 5760 
CAAGATCGAG GCCAGTATAT GTGCACCGCC AGCAACCTGC ACGGCCTGGA CAGGATGGTG 5820 
GTCTTGCTTT CGGTCACCGT GCAGCAACCT CAAATCCTAG CCTCCCACTA CCAGGACGTC 5880 
ACTGTCTACC TGGGAGACAC CATTGCAATG GAGTGTCTGG CCAAAGGGAC CCCAGCCCCC 5940 
CAAATTTCCT GGATCTTCCC TGACAGGAGG GTGTGGCAAA CTGTGTCCCC CGTGGAGAGC 6000 
60 OGCATCACCC TGCAOGAAAA CCGGACCCTT TCCATCAAGG AGGCGTCCTT CTCAGACAGA 6060 
GGCGTCTATA AGTGCGTGGC CAGCAATGCA GCCGGGGCGG ACAGCCTGGC CATCCGCCTG 6120 
CACGTGGCGG CACTGCCCCC CGTTATCCAC CAGGAGAAGC TGGAGAACAT CTOGCTGCCC 6180 
CCGGGGCTCA GCATTCACAT TCACTGCACT GCCAAGGCTG CGCCCCTGCC CAGOGTGCGC 6240 
TGGGTGCTCG GGGACGGTAC CCAGATCCGC CCCTCGCAGT TCCTCCACGG GAACTTGTTT 6300 
65 GTTTTCCCCA ACGGGACGCT CTACATCCGC AACCTCGCGC CCAAGGACAG OGGGCGCTAT 6360 
• GAGTGCGTGG CCGCCAACCT GGTAGGCTCC GCGCGCAGGA CGGTGCAGCT GAACGTGCAG 6420 
CGTGCAGCAG CCAACGOGCG CATCACGGGC ACCTCCCCGC GGAGGACGGA CGTCAGGTAC 6480 
GGAGGAACCC TCAAGCTGGA CTGCAGCGCC TCGGGGGACC CCTGGCOGCG CATCCTCTGG 6540 
AGGCTGCCGT CCAAGAGGAT GATCGACGCG CTCTTCAGTT TTGATAGCAG AATCAAGGTG 6600 
70 TTTGCCAATG GGACCCTGGT GGTGAAATCA GTGACGGAGA AAGATGCCGG AGATTACCTG 6660 
TGCGTAGCTC GAAATAAGGT TGGTGATGAC TAOGTGGTGC TCAAAGTGGA TGTGGTGATG 6720 
AAACCGGCCA AGATTGAACA CAAGGAGGAG AACGACCACA AAGTCTTCTA CGGGGGTGAC 6780 
CTGAAAGTGG ACTGTGTGGC CACCGGGCTT CCCAATCCCG AGATCTCCTG GAGCCTCCCA 6840 
_ _ GACGGGAGTC TGGTGAACTC CTTCATGCAG TCGGATGACA GCGGTGGACG CACCAAGCGC 6900 
75 TATGTCGTCT TCAACAATGG GACACTCTAC TTTAACGAAG TGGGGATGAG GGAGGAAGGA 6960 
GACTACACCT GCTTTGCTGA AAATCAGGTC GGGAAGGACG AGATGAGAGT CAGAGTCAAG 7020 
GTGGTGACAG CGCCCGCCAC CATCCGGAAC AAGACTTACT TGGOGGTTCA GGTGCCCTAT 7080 
GGAGACGTGG TCACTGTAGC CTGTGAGGCC AAAGGAGAAC CCATGCCCAA GGTGACTTGG 7140 
on TTGTCCCCAA CCAACAAGGT GATCCCCACC TCCTCTGAGA AGTATCAGAT ATACCAAGAT 7200 
80 GGCACTCTCC TTATTCAGAA AGCCCAGCGT TCTGACAGCG GCAACTACAC CTGCCTGGTC 7260 
AGGAACAGCG CGGGAGAGGA TAGGAAGACG GTGTGGATTC ACGTCAACGT CCAGCCACCC 7320 
AAGATCAACG GTAACCCCAA CCCCATCACC ACCGTGCGGG AGATAGCAGC GGGGGGCAGT 73 80 
CGGAAACTGA TTGACTGCAA AGCTGAAGGC ATCCCCACCC CGAGGGTGTT ATGGGCTTTT 7440 
CCCGAGGGTG TGGTTCTGCC AGCTCCATAC TATGGAAACC GGATCACTGT CCATGGCAAC 7500 
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GGTTCCCTGG 
CGCAAOGAGG 
AAACCCATCT 
AGCCTCAACT 
GGCACCGATC 
CTACACATTA 
GCCGCTGGCC 
AAGCAGTATC 
CCTCCCGGGG 
GGCCCCCAAA 
GCCTCGGTGT 
GTCACCAGCA 
CCGGTCATCT 
CCCAAAGCTG 
GCTCGTCTGT 
ACACAGAGAG 
AAAACAACTT 
ACAACAAAGC 
GTCACAGTGC 
GTTGGGAAAA 
CTTTTGTGTT 
TTTCTTCTTT 
ACATTCATCA 
TCACCTAGTT 
TCTTTCAGTT 
CAGAGTGACT 
TTTATATGAA 
TATATATTTT 
ATTAAAATTA 
ATATAATTTT 
CCTTCTCCAG 
TTTTTGTTGA 
AACTTTACAG 
CTGGCTTGTC 
CCATGAATAA 
ATACTGTACA 



ACATCAGGAG 
GAGGGGAGGC 
TCCACGACCC 
GCTCTGCCGC 
TGCAGAGTGG 



ACACGGAGAG 
ATAACCTGGT 
CTGGGCAGGG 
CCCTGGGACG 
TTGACAGGGG 
TCCCCGTGAT 
ACACCCGGCC 
ACATCACGTG 
ATGGAAACAG 
ATGCCGGCTT 
ACATCCACGT 
GGGGTTTGTA 
ATGGTGGCCT 
GGAAGCAATG 
TACATCATGC 
TGCAAATGCC 
AAAATAAGCC 
AACCTGCTGC 
ATTTCCTCTG 
GATATATATA 
AAAAGAAAAA 
TTCCTTTCAA 
ATAAATTATT 
AAAAAATTTC 
GAACCCTCCA 
AAGCTGTGCT 
AATTGAATCT 
CATCTGGTCT 
TACACGACCT 
TTTGATAATA 



TTTGAGGAAG 
GAGGTTGATC 
GATCAGCGAG 
GGGGACCCCG 
ACAGCAGCTG 
CTCGGTGGAC 
GCTGGTCTCC 
CAGCATCATC 
ACGTTTCTCC 
CGTTTCTCTT 
TACCTATGTA 
TGTGATCGCC 
CGGGAACACC 
GGAGTTACCG 
ATTTCTTCAC 
CTACAAGTGC 
CTTCTGAAAT 
AGGGAAGCCA 
CTGGTGGGTT 
CAGACACGAG 
CAGGGGCTTC 
ACTCGACTGC 
ATAGACATGA 
AGTTTTTACA 
TCACTTCAAA 
TATATATTTT 
CATTTCTTCC 
ATCAGACGAT 
GGTCTTTACA 
TCTCCAACCT 
GTGGGGAAGG 
CAGAGGAGGT 
AGAGTCTTCC 
AAGGTGGCTG 
GTTATTTCCA 
AAATAATATT 



AGCGACTCCG 
GTGCAGCTCA 
AAGATCACGG 
ACACCCAGCC 
CAGCGCTTCT 
GCTGGGGCCT 
CTGAAGGTGG 
AATGGTGAGA 
TGGACGCTCC 
CTGGACAATG 
TGCAGGATGG 
TATCCTCCCC 
GTGAAACTGA 
GATAAGTCGC 
CCCCAGGGAT 
ATGGCAAAAA 
GTGGATTCCA 
GGTTGGGGAA 
TCAAGTTGAG 
AAGGAGGGCT 
ATTCAGGGTG 
CTTCATAAGC 
ACAACACCTC 
TGATAGACTT 
ACTCCAGCTT 
AATTCAGAGT 
TGGAACTCAC 
GAGACTAGAA 
AGACTTGGAT 
CCTTCAAATT 
CTGCGATATT 
GAGAGGAGAG 
CCGAAAAGCC 
CTTCTTCCCC 
TGACTGCTTT 
CTCCCAAAAA 



TCCAGCTGGT 
CTGTCCTGGA 
CCATGGCGGG 
TGGTGTGGGT 
ACCACAAGGC 
ACCGCTGCGT 
GACTGAAGCC 
CCCTGAAGCT 
CCAATGGCAT 
GCACCCTCAC 
AGACGGAGTA 
GGATCACCAG 
ACTGCATGGC 
ATCTGAAGGC 
CACTGACCAT 
ACATTCTCGG 
GAATGATTGC 
TAGGAGCTCT 
GTTGATCTTG 
CAGCCTTGCT 
TCTGTGCTCT 
GTCCATAGGA 
ACTACCCCAT 
TGTTCCAGAT 
GCCCAATAAG 
TACATACATA 
TTTTTATATA 
GGAGAAATAC 
ACATTACAGC 
CAGTCACCAC 
AGATTTCCTT 
GAAGGAGAAA 
CAGAAACTTC 
AGCCATGAGT 
ACTGTATTTT 



ATGCATGGCA 
GCCCATGGAG 
CCACACCATC 
CCTTCCCAAT 
TGACGGCATG 
GGCCCGCAAT 
AGAAGCAAAC 
CCCCTGCACC 
GCATCTGGAG 
GGTTCGTGAG 
CGGCCCTTOG 
CGAGCCCACC 
TATGGGGATT 
AGGGGTTCAG 
CCAGCATGCC 
CAGTGACTCC 
TTAGGAACTG 
TAAATAATGT 
ATCTACAATT 
GAGACACTTT 
GACTGCAATT 
TATCTGAGGA 
TGAAGACGCA 
TGACAAGTCA 
GATTTAGAAC 
CAGCTACCAT 
ATGTTTTATA 
TTTCTGTCTT 
AGACATGGAA 
TGTTATATTA 
GTATGCAAAG 
ACTGCATCAT 
TCTGCAGTAT 
CAGTTTGTGC 
TAAGGTCAAT 
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MPKRAHWGAL 
NLGFNSIQAL 
QTLQGLSNLM 
RLSTIRHLYL 
CKKDKAYEGG 
DGGSQLILEK 
VALDFECPMT 
VRAQILAEPE 
PSGAVQRDQT 



ALAIPEAHLS 
HPTVGITVTK 
EVPLKTKDDA 
ERWADILAKV 
SSADVPLLGE 
TEGDLXGTAA 
BPPLDAVSLA 
STIGEPGVPG 
RSSESBGQES 
TMSTHPSRRR 
VPTAWVDNTV 
PENKHRNIVT 
SDGKEIKDDV 
NPSRTAQPGR 
TTLSSIKVBV 
HSLGOTTTTK 
PSSDRDAFNL 
LPEMSTQSAS 
PSIPSKFTDR 
PQLGVTRRPQ 
TNLQNIPMVS 
QTVSVTAETD 
QDRGQYMCTA 
QISWIFPDRR 
HVAALPFVIH 
VFPNGTLYIR 
GGTLKLDCSA 
CVARNKVGDD 
DGSLVNSFKQ 
WTAPATIRN 
GTLLIQKAQR 
RKLIDCKAEG 



11 
I 

SWIiILLWGH 
SBTSFAGLTK 
RLHIDHNKIE 
AENMVRTLPA 
OLCAMCFSPK 
FQLPQWSISL 
RENYEKLWKL 
WVMQPSIDIQ 
VLEGGPOQLS 
GLYQCIAQVR 
WILPNRRIIN 
KGSGLPSKRG 
INGDKKAKKG 
RGKNLPKGTE 
EEHVLGTISS 
PTLISEPYEP 
ESEPMQYFDP 
QSHLQGLTDN 
KSITLPDSTL 
PNGRRRLRPN 
NTPKQLEMEK 
PSSETILLPR 
ATNVDKHKSD 
LQTDIPVTTS 
ASSQAETTTL 
PALPSPRISQ 
STKLELEKQV 
RYFVTSQSPR 
RTDQPNGYSK 
IPTSPAPVMR 
STQSSISFIT 
TVFPCEATGK 
SNLHGLDRMV 
VWQTVSPVES 
QEKLENISLP 
NLAPKDSGRY 
SGDPWPRILW 
YWLKVDWM 
SDDSGGRTKR 
KTY1AVQVPY 
SDSGNYTCLV 
IPTPRVLWAF 



21 
I 

PRVALACPHP 
LETJrMIHGNE 
FIHPQAFNGL. 
SMLRNMPLLE 
KLYKKEIKKL 
NMTDEHGNMV 
IAYYSEVPVK 
LNRRQSTAKK 
CNVKASESPS 
DBMDRMVYRV 
DLANTSHVYM 
RRPGAKALSR 
RRKLKLWKHS 
VPPItlKTTSP 



SPTLHTLDTV 
DXiETKSQPDE 
IHLVKSSLST 
GIMSSMSPVK 
KFRHRHKQTP 
NAEPTSKGTP 
TVSLKTEGPY 
ILVTGESITN 
GENLTDPPLL 
DQOHIiETTVA 
ASRDSKENVF 
FGSRSLPRGP 
HWTNKPEITT 
VFGKNNIPEA 
ERKVIPGSYN 
SSVQSSGSFH 
PKPFVTWTKV 
VLLSVTVQQP 
RITLHENRTL 
PGLSIHIHCT 
ECVAANLVGS 
RLPSKRMIDA 
KPAKIEHKEE 
YWFNNGTLY 
GDWTVACEA 
RNSAGEDRKT 
PEGWIiPAPY 



31 
I 

CACYVPSEVH 
IPSIPDGALR 
TSLRLLHLEG 
NLYLQGNPWT 
KDMTCLKPSI 
NLVCDIKKPM 
LHRKLMLSKD 
VLLSYYTQYS 
IFHVLPDGSI 
LVQSPSTQPA 
LPMGTLSIPK 
VREDIVEDEG 
EKEPETNVAE 
PSLSLEVTPP 
GVILVEPEVT 
YBKPTHEBTA 
DKMKEDTFAH 
QDTLLIKKGM 
KPAETTVGTL 
PTTFAPSETF 
RRKHGKRPNK 
DSLDYMTTTR 
AIPTSRSLVS 
KELEDVDFTS 
ILLSETRPQN 
LNYVGNPETE 
DSQRQDGRVH 
YPSGALPENK 
RNPVGKPPSP 
RIHSHSTFHL 
QSSSKFFAGG 
STGALMTPNT 
QILASHYQDV 
SIKBASFSDR 
AKAAPLPSVR 
ARRTVQLNVQ 
LFSFDSRIKV 
NDHKVFYGGD 



41 
I 

CTFRSLASVP 
DLSSLQVFKF 
NLLHQLHPST 
CDCEMRWFLE 
ESPLRQNRSR 
DVYKIHLNQT 
PRVSYQYRQD 
QTISTKDTRQ 
LKAPMDDPDS 
EKDTVTIGKM 
VQVSDSGYYR 
GSGMGDEENT 



KGEPMPKVTW 
VWIHVNVQPP 
YGNRITVHGN 



FPAVSPPSAS 
STPLEEWDD 
TEGWSAADVG 
LTPTPTIWVN 
KEMSQTLQGG 
LDKDTTTVTT 
STQPTQAPDI 
HRYTPSTVSS 
KIYSSYPKVQ 
TMGEFKEESS 
EFLSSLTVST 
HTPTAARMKE 
ATPVNNEGTQ 
ASHQLTRVPA 
QFTTPRLSST 
RIPHYSNGRL 
DPGPPAPPLL 
PPASKFWSLG 
RIQRFEVLKN 
TVYLGDTIAM 
GVYKCVASNA 
WVLGDGTQIR 
RAAANARITG 
FANGTLWKS 
LKVDCVATGL 
DYTCFAENQV 
LSPTNKVIPT 
KINGNPNPIT 
GSLDIRSLRK 



7S60 
7620 
7680 
7740 
7800 
7860 
7920 
7980 
8040 
8100 
8160 
8220 
8280 
8340 
8400 
8460 
8520 
8S80 
8640 
8700 
8760 
8820 
8880 
8940 
9000 
9060 
9120 
9180 
9240 
9300 
9360 
9420 
9480 
9540 
9600 



51 
I 

AGIARHVERI 
SYNKLRVITG 
FSTFTFLDYF 
WDAKSRGILK 



DPPDIDINAT 
ADEEALYYTG 
ARGRSWVMIE 
KFSILSSGWL 
PGESVTLPCN 
CVAVNQQGAD 
SRRLLHPKDQ 
INMANKQINP 
PVQTVTSAEE 
LSEKTEEITS 
SSPEPTSSEY 
DSSTSQLFED 
NMLEGDPTHS 
TPRQKVAPSS 
KISSQVESSL 
RASGSKPSPS 
ETLPVTYKPT 
PVGFPGTPTW 
PFHQEEAGSS 
PASSSPSTIL 
HMSGPMELST 
KPILPTATVR 
TIPLPLHMSK 
PPFTNKTLSF 
HTPQTTGSPS 
EKPQILTKSP 
GTLVIRKVQV 
ECLAKGTPAP 
AGADSIiAIRL 
PSQFLHGNLF 
TSPRRTDVRY 
VTDKDAGDYL 
PNPEISWSLP 
GKDEMRVRVK 
SSEKYQIYQD 
TVREIAAGGS 
SDSVQLVCMA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
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RNEGGEARLI VQLTVLEPME 
GTDLQSGQQL QRFYHKADGM 
KQYHNLVSII NGETLKLPCT 
ASVFDRGTYV CRMETEYGPS 
PKADITWELP DKSHLKAGVQ 
KTTYIHVF 



KPIFHDPISE KITAMAGHTI SLNCSAAGTP TPSLVWVLPN 
LHISGLSSVD AGAYRCVARN AAGHTERLVS LKVGLKPEAN 
PPGAGQGRFS WTLPNQMHLE GPQTLGRVSL LDNGTLTVRE 
VTSIPVIVIA YPPRITSEPT PVIYTRPGNT VKLNCMAMGI 
ARLYGNRFLH PQGSLTIQHA TQRDAGFYKC MAKNILGSDS 



2580 
2640 
2700 
2760 
2820 



Seq ID NO: 59 DNA sequence 

Nucleic Acid Accession ft: Eos sequence 

Coding sequence: 1..S001 



41 



51 



1 11 21 31 

I I ! I I I 

ATGCCAGGCA CAAAACTAAC CCGAACAGGC GCCCCAGCAG ACTACAGAGT GATATTGAAG 60 

ACCTCTCAAG AGGACGAATT GGATGTACCT GACGACATCA GCGTCCGGGT TATGTCATCT 120 

CAGTCTGTGC TTGTGTCCTG GGTGGATCCT GTTCTGGAAA AACAGAAGAA AGTTGTTGCA 180 

TCAAGACAGT ACACCGTGCG CTATCGAGAG AAGGGGGAAT TGGCCAGGTG GGATTATAAG 240 

CAGATCGCTA ACAGGCGTGT GCTGATTGAG AACCTGATTC CAGACACTGT GTATGAATTT 300 

GCAGTCCGTA TTTCACAGGG TGAAAGAGAT GGCAAATGGA GTACGTCAGT CTTCCAAAGA 360 

ACACCAGAAT CTGCCCCTAC CACAGCTCCT GAAAACTTGA AOGTCTGGCC AGTCAATGGC 420 

AAACCTACAG TTGTCGCTGC ATCTTGGGAT GCGCTACCAG AGACTGAGGG GAAAGTGAAA 480 

GTCTGTCTGC TGGACACAGG ACTGTTTTCA GTTTCCTCCT TCCAACCATC TGCCAAATCA 540 

TTTCAGAATA CATTCTTTCA TACGCCCCGG CTCTCAAACC ATTTGGAGCA AAGTCCCTCA 600 

CCTATCCTGG AGACACTACT TCTGCCCTGG TGGATGGTCT GCAGCCTGGG GAACGCTATC 660 

TTTTCAAAAT CCGGGCCACA AACAGGAGAG GCCTGGGACC TCACTCCAAA GCCTTCATTG 720 

TCGCTATGCC AACAAGAATG CAGCTGTACC CAGAAGGATT TCAGTTGTCT AGCTTACCTG 780 

ATCGATATCC AAACCAAACA AGTTAATAAA GATCCACAAC TGGAAGGGAG TG TTTT TGGA 840 

CCATGTTTTC TTTTCTACTT CCTCACATTT ATGCTGGATA TTGGCGGCTT TTCCTTCATT 900 

ATGTGCTATG AAGACCCANN TGTTTCTTCT TTGACAGGCA ATTCTTTAAA ATCTGTTGCA 960 

GCCAGTAAGG CGGATGTTCA GCAGAACACG GAGGACAATG GGAAACCCGA AAAACCTGAG 1020 

CCTTCCTCAC CTTCTCCCAG AGCTCCAGCT TCCTCCCAAC ACCCCTCTGT GCCTGCTTCT 10 B0 

CCCCAAGGGA GAAATGCCAA GGACCTTCTT CTTGACTTGA AGAACAAAAT ATTGGCTAAT 1140 

GGTGGGGCGC CCCGAAAACC CCAGCTTCGC GCCAAGAAGG CAGAGGAGCT GGATCTTCAG 1200 

TCGACAGAAA TCACTGGGGA GGAGGAGCTG GGTTCCCGGG AGGACTCGCC CATGTCACCC 1260 

TCAGACACCC AAGACCAGAA ACGGACCCTG AGGCCGCCAA GTAGACACGG CCACTCGGTG 1320 

GTTGCTCCCG GCAGGACTGC AGTGAGGGCC CGGATGCCAG CGCTGCCCCG AAGGGAAGGC 1380 

GTAGATAAGC CTGGCTTTTC CCTGGCCACG CAGCCCCGCC CAGGGGCGCC CCCCTCGGCT 1440 

TCGGCCTCTC CTGCCCACCA CGCGTCCACC CAGGGCACCT CTCATCGTCC TTCCCTGCCT 1500 

GCCAGCTTGA ATGACAACGA CTTGGTGGAC TCAGACGAAG ATGAGCGCGC TGTGGGCTCC 1560 

CTCCACCCCA AGGGCGCCTT CGCCCAGCCC CGGCCAGCCC TGTCCCCCAG CCGCCAGTCC 1620 

CCGTCCAGCG TTCTCCGCGA CAGAAGCTCT GTGCACCCCG GCGCAAAGCC AGCCTCGCCG 1680 

GCGCGGAGGA CCCCCCATTC AGGGGCCGCA GAGGAAGATT CCAGTGCCTC AGCCOCACCC 1740 

TCAAGACTTT CTCCACCCCA TGGGGGATCA TCTCGGCTGC TGCCCACCCA GCCACACCTG 1800 

AGCTCTCCAC TTTCCAAGGG CGGGAAGGAT GGTGAGGACG CCCCAGCCAC CAACTCCAAT 1860 

GCGCCATCAC GGTCCACCAT GTCCTCCTCC GTCTCTTCTC ATCTCTCGTC CAGGACGCAG 1920 

GTCTCTGAGG GAGCGGAGGC TTCTGATGGT GAAAGCCACG GTGACGGCGA TAGGGAAGAC 1980 

GGCGGAAGGC AGGCGGAGGC CACGGCCCAG ACGCTGCGGG CCCGGCCTGC CTCTGGACAC 2040 

TTCCATTTGC TCAGACACAA ACCCTTTGCT GCCAACGGGA GGTCTCCAAG CAGGTTCAGC 2100 

ATTGGGGGGG GACCTOGGCT GCAGCCCTCC AGCTCCCCAC AGTCGACTGT GCCCTCCCGA 2160 

GCCCACCCCA GGGTTCCCTC TCACTCTGAT TCCCACCCTA AGCTTAGCTC AGGTATCCAT 2220 

GGAGACGAGG AGGATGAGAA GCCGCTTCCT GCCACCGTTG TCAATGACCA CGTGCCTTCC 2280 

TCCTCCAGGC AGCCCATCTC CCGGGGCTGG GAGGACTTAA GGAGAAGCCC GCAGAGAGGG 2340 

GCCAGCCTGC ATCGGAAGGA ACCCATCCCA GAGAACOCCA AATCCACAGG GGCAGATACA 2400 

CATCCTCAGG GCAAGTACTC CTCCCTGGCC TCCAAGGCTC AGGATGTTCA ACAGAGCACA 2460 

GACGCGGACA CGGAGGGTCA TTCTCCCAAA GCACAGCCAG GGTCCACAGA CCGCCACGCG 2520 

TCCCCTGCTC GTCCTCCCGC AGCACGGTCA CAGCAGCATC CCAGTGTTCC CAGAAGGATG 2580 

ACACCCGGCC GGGCCCCAGA ACAGCAGCCC CCTCCTCCCG TCGCCACGTC CCAGCACCAC 2640 

CCGGGACCCC AGAGCAGAGA CGCGGGTCGG TCACCTTCCC AGCCCAGGCT CTCACTGACC 2700 

CAGGCCGGGC GGCCCCGCCC CACGTCGCAG GGCCGCTCCC ACTCCTCCTC GGACCCTTAC 2760 

ACGGCGAGCT CCAGAGGGAT GCTCCCCACG GCCCTCCAGA ACCAGGACGA GGATGCCCAG 2820 

GGCAGCTACG ACGAOGACAG CACAGAAGTC GAGGCCCAGG ATGTGCGGGC CCCCGCGCAC 2880 

GCCGCGCGCG CCAAGGAGGC AGCTGCGTCC CTTCCCAAGC ACCAGCAGGT GGAGTCTCCC 2940 

ACAGGCGCAG GGGCAGGTGG CGACCACAGG TCCCAGCGCG GACATGCGGC CTCCCCCGCC 3000 

AGGCCCAGCC GACCCGGCGG CCCCCAGTCC CGCGCCCGGG TCCCCAGCAG GGCAGCGCCG 3060 

GGGAAGTCGG AGCCTCCTTC CAAGCGGCCC CTGTCCTCCA AGTCCCAGCA GTCGGTCTCA 3120 

GCCGAGGACG AGGAGGAGGA GGACGCGGGG TTTTTXAAAG GCGGGAAAGA AGACCTTCTG 3180 

TCTTCCTCTG TGCCAAAGTG GCCCTCTTCC TCCACTCCCA GGGGCGGCAA AGACGCCGAT 3240 

GGGAGCCTCG CCAAGGAAGA GAGGGAGCCT GCCATCGCGC TTGCCCCTCG CGGAGGGAGC 3300 

CTGGCTCCTG TGAAGCGACC TCTCCCCCCA CCTCCAGGCA GCTCCCCCAG GGCCTCCCAC 3360 

GTCCCTTCCC GACCGCCGCC TCGCAGCGCT GCCACCGTGA GCCCCGTCGC GGGCACCCAC 3420 

CCCTGGCCGC GGTACACCAC GCGCGCCCCV CCTGGCCACT TCTCCACCAC CCCGATGCTG 3480 

TCCTTGCGCC AGAGGATGAT GCATGCCAGA TTCCGTAACC CTCTCTCCCG ACAGCCTGCC 3540 

AGACCCTCTT ACAGACAAGG TTATAATGGC AGACCAAATG TAGAAGGGAA AGTCCTTCCT 3600 

GGTAGTAATG GAAAACCGAA TGGACAGAGA ATTATCAATG GCCCTCAAGG AACAAAGTGG 3660 

GTTGTGGACC TTGATCGTGG GTTAGTATTG AATGCAGAAG GAAGGTACCT CCAAGATTCA 3720 

CATGGAAATC CTCTTCGGAT TAAACTAGGA GGAGATGGTC GAACCATTGT AGATCTGGAA 3780 

GGGACCCCCG TGGTGAGTCC TGACGGCCTC CCACTCTTTG GGCAGGGGCG ACATGGCACA 3840 

CCTCTGGCCA ATGCCCAAGA TAAGCCAATT TTGAGTCTTG GAGGAAAGCC GCTGGTGGGC 3900 

TTGGAGGTCA TCAAAAAAAC CACCCATCCC CCTACCACTA CCATGCAGCC CACCACTACT 3960 

ACGACGCCCC TGCCTACCAC TACAACCCCG AGGCCCACCA CTGCCACCAC CATGCAGCCC 4020 

ACCACTACTA CGACGCCCCT GCCTACCACT ACACCGAGGC CCACCACTGC CACCACCCGC 4080 

CGCACGACCA CCAGGCGTCC AACAACCACA GTCCGAACCA CTACGCGGAC AACCACCACC 4140 

ACCACCCCCA AACCCACCAC TCCCATCCCC ACCTGTCCCC CTGGGACCTT GGAACGGCAC 4200 

GACGATGATG GCAACCTGAT AATGAGCTCC AATGGGATCC CAGAGTGCTA CGCTGAAGAA 4260 
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GATGAGTTCT CAGGCTTGGA GACTGACACT GCAGTACCTA CGQAAQAGGC CTACGTTATA 4320 
TATGATGAAG ATTATGAATT TGAGACGTCA AGGCCACCAA CCACCACTGA GCCTTCGACC 4380 
ACTGCTACCA CACCGAGGGT GATCCCAGAG GAAGGOGCCA TCAGTTCCTT TCCTGAAGAA 4440 
GAATTTGATC TGGCTGGAAG GAAACGATTT GTTGCTCCTT AOGTGACGTA CCTAAATAAA 4500 
GACCCATCAG CCCCGTGCTC TCTGACTGAT GCACTGGATC ACTTCCAAGT GGACAGCCTG 4560 
GATGAAATCA TCCCCAATGA CCTGAAGAAG AGTGATCTGC CTCCCCAGCA TGCTCCCCGC 4S20 
AACATCACCG TGGTGGCCGT GGAAGGTTGC CACTCATTTG TCATTGTGGA TTGGGACAAA 4680 
GCCACCCCAG GAGATTTGGT CACAGGTTAT TTGGTTTACA GTGCATCCTA TGAAGATTTC 4740 
ATCAGGAACA AGTTTTCCAC TCAAGCTTCA TCAGTAACTC ACTTGCCCAT TGAGAACCTA 4 BOO 
AAGCCCAACA CGAGGTATTA TTTTAAAGTG CAAGCACAAA ATCCTCATGG CTACGGACCT 4860 
ATCAGCCCTT CGGTCTCATT TGTCACCGAA TCAGATAATC CTCTGCTTGT TGTGAGGCCC 4920 
CCAGGCGGTG AGCTATCTGG ATCCCATTCG CTTTCAAACA TGATCCCAGC TACACGGACT 4980 
GCCATGGACG GCAATATGTG AAGCGCACGT GGTATCGAAA GTTCGTGGGA GTTGTTCTTT 5040 
GTAATTCACT GAGGTATAAA ATCTACCTCA GTGACAACCT GAAAGATACA TTCTACAGCA 5100 
TTGGAGACAG CTGGGGAAGA GGTGAAGACC ATTGCCAATT TGTGGATTCA CACCTTGATG 5160 
GAAGAACAGG GCCTCAGTCC TATGTAGAAG CCCTCCCTAC TATTCAAGGC TACTATCGCC 5220 
AGTATCGTCA GGAGCCTGTC AGGTTTGGGA ACATCGGCTT CGGAACCCCC TACTACTATG 5280 
TGGGCTGGTA CGAGTGTGGG GTCTCCATCC CTGGAAAGTG GTAATCACAG GACCGTCATG 5340 
CTGCAAGCTT GCCCTGCCCA GCCCCACCAA CTAAGTCGCA CTAGGGGCTG TGAGCAAAGA 5400 
CAGCCAGCAT GCTCAGCCCC GCTGCCCTAG GTGCCAGGAA GGTCACAGAT GGACACTGGC 5460 
CATTCTGGTC ATCTCAGTCT GGAACTCAGT CCCACTTCTT GGCCTGGACA ATGAACAGGA 5520 
TTCAGTTTTG CTGTTAACTT TGCTTCTCTA CTTTTTTTTG TTTGTTTGTA ATAGCACATC 5580 
CCAGAGACAT CAGAAACCAG CAACTGATTC AGTGTGATTT CCCAGACTTT TTAGGCATGA 5640 
AATTCGGACA CTTCAGTATT TCCAGGAATA GCATATGCAC GCTGTTCTTG CTTCATGGAA 5700 
TGCTACATGC TTTCTGTTTT TCTCATTTTG GATTTCTCCA AAACTAACTG AATTTAAGCT 5760 
TCAGGTCCCT TTGTATGCAG TAGAAAGGAA TTATTAAAAA CACCACCAAA GAAAATAAAT 5820 
ATATCCTACT TGAAATTTAC TCTATGGACT TACCCACTGC TAGAATAAAT GTATCAAATC 5880 
TTATTTGTAA ATTCTCAATT TTGATATATA TATGTATATA TGCATATACA TATCCACACT 5940 
TGTCTGCAAG AATATTGATT AAAATTGCTA AATTTGTACT TGTTCACCAA AAAAAAAAAA 6000 
AAAAAAA 

Seq ID NO: 60 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MPGTKLTRTG APADYRVILK TSQEDBLDVP DDISVRVMSS QSVLVSWVDP VLEKQKKWA 60 
SRQYTVRYRE KGBLARWDYK Q1ANRRVLIE NLIPDTVYEF AVRISQGERD GKWSTSVFQR 120 
TPESAPTTAP ENLNVWPVNG KPTWAASWD ALPETEGKVK VCLLDTGLFS VSSFQPSAKS 180 
FQNTFFHTPR LSNHLEQSPS PILETLLLPW HMVCSLGNAI FSKSGPQTGE AWDLTPKPSL 240 
SLCQQECSCT QKDFSCLAYL IDIQTKQVNK DPQLEGSVFG PCFLFYFLTF MLDIGGFSFI 300 
MCYEDPVSSI* TGNSLKSVAA SKADVQQNTE DNGKPEKPEP SSPSPRAPAS SQHPSVPASP 360 
QGRNAKDLLL DLKNKILANG GAPRKPQLRA KKAEELDLQS TEITGBEELG SREDSPMSPS 420 
DTQDQKRTLR PPSRHGHSW APGRTAVRAR MPAIiPRREGV DKPGFS1ATQ PRFGAPPSAS 480 
ASPAHHASTQ GTSHRPSLPA SLNDNDLVDS DEDERAVGSL HPKGAFAQPR PALSPSRQSP 540 
SSVLRDRSSV HPGAKPASPA RRTPHSGAAE ED 5 S ASAP PS RLSPPHGGSS RLLPTQPHLS 600 
SPLSKGGKDG EDAPATNSNA PSRSTMSSSV SSHLSSRTQV SEGAEASDGE SHGDGDREDG 660 
GRQABATAQT LRARPASGHF HLLRHKPFAA NGRSPSRFSI GRGPRLQPSS SPQSTVPSRA 720 
HPRVPSHSDS HPKLSSGIHG DEEDEKPLPA TWNDHVPSS SRQPISRGWE DLRRSPQRGA 780 
SLHRKEPIPE NPKSTGADTH PQGKYSSLAS KAQDVQQSTD ADTEGHSPKA QPGSTDRHAS 840 
PARPPAARSQ QHPSVPRRMT PGRAPEQQPP PPVATSQHHP GPQSRDAGRS PSQPRLSLTQ 900 
AGRPRPTSQG RSHSSSDPYT ASSRGMLPTA LQNQDEDAQG SYDDDSTEVE AQDVRAPAHA 960 
ARAKEAAASL PKHQQVESPT GAGAGGDHRS QRGHAASPAR PSRPGGPQSR ARVPSRAAPG 1020 
KSEPPSKRPL SSKSQQSVSA EDEEEEDAGF FKGGKEDLLS SSVPKWPSSS TPRGGKDADG 1080 
SLAKEEREPA IALAPRGGSL APVKRPLPPP PGSSPRASHV PSRPPPRSAA TVSPVAGTHP 1140 
WPRYTTRAPP GHFSTTPKLS LRQRMMHARF RNPLSRQPAR PSYRQGYNGR PNVBGKVLPG 1200 
SNGKPNGQRI INGPQGTKWV VDLDRGLVLN AEGRYLQDSH GNPLRIKLGG DGRTIVDLEG 1260 
TPWSPDGLP LFGQGRHGTP LANAQDKPIL SLGGKPLVGL EVIKKTTHPP TTTMQPTTTT 1320 
TPLPTTTTPR PTTATTMQPT TTTTPLPTTT PRPTTATTRR TTTRRPTTTV RTTTRTTTTT 1380 
TPKPTTPIPT CPPGTLERHD DDGNLIHSSN GIPECYAEED EFSGLETDTA VPTEEAYVIY 1440 
DEDYEFETSR PPTTTEPSTT ATTPRVIPEE GAISSFPEEE FDLAGRKRFV APYVTYLNKD 1500 
PSAPCSLTDA LDHFQYDSLD EIIPNDLKKS DLPPQHAPRN ITWAVEGCH SFVIVDWDKA 1560 
TPGDLVTGYL VYSASYEDFI RNKFSTQASS VTHLPIENLK PNTRYYFKVQ AQNPHGYGPI 1620 
SPSVSFVTES DNPLLWRPP GGELSGSHSL SNMIPATRTA KDGNM 

Seq ID NO: 61 DNA sequence 

Nucleic Acid Accession #: NM_022743 

Coding sequence: 128.. 1237 

1 11 21 31 41 51 

I I I I I I 

GTGGATTTTA GAGATACCTC CCCTCCTTCT GCTCAGCTGC CTTGCAGTAA TTAAACTCTT 60 

TCTCTGCTGC AACACCCCTA CTGTTCTCCG TGTATTGGCT TTTCTGGGCA GCAGGAAGGA 120 

AAAGCTGATG CGATGCTCTC AGTGCCGCGT CGCCAAATAC TGTAGTGCTA AGTGTCAGAA 180 

AAAAGCTTGG CCAGACXACA AGCGGGAATG CAAATGCCTT AAAAGCTGCA AACCCAGATA 240 

TCCTCCAGAC TCCGTTCGAC TTCTTGGCAG AGTTGTCTTC AAACTTATGG ATGGAGCACC 300 

TTCAGAATCA GAGAAGCTTT ACTCATTTTA TGATCTGGAG TCAAATATTA ACAAACTGAC 360 

TGAAGATAAG AAAGAGGGCC TCAGGCAACT CGTAATGACA TTTCAACATT TCATGAGAGA 420 

AGAAATACAG GATGCCTCTC AGCTGCCACC TGCCTTTGAC CTTTTTGAAG CCTTTGCAAA 480 

AGTGATCTGC AACTCTTTCA CCATCTGTAA TGCGGAGATG CAGGAAGTTG GTGTTGGCCT 540 

ATATCCCAGT ATCTCTTTGC TCAATCACAG CTGTGACCCC AACTGTTCGA TTGTGTTCAA 600 

TGGGCCCCAC CTCTTACTGC GAGCAGTCCG AGACATCGAG GTGGGAGAGG AGCTCACCAT 660 

CTGCTACCTG GATATGCTGA TGACCAGTGA GGAGCGCCGG AAGCAGCTGA GGGACCAGTA 720 

CTGCTTTGAA TGTGACTGTT TCCGTTGCCA AACCCAGGAC AAGGATGCTG ATATGCTAAC 780 
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TGGTGATGAG CAAGTATGGA AGGAAGTTCA AGAATCCCTG AAAAAAATTG AAGAACTGAA 840 

GGCACACTGG AAGTGGGAGC AGGTTCTGGC CATGTGCCAG GCGATCATAA GCAGCAATTC 900 

TGAACGGCTT CCCGATATCA ACATCTACCA GCTGAAGGTG CTCGACTGCG CCATGGATGC 960 

CTGCATCAAC CTCGGCCTGT TGGAGGAAGC CTTGTTCTAT GGTACTCGGA CCATGGAGCC 1020 

ATACAGGATT TTTTTCCCAG GAAGCCATCC CGTCAGAGGG GTTCAAGTGA TGAAAGTTGG 1080 

CAAACTGCAG CTACATCAAG GCATGTTTCC CCAAGCAATG AAGAATCTGA GACTGGCTTT 1140 

TGATATTATG AGAGTGACAC ATGGCAGAGA ACACAGCCTG ATTGAAGATT TGATTCTACT 1200 

TTTAGAAGAA TGCGACGCCA ACATCAGAGC ATCCTAAGGG AACGCAGTCA GAGGGAAATA 1260 

CGGCGTGTGT CTTTGTTGAA TGCCTTATTG AGGTCACACA CTCTATGCTT TGTTAGCTGT 1320 

GTGAACCTCT CTTATTGGAA ATTCTGTTCC GTGTTTGTGT AGGTAAATAA AGGCAGACAT 1380 

GGTTTGCAAA CCACAAGAAT CATTAGTTGT AGAGAAGCAC GATTATAATA AATTCAAAAC 1440 
ATTTGGTTGA GGATGCCAAA AAAAAAAAAA AAAAAAA 

Seq ID NO: 62 Protein sequence 
Protein Accession #: NP_073S80 

1 11 21 31 41 51 

I I I I I I 

MRCSQCRVAK YCSAKCQKKA WPDHKRECKC LKSCKPRYPP DSVRLLGRW FKLMDGAPSE 60 

SEKLYSFYDL ESNINKLTED KKEGLRQLVM TFQHFMREEI QDASQLPPAF DLFEAFAKVI 120 

CNSPTICNAE MQEVGVGLYP SISLLNHSCD PNCSIVFNGP HLLLRAVRDI EVGEELTICY 180 

LDMLMTSEER RKQLRDQYCF ECDCFRCQTQ DKDADMLTGD EQVWKEVQES LKKIEELKAH 240 

WKWEQVLAMC QAIISSNSER LPDINIYQLK VLDCAMDACI NLGLLEEALF YGTRTMEPYR 300 

IFFPGSHPVR GVQVMKVGKL QLHQGMFPQA MKNLRLAFDI MRVTHGREHS LIEDLILLLE 360 
ECDANIRAS 

Seq ID NO: 63 DNA sequence 

Nucleic Acid Accession 8: NM_003014.2 

Coding sequence: 238.-648 

1 11 21 31 41 51 

I I I I I I 

GGCGGGTTCG CGCCCCGAAG GCTGAGAGCT GGCGCTGCTC GTGCCCTGTG TGCCAGACGG 60 

CGGAGCTCCG CGGCCGGACC CCGCGGCCCC GCTTTGCTGC CGACTGGAGT TTGGGGGAAG 120 

AAACTCTCCT GCGCCCCAGA AGATTTCTTC CTCGGCGAAG GGACAGCGAA AGATGAGGGT 180 

GGCAGGAAGA GAAGGCGCTT TCTGTCTGCC GGGGTCGCAG CGCGAGAGGG CAGTGCCATG 240 

TTCCTCTCCA TCCTAGTGGC GCTGTGCCTG TGGCTGCACC TGGCGCTGGG CGTGCGCGGC 300 

GCGCCCTGCG AGGCGGTGCG CATCCCTATG TGCCGGCACA TGCCCTGGAA CATCACGCGG 360 

ATGCCCAACC ACCTGCACCA CAGCACGCAG GAGAACGCCA TCCTGGCCAT CGAGCAGTAC 420 

GAGGAGCTGG TGGACGTGAA CTGCAGCGCC GTGCTGCGCT TCTTCTTCTG TGCCATGTAC 480 

GCGCCCATTT GCACCCTGGA GTTCCTGCAC GACCCTATCA AGCCGTGCAA GTCGGTGTGC 540 

CAACGCGCGC GCGACGACTG CGAGCCCCTC ATGAAGATGT ACAACCACAG CTGGCCCGAA 600 

AGCCTGGCCT GCGACGAGCT GCCTGTCTAT GACCGTGGCG TGTGCATTTC GCCTGAAGCC 660 

ATCGTCACGG ACCTCCCGGA GGATGTTAAG TGGATAGACA TCACACCAGA CATGATGGTA 720 

CAGGAAAGGC CTCTTGATGT TGACTGTAAA CGCCTAAGCC CCGATCGGTG CAAGTGTAAA 780 

AAGGTGAAGC CAACTTTGGC AACGTATCTC AGCAAAAACT ACAGCTATGT TATTCATGCC 840 

AAAATAAAAG CTGTGCAGAG GAGTGGCTGC AATGAGGTCA CAACGGTGGT GGATGTAAAA 900 

GAGATCTTCA AGTCCTCATC ACCCATCCCT CGAACTCAAG TCCCGCTCAT TACAAATTCT 960 

TCTTGCCAGT GTCCACACAT CCTGCCCCAT CAAGATGTTC TCATCATGTG TTACGAGTGG 1020 

CGTTCAAGGA TGATGCTTCT TGAAAATTGC TTAGTTGAAA AATGGAGAGA TCAGCTTAGT 1080 

AAAAGATCCA TACAGTGGGA AGAGAGGCTG CAGGAACAGC GGAGAACAGT TCAGGACAAG 1140 

AAGAAAACAG CCGGGCGCAC CAGTCGTAGT AATCCCCCCA AACCAAAGGG AAAGCCTCCT 1200 

GCTCCCAAAC CAGCCAGTCC CAAGAAGAAC ATTAAAACTA GGAGTGCCCA GAAGAGAACA 1260 

AACCCGAAAA GAGTGTGAGC TAACTAGTTT CCAAAGCGGA GACTTCCGAC TTCCTTACAG 1320 

GATGAGGCTG GGCATTGCCT GGGACAGCCT ATGTAAGGCC ATGTGCCCCT TGCCCTAACA 1380 

ACTCACTGCA GTGCTCTTCA TAGACACATC TTGCAGCATT TTTCTTAAGG CTATGCTTCA 1440 

GTTTTTCTTT GTAAGCCATC ACAAGCCATA GTGGTAGGTT TGCCCTTTGG TACAGAAGGT 1500 

GAGTTAAAGC TGGTGGAAAA GGCTTATTGC ATTGCATTCA GAGTAACCTG TGTGCATACT 1560 

CTAGAAGAGT AGGGAAAATA ATGCTTGTTA CAATTCGACC TAATATGTGC ATTGTAAAAT 1620 

AAATGCCATA TTTCAAACAA AACACGTAAT TTTTTTACAG TATGTTTTAT TACCTTTTGA 1680 

TATCTGTTGT TGCAATGTTA GTGATGTTTT AAAATGTGAT GAAAATATAA TGTTTTTAAG 1740 

AAGGAACAQT AGTGGAATGA ATGTTAAAAG ATCTTTATGT GTTTATGGTC TGCAGAAGGA 1800 

TTTTTGTGAT GAAAGGGGAT TTTTTGAAAA ATTAGAGAAG TAGCATATGG AAAATTATAA 1860 

TGTGTTTTTT TACCAATGAC TTCAGTTTCT GTTTTTAGCT AGAAACTTAA AAACAAAAAT 1920 

AATAATAAAG AAAAATAAAT AAAAAGGAGA GGCAGACAAT GTCTGGATTC CTGTTTTTTG 1980 

GTTACCTGAT TTCCATGATC ATGATGCTTC TTGTCAACAC CCTCTTAAGC AGCACCAGAA 2040 

ACAGTGAGTT TGTCTGTACC ATTAGGAGTT AGGTACTAAT TAGTTGGCTA ATGCTCAAGT 2100 

ATTTTATACC CACAAGAGAG GTATGTCACT CATCTTACTT CCCAGGACAT CCACCCTGAG 2160 

AATAATTTGA CAAGCTTAAA AATGGCCTTC ATGTGAGTGC CAAATTTTGT TTTTCTTCAT 2220 

TTAAATATTT TCTTTGCCTA AATACATGTG AGAGGAGTTA AATATAAATG TACAGAGAGG 2280 

AAAGTTGAGT TCCACCTCTG AAATGAGAAT TACTTGACAG TTGGGATACT TTAATCAGAA 2340 

AAAAAGAACT TATTTGCAGC ATTTTATCAA CAAATTTCAT AATTGTGGAC AATTGGAGGC 2400 

ATTTATTTTA AAAAACAATT TTATTGGCCT TTTGCTAACA CAGTAAGCAT GTATTTTATA 2460 

AGGCATTCAA TAAATGCACA ACGCCCAAAG GAAATAAAAT CCTATCTAAT CCTACTCTCC 2520 

ACTACACAGA GGTAATCACT ATTAGTATTT TGGCATATTA TTCTCCAGGT GTTTGCTTAT 2580 

GCACTTATAA AATGATTTGA ACAAATAAAA CTAGGAACCT GTATACATGT GTTTCATAAC 2640 

CTGCCTCCTT TGCTTGGCCC TTTATTGAGA TAAGTTTTCC TGTCAAGAAA GCAGAAACCA 2700 

TCTCATTTCT AACAGCTGTG TT AT ATT CCA TAGTATGCAT TACTCAACAA ACTGTTGTGC 2760 
TATTGGATAC TTAGGTGGTT TCTTCACTGA CAATACTGAA TAAACATCTC ACCGGAATTC 

Seq ID NO: 64 Protein sequence 
Protein Accession #: NP_003005.1 

1 11 21 31 41 51 
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I I I I I I 

MFLSILVALC LWLHLALGVR GAPCEAVRIP MCRHMPWNIT RMPNHLHHST QENAILAIEQ 60 

YEELVDVNCS AVLRFFFCAM YAPICTLEFL HDPIKPCKSV CQRARDDCEP LMKMYNHSWp 120 

ESLACDELPV YDRGVCISPE AIVTDLPEDV KWIDITPDMM VQERPLDVDC KRLSPDRCKC 180 

KKVKPTLATY LSKNYSYVIH AKIKAVQRSG CKEVTTWDV KEIFKSSSPI PRTQVPLITN 240 

SSCQCPHILP HQDVLIMCYE WRSRMMLLEN CLVEKWRDQL SKRSIQWEER LQEQRRTVQD 300 
KKKTAGRTSR SNPPKPKGKP PAPKPASPKK NIKTRSAQKR TNPKRV 

Seq ID NO: 65 DNA sequence 

Nucleic Acid Accession ft: BC010423 

Coding sequence: 248..17B0 

1 11 21 31 41 51 

I I I I I I 

CACAGCGTGG GAAGCAGCTC TGGGGGAGCT CGGAGCTCCC GATCACGGCT TCTTGGGGGT 60 

AGCTACGGCT GGGTGTGTAG AACGGGGCCG GGGCTGGGGC TGGGTCCCCT AGTGGAGACC 120 

CAAGTGCGAG AGGCAAGAAC TCTGCAGCTT CCTGCCTTCT GGGTCAGTTC CTTATTCAAG 180 

TCTGCAGCCG GCTCCCAGGG AGATCTCGGT GGAACTTCAG AAACGCTGGG CAGTCTGCCT 240 

TTCAACCATG CCCCTGTCCC TGGGAGCCGA GATGTGGGGG CCTGAGGCCT GGCTGCTGCT 300 

GCTGCTACTG CTGGCATCAT TTACAGGCCG GTGCCCCGCG GGTGAGCTGG AGACCTCAGA 360 

CGTGGTAACT GTGGTGCTGG GCCAGGACGC AAAACTGCCC TGCTTCTACC GAGGGGACTC 420 

CGGCGAGCAA GTGGGGCAAG TGGCATGGGC TCGGGTGGAC GCGGGCGAAG GCGCCCAGGA 480 

ACTAGCGCTA CTGCACTCCA AATACGGGCT TCATGTGAGC CCGGCTTACG AGGGCCGCGT 540 

GGAGCAGCCG CCGCCCCCAC GCAACCCCCT GGACGGCTCA GTGCTCCTGC GCAACGCAGT 600 

GCAGGCGGAT GAGGG CGAGT ACGAGTGCCG GGTCAGCACC TTCCCCGCCG GCAGCTTCCA 660 

GGCGCGGCTG CGGCTCCGAG TGCTGGTGCC TCCCCTGCCC TCACTGAATC CTGGTCCAGC 720 

ACTAGAAGAG GGCCAGGGCC TGACCCTGGC AGCCTCCTGC ACAGCTGAGG GCAGCCCAGC 780 

CCCCAGCGTG ACCTGGGACA CGGAGGTCAA AGGCACAACG TCCAGCCGTT CCTTCAAGCA 840 

CTCCCGCTCT GCTGCCGTCA CCTCAGAGTT CCACTTGGTG CCTAGCCGCA GCATGAATGG 900 

GCAGCCACTG ACTTGTGTGG TGTCCCATCC TGGCCTGCTC CAGGACCAAA GGATCACCCA 960 

CATCCTCCAC GTGTCCTTCC TTGCTGAGGC CTCTGTGAGG GGCCTTGAAG ACCAAAATCT 1020 

GTGGCACATT GGCAGAGAAG GAGCTATGCT CAAGTGCCTG AGTGAAGGGC AGCCCCCTCC 1080 

CTCATACAAC TGGACACGGC TGGATGGGCC TCTGCCCAGT GGGGTACGAG TGGATGGGGA 1140 

CACTTTGGGC TTTCCCCCAC TGACCACTGA GCACAGCGGC ATCTACGTCT GCCATGTCAG 1200 

CAATGAGTTC TCCTCAAGGG ATTCTCAGGT CACTGTGGAT GTTCTTGACC CCCAGGAAGA 1260 

CTCTGGGAAG CAGGTGGACC TAGTGTCAGC CTCGGTGGTG GTGGTGGGTG TGATCGCCGC 1320 

ACTCTTGTTC TGCCTTCTGG TGGTGGTGGT GGTGCTCATG TCCCGATACC ATCGGCGCAA 1380 

GGCCCAGCAG ATGACCCAGA AATATGAGGA GGAGCTGACC CTGACCAGGG AGAACTCCAT 1440 

CCGGAGGCTG CATTCCCATC ACACGGACCC CAGGAGCCAG COGGAGGAGA GTGTAGGGCT 1500 

GAGAGCCGAG GGCCACCCTG ATAGTCTCAA GGACAACAGT AGCTGCTCTG TGATGAGTGA 1560 

AGAGCCCGAG GGCCGCAGTT ACTCCACGCT GACCACGGTG AGGGAGATAG AAACACAGAC 1620 

TGAACTGCTG TCTCCAGGCT CTGGGCGGGC CGAGGAGGAG GAAGATCAGG ATGAAGGCAT 1680 

CAAACAGGCC ATGAACCATT TTGTTCAGGA GAATGGGACC CTACGGGCCA AGCCCACGGG 1740 

CAATGGCATC TACATCAATG GGCGGGGACA CCTGGTCTGA CCCAGGCCTG CCTCCCTTCC 1800 

CTAGGCCTGG CTCCTTCTGT TGACATGGGA GATTTTAGCT CATCTTGGGG GCCTCCTTAA 1860 

ACACCCCCAT TTCTTGCGGA AGATGCTCCC CATCCCACTG ACTGCTTGAC CTTTACCTCC 1920 

AACCCTTCTG TTCATCGGGA GGGCTCCACC AATTGAGTCT CTCCCACCAT GCATGCAGGT 1980 

CACTGTGTGT GTGCATGTGT GCCTGTGTGA GTGTTGACTG ACTGTGTGTG TGTGGAGGGG 2040 

TGACTGTCCG TGGAGGGGTG ACTGTGTCCG TGGTGTGTAT TATGCTGTCA TATCAGAGTC 2100 

AAGTGAACTG TGGTGTATGT GCCACGGGAT TTGAGTGGTT GCGTGGGCAA CACTGTCAGG 2160 

GTTTGGCGTG TGTGTCATGT GGCTGTGTGT GACCTCTGCC TGAAAAAGCA GGTATTTTCT 2220 

CAGACCCCAG AGCAGTATTA ATGATGCAGA GGTTGGAGGA GAGAGGTGGA GACTGTGGCT 2280 

CAGACCCAGG TGTGCGGGCA TAGCTGGAGC TGGAATCTGC CTCCGGTGTG AGGGAACCTG 2340 

TCTCCTACCA CTTCGGAGCC ATGGGGGCAA GTGTGAAGCA GCCAGTCCCT GGGTCAGCCA 2400 

GAGGCTTGAA CTGTTACAGA AGCCCTCTGC CCTCTGGTGG CCTCTGGGCC TGCTGCATGT 2460 

ACATATTTTC TGTAAATATA CATGCGCCGG GAGCTTCTTG CAGGAATACT GCTCCGAATC 2520 

ACTTTTAATT TTTTTCTTTT TTTTTTCTTG CCCTTTCCAT TAGTTGTATT TTTTATTTAT 25 B0 

TTTTATTTTT ATTTTTTTTT AGAGTTTGAG TCCAGCCTGG ACGATATAGC CAGACCCTGT 2640 
CTGTAAAAAA ACCAAAACCC AAAAAAAAAA AAAAAAAAAA 

Seq ID NO: 66 Protein sequence 
Protein Accession #: AAH10423 

1 11 21 31 41 51 

I I I I I I 

MPLSLGAEMW GPEAWLLLLL LLASFTGRCP AGELETSDW TWLGQDAKL PCFYRGDSGE 60 

QVGQVAWARV DAGEGAQELA LLHSKYGLHV SPAYEGRVEQ PPPPRNPLDG SVLLRNAVQA 120 

DEGEYECRVS TFPAGSFQAR LRLRVLVPPL PSLNPGPALE EGQGLTLAAS CTAEGSPAPS 180 

VTWDTEVKGT TSSRSFKHSR SAAVTSEFHL VPSRSMNGQP LTCWSHPGL LQDQRITHIL 240 

HVSFLAEASV RGLEDQNLWH IGREGAMLKC LSEGQPPPSY NWTRLDGPLP SGVRVDGDXL 300 

GFPPLTTEHS GIYVCHVSNE FSSRDSQVTV DVLDPQEDSG KQVDLVSASV VWGVIAALL 360 

FCLLVWWL MSRYHRRKAQ QMTQKYEEEL TLTRENSIRR LHSHHTDPRS QPEESVGLRA 420 

EGHPDSLKDN SSCSVMSEEP EGRSYSTLTT VREIETQTEL LSPGSGRAEE EEDQDEGIKQ 480 
AMNHFVQENG TLRAKPTGNG IYINGRGHLV 

Seq ID NO: 67 DNA sequence 

Nucleic Acid Accession #: NM_001203 

Coding sequence: 274.. 1782 

1 11 21 31 41 51 

I I I I I I 

CGCGGGGCGC GGAGTCGGCG GGGCCTCGCG GGACGCGGGC AGTGCGGAGA CCGCGGCGCT 60 

GAGGACGCGG GAGCCGGGAG CGCACGCGCG GGGTGGAGTT CAGCCTACTC TTTCTTAGAT 120 

GTGAAAGGAA AGGAAGATCA TTTCATGCCT TGTTGATAAA GGTTCAGACT TCTGCTGATT 180 
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CATAACCATT TGGCTCTGAG CTATGACAAG AQAGGAAACA AAAAGTTAAA CTTACAAGCC 240 

TGCCATAAGT GAGAAGCAAA CTTCCTTGAT AACATGCTTT TGCGAAGTGC AGGAAAATTA 300 

AATGTGGGCA CCAAGAAAGA GGATGGTGAG AGTACAGCCC CCACCCCCCG TCCAAAGGTC 360 

TTGCGTTGTA AATGCCACCA CCATTGTCCA GAAGACTCAG TCAACAATAT TTGCAGCACA 420 

5 GACGGATATT GTTTCACGAT GATAGAAGAG GATGACTCTG GGTTGCCTGT GGTCACTTCT 480 

GGTTGCCTAG GACTAGAAGG CTCAGATTTT CAGTGTCGGG ACACTCCCAT TCCTCATCAA 540 

AGAAGATCAA TTGAATGCTG CACAGAAAGG AACGAATGTA ATAAAGACCT ACACCCTACA 600 

CTGCCTCCAT TGAAAAACAG AGATTTTGTT GATGGACCTA TACACCACAG GGCTTTACTT 660 

ATATCTGTGA CTGTCTGTAG TTTGCTCTTG GTCCTTATCA TATTATTTTG TTACTTCCGG 720 

10 TATAAAAGAC AAGAAACCAG ACCTCGATAC AGCATTGGGT TAGAACAGGA TGAAACTTAC 780 

ATTCCTCCTG GAGAATCCCT GAGAGACTTA ATTGAGCAGT CTCAGAGCTC AGGAAGTGGA 840 

TCAGGCCTCC CTCTGCTGGT CCAAAGGACT ATAGCTAAGC AGATTCAGAT GGTGAAACAG 900 

ATTGGAAAAG GTCGCTATGG GGAAGTTTGG ATGGGAAAGT GGOGTGGOGA AAAGGTAGCT 960 

GTGAAAGTGT TCTTCACCAC AGAGGAAGCC AGCTGGTTCA GAGAGACAGA AATATATCAG 1020 

15 ACAGTGTTGA TGAGGCATGA AAACATTTTG GGTTTCATTG CTGCAGATAT CAAAGGGACA 1080 

GGGTCCTGGA CCCAGTTGTA CCTAATCACA GACTATCATG AAAATGGTTC CCTTTATGAT 1140 

TATCTGAAGT CCACCACCCT AGACGCTAAA TCAATGCTGA AGTTAGCCTA CTCTTCTGTC 1200 

AGTGGCTTAT GTCATTTACA CACAGAAATC TTTAGTACTC AAGGCAAACC AGCAATTGCC 1260 

CATCGAGATC TGAAAAGTAA AAACATTCTG GTGAAGAAAA ATGGAACTTG CTGTATTGCT 1320 

20 GACCTGGGCC TGGCTGTTAA ATTTATTAGT GATACAAATG AAGTTGACAT ACCACCTAAC 1380 

ACTCGAGTTG GCACCAAACG CTATATGCCT CCAGAAGTGT TGGACGAGAG CTTGAACAGA 1440 

AATCACTTCC AGTCTTACAT CATGGCTGAC ATGTATAGTT TTGGCCTCAT CCTTTGGGAG 1500 

GTTGCTAGGA GATGTGTATC AGGAGGTATA GTGGAAGAAT ACCAGCTTCC TTATCATGAC 1560 

CTAGTGCCCA GTGACCCCTC TTATGAGGAC ATGAGGGAGA TTGTGTGCAT CAAGAAGTTA 1620 

25 CGCCCCTCAT TCCCAAACCG GTGGAGCAGT GATGAGTGTC TAAGGCAGAT GGGAAAACTC 1680 

ATGACAGAAT GCTGGGCTCA CAATCCTGCA TCAAGGCTGA CAGCCCTGCG GGTTAAGAAA 1740 

ACACTTGCCA AAATGTCAGA GTCCCAGGAC ATTAAACTCT GATAGGAGAG GAAAAGTAAG 1800 

CATCTCTGCA GAAAGCCAAC AGGTACTCTT CTGTTTGTGG GCAGAGCAAA AGACATCAAA 1860 

TAAGCATCCA CAGTACAAGC CTTGAACATC GTCCTGCTTC CCAGTGGGTT CAGACCTCAC 1920 

30 CTTTCAGGGA GCGACCTGGG CAAAGACAGA GAAGCTCCCA GAAGGAGAGA TTGATCCGTG 1980 
TCTGTTTGTA GGCGGAGAAA CCGTTGGGTA ACTTGTTCAA GATATGATGC AT 

Seq ID NO: 68 Protein sequence 
^ Protein Accession #: NP_001194 

1 11 21 31 41 51 

I ! I I I I 

MLLRSAGKLN VGTKKEDGES TAPTPRPKVL RCKCHHHCPE DSVNNICSTD GYCFTMIEED 60 

DSGLPWTSG CLGIiEGSDFQ CRDTPIPHQR RSIECCTERN ECNKDLHPTL PPLKNRDFVD 120 

40 GPIHHRALLI SVTVCSLLLV IiIILFCYFRY KRQETRPRYS IGLEQDETYI PPGESLRDLI 180 

EQSQSSGSGS GLPLLVQRTI AKQIQMVKQI GKGRYGEVWM GKWRGEKVAV KVFFTTEEAS 240 

WFRETEIYQT VLMRHENILG FIAADIKGTG SWTQLYLITD YHENGSLYDY LKSTTLDAKS 300 

MLKLAYSSVS GLCHLHTEIF STQGKPAIAH RDLKSKNILV KKNGTCCIAD LGLAVKFISD 360 

TNEVDIPPNT RVGTKRYMPP EVLDESLNRN HFQSYIKADM YSFGLILWEV ARRCVSGGIV 420 

45 EEYQLPYHDL VPSDPSYEDM REIVCTKKLR PSFPNRWSSD ECLRQMGKLM TECWAHNPAS 480 
RLTALRVKKT LAKMSESQDI KL 

Seq ID NO: 69 DNA sequence 
Nucleic Acid Accession #: Eos sequence 
50 Coding sequence: 166.. 1737 

1 11 21 31 41 51 

I I I I I I 

TTGGGGGTTT ATTCTCTTCC CTTCTAACTT GACAGGGTCT TGCTCTGTCA TTCAGGCAAG 60 

55 AGTGCAGTAG TGTGATCACT TCTTACTGCC GCCTCAAGCT TCCAGCCTCA ACTCAAGCAA 120 

TCCTCCCACC TCAGCCACCC AAGTGGCTGG GACTACAGAT TAAGAATGAC CCAAAATAAA 180 

TTAAAGCTTT GTTCCAAAGC CAATGTGTAT ACTGAAGTGC CTGATGGAGG ATGGGGCTGG 240 

GCGGTAGCTG TTTCATTTTT CTTCGTTGAA GTCTTCACCT ACGGCATCAT CAAGACATTT 300 

GGTGTCTTCT TTAATGACTT AATGGACAGT TTTAATGAAT CCAATAGCAG GATCTCATGG 360 

60 ATAATCTCAA TCTGTGTGTT TGTCTTAACA TTTTCAGCTC CCCTCGCCAC AGTCCTGAGC 420 

AATCGTTTCG GACACCGTCT GGTAGTGATG TTGGGGGGGC TACTTGTCAG CACCGGGATG 480 

GTGGCCGCCT CCTTCTCACA AGAGGTTTCT CATATGTACG TCGCCATCGG CATCATCTCT 540 

GGTCTGGGAT ACTGCTTTAG TTTTCTCCCA ACTGTAACCA TCCTATCACA ATATTTTGGC 600 

AAAAGACGTT CCATAGTCAC TGCAGTTGCT TCCACAGGAG AATGTTTCGC TGTGTTTGCT 660 

65 TTCGCACCAG CAATCATGGC TCTGAAGGAG CGCATTGGCT GGAGATACAG CCTCCTCTTC 720 

GTGGGCCTAC TACAGTTAAA CATTGTCATC TTCGGAGCAC TGCTCAGACC CATCTTTATC 780 

AGAGGACCAG CGTCACCGAA AATAGTCATC CAGGAAAATC GGAAAGAAGC GCAGTATATG 840 

CTTGAAAATG AGAAAACACG AACCTCAATA GACTCCATTG ACTCAGGAGT AGAACTAACT 900 

ACCTCACCTA AAAATGTGCC TACTCACACT AACCTGGAAC TGGAGCCGAA GGCCGACATG 960 

70 CAGCAGGTCC TGGTGAAGAC CAGCCCCAGG CCAAGCGAAA AGAAAGCCCC GCTATTAGAC 1020 

TTCTCCATTT TGAAAGAGAA AAGTTTTATT TGTTATGCAT TATTTGGTCT CTTTGCAACA 1080 

CTGGGATTCT TTGCACCTTC CTTGTACATC ATTCCTCTGG GCATTAGTCT GGGCATTGAC 1140 

CAGGACCGCG CTGCTTTTTT ATTATCTACG ATGGCCATTG CAGAAGTTTT CGGAAGGATC 1200 
GGAGGTGGTT TTGTCCTCAA CAGGGAGCCC ATTCGTAAGA TTTACATTGA GCTCATCTGC 1260 
75 GTCATCTTAT TGACTGTGTC TCTGTTTGCC TTTACTTTTG CTACTGAATT CTGGGGTCTA 1320 

ATGTCATGCA GCATATTTTT TGGGTTTATG GTTGGAACAA TAGGAGGGAC TCACATTCCA 1380 
CTGCTTGCTG AGGATGATGT CGTGGGCATT GAGAAGATGT CTTCTGCAGC TGGGGTCTAC 1440 
ATCTTCATTC AGAGCATAGC AGGACTGGCT GGACCGCCCC TTGCAGGTTT GTTGGTGGAC 1500 
OA CAAAGTAAGA TCTACAGCAG GGCCTTCTAC TCCTGCGCAG CTGGCATGGC CCTGGCTGCT 1560 
80 GTGTGCCTCG CCCTGGTGAG ACCGTGTAAG ATGGGACTGT GCCAGCATCA TCA CTCA GGT 1620 
GAAACAAAGG TAGTGAGCCA TCGTGGGAAG ACTTTACAGG ACATACCTGA AGACTTTCTG 1680 
GAAATGGATC TTGCAAAAAA TGAGCACAGA GTTCACGTGC AAATGGAGCC GGTATGACAC 1740 
ACTTTCTTAC AACAACAGCC ACTGTGTTGG CTGGAGAGGG ATGGGGTGGG CCCAACGGGG 1800 
ACACAAGGAG GCAGAGGAGC TAACCCCTCT ACTCCACTTT CAAAACTACA TTTTAAAGGG 1860 
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AATGTGTATG TGAAGAGCAC TACCAACATC GCTTTTGTTT TGTTTTGTTT TGTTTTAAGC 
TTTTTTTTTT TGCTTGTTTT TAAAGCCAAA ACAAAAAACA ACCAAGCACT CTTCCATATA 
TAAATCTGGC TGTATTCAGT AGCAATACAA GAGATATGTA GAAAGACTCT TTGGTTCACA 
TTCCGATATT AAAATAGTGA CATGAACTGG CAAAGTGGTT TTAAAAGCTT TCACGTGGGA 
TAAATGATTT TCTTTTTTTC TTTTCTTTCT TCCTATGGTC TTGTCTGAAT AAACTACTCT 
CCTGAATAAA ACAACATCCA ACCCAGGTCA TTGAAATGAA ATTGGCCAGT C 

Seq ID NO: 70 Protein sequence 
Protein Accession ft: Eoa sequence 



1920 
1980 
2040 
2100 
2160 



MTQNKLKLCS 
SRISWIISIC 
IGIISGLGYC 
YSLLFVGLLQ 
GVELTTSPKN 
GLPATLGPFA 
IELICVILLT 
AAGVYIPIQS 
HHHSGETKW 



11 

I 

KANVYTEVPD 
VFVLTFSAPL 
FSFLPTVTIL 
LNIVIFGALL 
VPTHTNLELE 
PSLYIIPLGI 
VSLFAFTFAT 
IAGLAGPPLA 
SHRGKTLQDI 



21 
I 

GGWGWAVAVS 
ATVLSNRFGH 
SQYFGKRRSI 
RPIPIRGPAS 
PKADMQQVLV 
SLGIDQDRAA 
EFWGLMSCSI 
GLLVDQSKIY 
PEDFLEMDLA 



31 
I 

FPFVEVFTYG 
RLWMLGGLL 
VTAVASTGEC 
PKIVIQENRK 
KTSPRPSEKK 
FLLSTMAIAE 
FFGFMVGTIG 
SRAPYSCAAG 
KNEHRVHVQM 



41 
I 

IIKTFGVPFN 
VSTGMVAASF 
FAVFAPAPAI 
EAQYMLENEK 
APLLDFSILK 
VFGRIGAGFV 
GTHIPLLAED 
MALAAVCLAIj 
EPV 



51 

I 

DLMDSFNESN 
SQEVSHMYVA 
MALKERIGWR 
TRTSIDSIDS 
EKSFICYALF 
LNREPIRKIY 
DWGIEKMSS 
VRPCKMGLCQ 



Seq ID NO: 71 DNA sequence 

Nucleic Acid Accession ft: NM_004694 

Coding sequence: 166.-1737 

1 11 21 31 41 51 

I I I I I I 

TTGGGGGTTT ATTCTCTTCC CTTCTAACTT GACAGGGTCT TGCTCTGTCA TTCAGGCAAG 
AGTGCAGTAG TGTGATCACT TCTTACTGCC GCCTCAAGCT TCCAGCCTCA ACTCAAGCAA 
TCCTCCCACC TCAGCCACCC AAGTGGCTGG GACTACAGAT TAAGAATGAC CCAAAATAAA 
TTAAAGCTTT GTTCCAAAGC CAATGTGTAT ACTGAAGTGC CTGATGGAGG ATGGGGCTGG 
GCGGTAGCTG TTTCATTTTT CTTCGTTGAA GTCTTCACCT ACGGCATCAT CAAGACATTT 
GGTGTCTTCT TTAATGACTT AATGGACAGT TTTAATGAAT CCAATAGCAG GATCTCATGG 
ATAATCTCAA TCTGTGTGTT TGTCTTAACA TTTTCAGCTC CCCTCGCCAC AGTCCTGAGC 
AATCGTTTCG GACACCGTCT GGTAGTGATG TTGGGGGGGC TACTTGTCAG CACCGGGATG 
GTGGCCGCCT CCTTCTCACA AGAGGTTTCT CATATGTACG TCGCCATCGG CATCATCTCT 
GGTCTGGGAT ACTGCTTTAG TTTTCTCCCA ACTGTAACCA TCCTATCACA ATATTTTGGC 
AAAAGACGTT CCATAGTCAC TGCAGTTGCT TCCACAGGAG AATGTTTCGC TGTGTTTGCT 
TTCGCACCAG CAATCATGGC TCTGAAGGAG CGCATTGGCT GGAGATACAG CCTCCTCTTC 
GTGGGCCTAC TACAGTTAAA CATTGTCATC TTCGGAGCAC TGCTCAGACC CATCATTATC 
AGAGGACCAG CGTCACCGAA AATAGTCATC CAGGAAAATC GGAAAGAAGC GCAGTATATG 
CTTGAAAATG AGAAAACACG AACCTCAATA GACTCCATTG ACTCAGGAGT AGAACTAACT 
ACCTCACCTA AAAATGTGCC TACTCACACT AACCTGGAAC TGGAGCCGAA GGCCGACATG 
CAGCAGGTCC TGGTGAAGAC CAGCCCCAGG CCAAGCGAAA AGAAAGCCCC GCTATTAGAC 
TTCTCCATTT TGAAAGAGAA AAGTTTTATT TGTTATGCAT TATTTGGTCT CTTTGCAACA 
CTGGGATTCT TTGCACCTTC CTTGTACATC ATTCCTCTGG GCATTAGTCT GGGCATTGAC 
CAGGACCGCG CTGCTTTTTT ATTATCTACG ATGGCCATTG CAGAAGTTTT CGGAAGGATC 
GGAGCTGGTT TTGTCCTCAA CAGGGAGCCC ATTCGTAAGA TTTACATTGA GCTCATCTGC 
GTCATCTTAT TGACTGTGTC TCTGTTTGCC TTTACTTTTG CTACTGAATT CTGGGGTCTA 
ATGTCATGCA GCATATTTTT TGGGTTTATG GTTGGAACAA TAGGAGGACT CACATTCCAC 
TGCTTGCTGA AGATGATGTC GTGGGCATTG CAGAAGATGT CTTCTGCAGC TGGGGTCTAC 
ATCTTCATTC AGAGCATAGC AGGACTGGCT GGACCGCCCC TTGCAGGTTT GTTGGTGGAC 
CAAAGTAAGA TCTACAGCAG GGCCTTCTAC TCCTGCGCAG CTGGCATGGC CCTGGCTGCT 
GTGTGCCTCG CCCTGGTGAG ACCGTGTAAG ATGGGACTGT GOCAGOGTCA TCACTCAGGT 
GAAACAAAGG TAGTGAGCCA TCGTGGGAAG ACTTTACAGG ACATACCTGA AGACTTTCTG 
GAAATGGATC TTGCAAAAAA TGAGCACAGA GTTCACGTGC AAATGGAGCC GGTATGACAC 
ACTTTCTTAC AACAACAGCC ACTGTGTTGG CTGGAGAGGG ATGGGGTGGG CCCAACGGGG 
ACACAAGGAG GCAGAGGAGC TAACCCCTCT ACTCCACTTT CAAAACTACA TTTTAAAGGG 
AATGTGTATG TGAAGAGCAC TACCAACATC GCTTTTGTTT TGTTTTGTTT TGTTTTAAGC 
TTTTTTTTTT TGCTTGTTTT TAAAGCCAAA ACAAAAAACA ACCAAGCACT CTTCCATATA 
TAAATCTGGC TGTATTCAGT AGCAATACAA GAGATATGTA GAAAGACTCT TTGGTTCACA 
TTCCGATATT AAAATAGTGA CATGAACTGG CAAAGTGGTT TTAAAAGCTT TCACGTGGGA 
TAAATGATTT TCTTTTTTTC TTTTCTTTCT TCCTATGGTC TTGTCTGAAT AAACTACTCT 
CCTGAATAAA ACAACATCCA ACCCAGGTCA TTGAAATGAA ATTGGCCAGT C 

Seq ID NO: 72 Protein sequence 
Protein Accession ft: NP_004665 



1 
I 

MTQNKLKLCS 
SRISWIISIC 
IGIISGLGYC 
YSLLFVGLLQ 
GVELTTSPKN 
GLPATLGPFA 
IELICVILLT 
AAGVYIPIQS 
RHHSGETKW 



11 
I 

KANVYTEVPD 
VFVLTFSAPL 
FSFLPTVTIL 
LNIVIFGALL 
VPTHTNLELE 
PSLYIIPLGI 
VSLFAFTFAT 
IAGLAGPPLA 
SHRGKTLQDI 



21 
I 

GGWGWAVAVS 
ATVLSNRFGH 
SQYFGKRRSI 
RPIIIRGPAS 
PKADMQQVLV 
SLGIDQDRAA 
EFWGLMSCSI 
GLLVDQSKIY 
PEDFLEMDLA 



31 
I 

FPFVEVFTYG 
RLWMLGGLL 
VTAVASTGEC 
PKIVIQENRK 
KTSPRPSEKK 
PLLSTMAIAE 
FFGFMVGTIG 
SRAPYSCAAG 
KNEHRVHVQM 



41 
I 

IIKTFGVFFN 
VSTGMVAASF 
FAVFAPAPAI 
EAQYMLENEK 
APLLDFSILK 
VFGRIGAGFV 
GLTFHCLLKM 
MALAAVCLAL 



60 
120 
180 
240 
300 
360 
420 
480 



Seq ID NO: 73 DNA sequence 

Nucleic Acid Accession ft: NM_002184. 

Coding sequence: 256.. 3012 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 



51 
I 

DLMDSFNESN 
SQEVSHMYVA 
MALKERIGWR 
TRTSIDSIDS 
EKSFICYALF 
LNREPIRKIY 
MSWALQKMSS 
VRPCKMGLCQ 



60 
120 
180 
240 
300 
360 
420 
480 
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1 11 21 31 41 51 

1 I I I I.I 

GAGCAGCCAA AAGGCCCGCG GAGTCGCGCT GGGCCGCCCC GGCGCAGCTG AACCGGGGGC 60 

CGCGCCTGCC AGGCCGACGG GTCTGGCCCA GCCTGGCGCC AAGGGGTTCG TGCGCTGTGG 120 

AGACGCGGAG GGTCGAGGCG GCGCGGCCTG AGTGAAACCC AATGGAAAAA GCATGACATT 180 

TAGAAGTAGA AGACTTAGCT TCAAATCCCT ACTCCTTCAC TTACTAATTT TGTGATTTGG 240 

AAATATCCGC GCAAGATGTT GACGTTGCAG ACTTGGGTAG TGCAAGCCTT GTTTATTTTC 300 

CTCACCACTG AATCTACAGG TGAACTTCTA GATCCATGTG GTTATATCAG TCCTGAATCT 360 

CCAGTTGTAC AACTTCATTC TAATTTCACT GCAGTTTGTG TGCTAAAGGA AAAATGTATG 420 

GATTATTTTC ATGTAAATGC TAATTACATT GTCTGGAAAA CAAACCATTT TACT ATT CCT 480 

AAGGAGCAAT ATA CT AT CAT AAACAGAACA GCATCCAGTG TCACCTTTAC AGATATAGCT 540 

TCATTAAATA TTCAGCTCAC TTGCAACATT CTTACATTCG GACAGCTTGA ACAGAATGTT 600 

TATGGAATCA CAATAATTTC AGGCTTGCCT CCAGAAAAAC CTAAAAATTT GAGTTGCATT 660 

GTGAACGAGG GGAAGAAAAT GAGGTGTGAG TGGGATGGTG GAAGGGAAAC ACACTTGGAG 720 

ACAAACTTCA CTTTAAAATC TGAATGGGCA ACACACAAGT TTGCTGATTG CAAAGCAAAA 780 

CGTGACACCC CCACCTCATG CACTGTTGAT TATTCTACTG TGTATTTTGT CAACATTGAA 840 

GTCTGGGTAG AAGCAGAGAA TGCCCTTGGG AAGGTTACAT CAGATCATAT CAATTTTGAT 900 

CCTGTATATA AAGTGAAGCC CAATCCGCCA CATAATTTAT CAGTGATCAA CTCAGAGGAA 960 

CTGTCTAGTA TCTTAAAATT GACATGGACC AACCCAAGTA TTAAGAGTGT TATAATACTA 1020 

AAATATAACA TTCAATATAG GACCAAAGAT GCCTCAACTT GGAGCCAGAT TCCTCCTGAA 1080 

GACACAGCAT CCACCCGATC TTCATTCACT GTCCAAGACC TTAAACCTTT TACAGAATAT 1140 

GTGTTTAGGA TTCGCTGTAT GAAGGAAGAT GGTAAGGGAT ACTGGAGTGA CTGGAGTGAA 1200 

GAAGCAAGTG GGATCACCTA TGAAGATAGA CCATCTAAAG CACCAAGTTT CTGGTATAAA 1260 

ATAGATCCAT CCCATACTCA AGGCTACAGA ACTGTACAAC TCGTGTGGAA GACATTGCCT 1320 

CCTTTTGAAG CCAATGGAAA AATCTTGGAT TATGAAGTGA CTCTCACAAG ATGGAAATCA 1380 

CATTTACAAA ATTACACAGT TAATGCCACA AAACTGACAG TAAATCTCAC AAATGATCGC 1440 

TATCTAGCAA CCCTAACAGT AAGAAATCTT GTTGGCAAAT CAGATGCAGC TGTTTTAACT 1500 

ATCCCTGCCT GTGACTTTCA AGCTACTCAC CCTGTAATGG ATCTTAAAGC ATTCCCCAAA 1560 

GATAACATGC TTTGGGTGGA ATGGACTACT CCAAGGGAAT CTGTAAAGAA ATATATACTT 1620 

GAGTGGTGTG TGTTATCAGA TAAAGCACCC TGTATCACAG ACTGGCAACA AGAAGATGGT 1680 

ACCGTGCATC GCACCTATTT AAGAGGGAAC TTAGCAGAGA GCAAATGCTA TTTGATAACA 1740 

GTTACTCCAG TATATGCTGA TGGACCAGGA AGCCCTGAAT CCATAAAGGC ATACCTTAAA 1800 

CAAGCTCCAC CTTCCAAAGG ACCTACTGTT CGGACAAAAA AAGTAGGGAA AAACGAAGCT 1860 

GTCTTAGAGT GGGACCAACT TCCTGTTGAT GTTCAGAATG GATTTATCAG AAATTATACT 1920 

ATATTTTATA GAACCATCAT TGGAAATGAA ACTGCTGTGA ATGTGGATTC TTCCCACACA 1980 

GAATATACAT TGTCCTCTTT GACTAGTGAC ACATTGTACA TGGTACGAAT GGCAGCATAC 2040 

ACAGATGAAG GTGGGAAGGA TGGTCCAGAA TTCACTTTTA CTACCCCAAA GTTTGCTCAA 2100 

GGAGAAATTG AAGCCATAGT CGTGCCTGTT TGCTTAGCAT TCCTATTGAC AACTCTTCTG 2160 

GGAGTGCTGT TCTGCTTTAA TAAGCGAGAC CTAATTAAAA AACACATCTG GCCTAATGTT 2220 

CCAGATCCTT CAAAGAGTCA TATTGCCCAG TGGTCACCTC ACACTCCTCC AAGGCACAAT 2280 

TTTAATTCAA AAGATCAAAT GTATTCAGAT GGCAATTTCA CTGATGTAAG TGTTGTGGAA 2340 

ATAGAAGCAA ATGACAAAAA GCCTTTTCCA GAAGATCTGA AATCATTGGA CCTGTTCAAA 2400 

AAGGAAAAAA TTAATACTGA AGGACACAGC AGTGGTATTG GGGGGTCTTC ATGCATGTCA 2460 

TCTTCTAGGC CAAGCATTTC TAGCAGTGAT GAAAATGAAT CTTCACAAAA CACTTCGAGC 2520 

ACTGTCCAGT ATTCTACCGT GGTACACAGT GGCTACAGAC ACCAAGTTCC GTCAGTCCAA 2580 

GTCTTCTCAA GATCCGAGTC TACCCAGCCC TTGTTAGATT CAGAGGAGCG GCCAGAAGAT 2640 

CTACAATTAG TAGATCATGT AGATGGCGGT GATGGTATTT TGCCCAGGCA ACAGTACTTC 2700 

AAACAGAACT GCAGT CAGCA TGAATCCAGT CCAGATATTT CACATTTTGA AAGGTCAAAG 2760 

CAAGTTTCAT CAGTCAATGA GGAAGATTTT GTTAGACTTA AACAGCAGAT TTCAGATCAT 2820 

ATTTCACAAT CCTGTGGATC TGGGCAAATG AAAATGTTTC AGGAAGTTTC TGCAGCAGAT 2880 

GCTTTTGGTC CAGGTACTGA GGGACAAGTA GAAAGATTTG AAACAGTTGG CATGGAGGCT 2940 

GCGACTGATG AAGGCATGCC TAAAAGTTAC TTACCACAGA CTGTACGGCA AGGCGGCTAC 3000 

ATGCCTCAGT GAAGGACTAG TAGTTCCTGC TACAACTTCA GCAGTACCTA TAAAGTAAAG 3060 
CTAAAATGAT TTTATCTGTG AATTC 

Seq ID NO; 74 Protein sequence 
Protein Accession #: NP_002175.1 

1 11 21 31 41 51 

I I I I I I 

MLTLQTWWQ ALFIPLTTES TGELLDPOGY ISPESPWQL HSNFTAVCVL KEKCMDYFHV 60 

NANYIVWKTN HFTIPKEQYT IINRTASSVT FTDIASLNIQ LTCNILTFGQ LEQNVYGITI 120 

ISGLPPEKPK NLSCIVNBGK KMRCEWDGGR ETHLETNFTL KSEWATHKFA DCKAKRDTPT 180 

SCTVDYSTVY FVNIBVWVEA ENALGKVTSD HINFDPVYKV KPNPPHNLSV IN SE BTiSSIL 240 

KLTWTNPSIK SVIILKYNIQ YRTKDASTWS QIPPEDTAST RSSPTVQDLK PFTEYVFRIR 300 

CMKEDGKGYW SDWSEEASGI TYEDRPSKAP SFWYKIDPSH TQGYRTVQLV WKTLPPFEAN 360 

GXILDYBVTL TRWKSHLQNY TVNATKLTVN LTNDRYLATL TVRNLVGKSD AAVLTIPACD 420 

FQATHPVMDL KAPPKDNMLW VEWTTPRESV KKYILEWCVL SDKAPCITDW QQEDGTVHRT 480 

YLRGNLAESK CYLITVTPVY ADGPGSPESI KAYLKQAPPS KGPTVRTKKV GKNEAVLEWD 540 

QLPVDVQNGP IRNYTIFYRT IIGNETAVNV DSSHTEYTLS SLTSDTLYMV RMAAYTDEGG 600 
KDGPEPTFTT PKFAQGEIEA IWPVCLAFL LTTLLGVLFC FNKRDLIKKH IWPNVPDPSK 660 

SHIAQWSPHT PPRHNFNSKD QMYSDGNFTD VSWEIEAND KKPFPEDIJCS LDLFKKEKIN 720 

TEGHSSGIGG SSCMSSSRPS ISSSDENESS QNTSSTVQYS TWHSGYRHQ VPSVQVFSRS 780 
ESTQPLLDSE ERPEDLQLVD HVDGGDGILP RQQYFKQNCS QHESSPDISH FERSKQVSSV 840 
NEEDFVRLKQ QISDHISQSC GSGQMKMFQE VSAADAFGPG TEGQVERFET VGMEAATDEG 900 
MPKSYLPQTV RQGGYMPQ 

Seq ID NO: 75 DNA sequence 

Nucleic Acid Accession #: NM_022131 

Coding sequence: 11.. 2878 

1 11 21 31 41 51 

I I I I I I 

TGCTGCGAGG ATGCTGCCTG GGCGGCTGTG CTGGGTGCCG CTCCTGCTGG CGCTGGGCGT 60 
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GGGGAGCGGC AGCGGCGGTG GCGGGGACAG CCGGCAGCGC CGCCTCCTCG CGGCTAAAGT 120 
CAATAAGCAC AAGCCATGGA TCGAGACTTC ATATCATGGA GTCATAACTG AGAACAATGA 180 
CACAGTCATT TTGGACCCAC CACTGGTAGC CCTGGATAAA GATGCACCGG TTCCTTTTGC 240 
AGGGGAAATC TGTGCGTTCA AGATCCATGG CCAGGAGCTG CCCTTTGAGG CTGTGGTGCT 300 
5 CAACAAGACA TCAGGAGAGG GCOGGCTCCG TGCCAAGAGC CCCATTGACT GTGAGTTGCA 360 
GAAGGAGTAC ACATTCATCA TCCAGGCCTA TGACTGTGGT GCTGGGCCCC ACGA GACA GC 420 
CTGGAAAAAG TCACACAAGG CCGTGGTCCA TATACAGGTG AAGGATGTCA ACGAGTTTGC 480 
TCCCACCTTC AAAGAGCCAG CCTACAAGGC TGTTGTGACG GAGGGCAAGA TCTATGACAG 540 
CATTCTGCAG GTGGAGGCCA TTGACGAGGA CTGCTCCCCA CAGTACAGCC AGATCTGCAA 600 
10 CTATGAAATC GTCACCACAG ATGTGCCTTT TGCCATCGAC AGAAATGGCA ACATCAGGAA 660 
CACTGAGAAG CTGAGCTATG ACAAACAACA CCAGTATGAG ATCCTGGTGA CCGCCTACGA 720 
CTGTGGACAG AAGCCCGCTG CTCAGGACAC CCTGGTGCAG GTGGATGTGA AGCCAGTTTG 780 
CAAGCCTGGC TGGCAAGACT GGACCAAGAG GATTGAGTAC CAGCCTGGCT CCGGGAGCAT 840 
GCCCCTGTTC CCCAGCATCC ACCTGGAGAC GTGCGATGGA GCCGTGTCTT CCCTCCAGAT 900 
15 CGTCACAGAG CTGCAGACTA ATTACATTGG GAAGGGTTGT GACCGGGAGA CCTACTCTGA 960 
GAAATCCCTT CAGAAGTTAT GTGGAGCCTC CTCTGGCATC ATTGACCTCT TGCCATCCCC 1020 
TAGCGCTGCC ACCAACTGGA CTGCAGGACT GCTGGTGGAC AGCAGTGAGA TGATCTTCAA 1080 
GTTTGACGGC AGGCAGGGTG CCAAAATCCC CGATGGGATT GTGCCCAAGA ACCTGACCGA 1140 
TCAGTTCACC ATCACCATGT GGATGAAACA CGGCCCCAGC CCTGGTGTGA GAGCCGAGAA 1200 
20 GGAAACCATC CTCTGCAACT CAGACAAAAC CGAAATGAAC CGGCATCACT ATGCCCTGTA 1260 
TGTGCACAAC TGCCGCCTCG TCTTTCTCTT GCGGAAGGAC TTCGACCAGG CTGACACCTT 1320 
TCGCCCCGCG GAGTTCCACT GG AAGCTGG A TCAGATTTGT GACAAAGAGT GGCACTACTA 1380 
TGTCATCAAT GTGGAGTTTC CTGTGGTAAC CTTATACATG GATGGAGCAA CATATGAACC 1440 
ATACCTGGTG ACCAACGACT GGCCCATTCA TCCATCTCAC ATAGCCATGC AACTCACAGT 1500 
25 CGGCGCTTGT TGGCAAGGAG GAGAAGTCAC CAAACCACAG TTTGCTCAGT TCTTTCATGG 1560 
AAGCCTGGCC AGTCTCACCA TCCGCCCTGG CAAAATGGAA AGCCAGAAGG TGATCTCCTG 1620 
CCTGCAGGCC TGCAAGGAAG GGCTGGACAT TAATTCCTTG GAAAGCCTTG GCCAAGGAAT 1680 
AAAGTATCAC TTCAACCCCT CGCAGTCCAT CCTGGTGATG GAAGGTGACG ACATTGGGAA 1740 
CATTAACCGT GCTCTCCAGA AAGTCTCCTA CATCAACTCC AGGCAGTTCC CAACGGCGGG 1800 
30 TGTGCGGCGC CTCAAAGTAT CCTCCAAAGT CCAGTGCTTT GGGGAAGACG TATGCATCAG 1860 
TATCCCTGAG GTAGATGCCT ATGTGATGGT CCTCCAGGCC ATCGAGCCCC GGATCACCCT 1920 
CCGGGGCACA GACCACTTCT GGAGACCTGC TGCCCAGTTT GAAAGTGCCA GGGGAGTGAC 1980 
CCTCTTCCCT GATATCAAGA TTGTGAGCAC CTTCGCCAAA ACCGAAGCCC CCGGGGACGT 2040 
GAAAACCACA GACCCCAAAT CAGAAGTCTT AGAGGAAATG CTTCATAACT TAGATTTCTG 2100 
35 TGACATTTTG GTGATCGGAG GGGACTTGGA CCCAAGGCAG GAGTGCTTGG AGCTCAACCA 2160 
CAGTGAGCTC CACCAACGAC ACCTGGATGC CACTAATTCT ACTGCAGGCT ACTCCATCTA 2220 
CGGTGTGGGC TCCATGAGCC GCTATGAGCA GGTGCTACAT CACATCCGCT ACCGCAACTG 2280 
GCGTCCGGCT TCCCTTGAGG CCCGGCGTTT CCGGATTAAG TGCTCAGAAC TCAATGGGCG 2340 
CTACACTAGC AATGAGTTCA ACTTGGAGGT CAGCATCCTT CATGAAGACC AAGTCTCAGA 2400 
40 TAAGGAGCAT GTCAATCATC TGATTGTGCA GCCTCCCTTC CTCCAGTCTG TCCATCATCC 2460 
TGAGTCCCGG AGTAGCATCC AGCACAGTTC AGTGGTCCCA AGCATTGCCA CAGTGGTCAT 2S20 
CATCATCTCC GTGTGCATGC TTGTGTTTGT CGTGGCCATG GGTGTGTACC GGGTCCGGAT 2580 
CGCCCACCAG CACTTCATCC AGGAGACTGA GGCTGCCAAG GAATCTGAGA TGGACTGGGA 2640 
CGATTCTGCG CTGACTATCA CAGTCAACCC CATGGAGAAA CATGAAGGAC CAGGGCATGG 2700 
45 GGAAGATGAG ACTGAGGGAG AAGAGGAGGA AGAAGCCGAG GAAGAAATGA GCTCCAGCAG 2760 
TGGCTCTGAC GACAGCGAAG AGGAGGAGGA GGAGGAAGGG ATGGGCAGAG GCAGACATGG 2820 
GCAGAATGGA GCCAGGCAAG CCCAGCTGGA GTGGGATGAC TCCACCCTCC CCTACTAGTG 2880 
CCCAGGGGTC TGCTGCCTGG CCCACATGTC CCTTTTGTAA ACCCTGACCC AGTGTATGCC 2940 
CATGTCTATC ATACCTCACC TCTGATGTCT GTGACATGTC TGGGAAGGCC TTCTCCAGCT 3000 
50 TCCTGGAGCC CACCCTTTAA GCCTTGGGCA CTCCCTGTGT TTCATCCATG GGGAAGTTCC 3060 
AAGAAGCCCA GCATGGCCAT CAGTGAGGAC TTCAGGGTAG ACTTTGTCCT GTAGCCTCCA 3120 
CTTCTGCCCT AAGTTCCCCA GCATCCTGAC TACCTGTCTG CAGAGTTTGC CTTTGTTTTT 3180 
TCCTGCAGGG AAGAAGGCCC ACCTTTGTGT CACTCACCTC CCCAGGCTCA GAGTCCCCAA 3240 
cc GGCCCTGGGG TTCCAACTCA CTGTGCGTCT CCTCCACACA GACCAGTAGG TTCTCCTATG 3300 
55 CTGACTCCAG GTTGCTTCAT ACAAGGAGGG TGGTTGAACT TCACACAOGT AAGGTCTTAG 3360 
TGCTTAACAG TTTAAAGGAA AGTCCTTGTT GAGGCAGAAC TAAGTTTACA GGGAAAGGTA 3420 
CACACATTCT CTCTCTCTCT CTCTCTCTGT CTATCTAGTT CCCCAGCTTG GAGAGCCTTT 3480 
CCCCTTGCTT CTTTCTGAGG CCATATAAGC TTATAAGAAA AGTCCCAAAC CAAGAATAGG 3540 
TCCTTGGCCA CAAGCAGGGT CTGATCCCCC ATCAGAGCTA TCTGAGCCTG CCTGTCTGGG 3600 
60 CACCTGCTGC AACCATGCAG CTACCCTGCC AGGGGCACTC AGCAAACAGA ACCACAGGGC 3660 
CCAGGAGGCA TTCCACACAG GCACTGCCCC AGGACAACAC AACAAGGACA GTCACAACAA 3720 
GGACAACAAG GACACAACAC AACACACAAC AAGGACAGTC ACARCAAGCC TAGAGCCAGA 3780 
AAGCAGATGG AAATGCTAAT GAGGTCAAAC GTAGGCTTCA TGGTGGGTGG AGTGGGGGTG 3840 
GCTGGGCTCC CCCAGGACAG AGGGGACCCT GAGGTTGGCA AGGCTCTCAC CACTCAGCCT 3900 
65 TATGGTCCCT TATCTCCTAT CTTCCCTCTT GAGAAAATAC ACGCTTTCTG CATGTATTAG 3960 
AAACGCACGA GCTCCACCAA GTCTACAATG AAAGTTTGAA ATTTAACTGC AAGGAATTAG 4020 
AAGCATATTT GCAATCATTG CAGCTTCTTC TTTCTTCTGC TCATAAAAGG AGGAACACTT 4080 
TAGATAGAGG GCAAATATAT CTGAAAACCT AATTTCTTTC TTTTTTTGAT AAGGAAATCT 4140 
TTTCCATCTC CATCCTAACA TGCACAACCT GTGAAGAGAA TTGTTTCTAT AGTAACTGGT 4200 
70 CTGTGATCTT TTGTGGCCAA GAGAATAGCA GGCAAGAATT AGGGCCTTGA CAGAATTTCC 4260 
ACGAAGCTCT GAGAACATGT TTGTTTCGAA TGTCTGATTC CTCTTTGTCA TCAATGTGTA 4320 
TGCTCTGTCC CCATCCTTCA CTCCTCCTCA AGCTCACACC AATTGGTTTG GCACAGGCAC 4380 
AGAGCTGGTC CCTAGTTAAG TGGCATTTAT GTTAAAAAAA A 

75 Seq ID NO: 76 Protein sequence 
Protein Accession #: NP_071414 

1 11 21 31 41 51 

on I I \ I I 1 

OU MLPGRLCWVP LL1ALGVGSG SGGGGDSRQR RLLAAKVNKH KPWIETSYHG VITENNDTVI 60 

LDPPLVALDK DAPVPFAGEI CAFKIKGQEIi PPEAWLNKT SGEGRLRAKS PIDCELQKEY 120 

TPIIQAYDCG AGPHETAWKK SHKAWHIQV KDVNEFAPTF KEPAYKAWT EGKIYDSILQ 180 

VEAIDEDCSP QYSQICNYEI VTTDVPFAID RNGNIRNTEK LSYDKQHQYE ILVTAYDCGQ 240 

KPAAQDTLVQ VDVKPVCKPG WQDWTKRIEY QPGSGSMPLP PSIHLETCDG AVSSLQIVTE 300 
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LQTNYIGKGC DRETYSEKSL QKLCGASSGI IDLLPSPSAA TNWTAGLLVD SSEMIFKFDG 360 

RQGAKIPDGI VPKNLTDQFT ITKWMKHGPS PGVRAEKETI LCNSDKTEMN RHHYALYVHN 420 

CRLVFLLRKD FDQADTFRPA EPHWKLDQIC DKEWHYYVIN VEFPWTLYM DGATYEPYLV 480 

TNDWPIHPSH IAMQLTVGAC WQGGBVTKPQ FAQFFHGSLA SLTIRPGKME SQKVISCLQA 540 

CKEGLDINSL ESLGQGIKYH FNPSQSILVN EGDDIGNINR ALQKVSYINS RQFPTAGVRR 600 

LKVSSKVQCF GEDVCISIPE VDAYVMVLQA IEPRITLRGT DHFWRPAAQF ESARGVTLFP 660 

DIKIVSTFAK TEAPGDVKTT DPKSEVLEEM LHNLDFCDIL VIGGDLDPRQ ECLELNHSEL 720 

HQRHLDATNS TAGYSIYGVG SMSRYEQVLH HIRYRNWRPA SLEARRFRIK CSELNGRYTS 780 

NEFNLEVSIL HEDQVSDKEH VNHLIVQPPF LQSVHHPESR SSIQHSSWP SIATWIIIS 840 

VCMLVFWAM GVYRVR I AHQ HFIQETEAAK ESEMDWDD9A LTITVNPMEK HEGPGHGEDE 90 0 
TEGBEEEEAE EEMSSSSGSD DSEEEEEEEG MGRGRHGQNG ARQAQLEWDD STLPY 

Seq ID NO: 77 DNA sequence 

Nucleic Acid Accession ih Eos sequence 

Coding sequence: 482.. 3007 

1 11 21 31 41 51 

I I I 1 I I 

AACTGAGCTA ACAAGAAATA CTAGAAAAGG AGGAAGGAGA ACATTGCTGC AGCTTGGATC 60 

TACAACCTAA GAAAGCAAGA GTGATCAATC TCAGCTCTGT TAAACATCTT GTTTACTTAC 120 

TGCATTCAGC AGCTTGCAAA TGGTTAACTA TATGCAAAAA AGTCAGCATA GCTGTGAAGT 180 

ATGCCGTGAA TTTTAATTGA GGGAAAAAGG GACAATTGCT TCAGGATGCT CTAGTATGCA 240 

CTCTGCTTGA AATATTTTCA ATGAAATGCT CAGTATTCTA TCTTTGACCA GAGGTTTTAA 300 

CTTTATGAAG CTATGGGACT TGACAAAAAG TGATATTTGA GAAGAAAGTA CGCAGTGGTT 360 

GGTGTTTTCT TTTTTTTAAT AAAGGAATTG AATTACTTTG AACACCTCTT CCAGCTGTGC 420 

ATTACAGATA ACGTCAGGAA GAGTCTCTGC TTTACAGAAT CGGATTTCAT CACATGACAA 480 

CATGAAGCTG TGGATTCATC TCTTTTATTC ATCTCTCCTT GCCTGTATAT CTTTACACTC 540 

CCAAACTCCA GTGCTCTCAT CCAGAGGCTC TTGTGATTCT CTTTGCAATT GTGAGGAAAA 600 

AGATGGCACA ATGCTAATAA ATTGTGAAGC AAAAGGTATC AAGATGGTAT CTGAAATAAG 660 

TGTGCCACCA TCACGACCTT TCCAACTAAG CTTATTAAAT AACGGCTTGA CGATGCTTCA 720 

CACAAATGAC TTTTCTGGGC TTACCAATGC TATTTCAATA CACCTTGGAT TTAACAATAT 780 

TGCAGATATT GAGATAGGTG CATTTAATGG CCTTGGCCTC CTGAAACAAC TTCATATCAA 840 

TCACAATTCT TTAGAAATTC TTAAAGAGGA TACTTTCCAT GGACTGGAAA ACCTGGAATT 900 

CCTGCAAGCA GATAACAATT TTATCACAGT GATTGAACCA AGTGCCTTTA GCAAGCTCAA 960 

CAGACTCAAA GTGTTAATTT TAAATGACAA TGCTATTGAG AGTCTTCCTC CAAACATCTT 1020 

CCGATTTGTT CCTTTAACCC ATCTAGATCT TCGTGGAAAT CAATTACAAA CATTGCCTTA 1080 

TGTTGGTTTT CTCGAACACA TTGGCCGAAT ATTGGATCTT CAGTTGGAGG ACAACAAATG 1140 

GGCCTGCAAT TGTGACTTAT TGCAGTTAAA AACTTGGTTG GAGAACATGC CTCCACAGTC 1200 

TATAATTGGT GATGTTGTCT GCAACAGCCC TCCATTTTTT AAAGGAAGTA TACTCAGTAG 1260 

ACTAAAGAAG GAATCTATTT GCCCTACTCC ACCAGTGTAT GAAGAACATG AGGATCCTTC 1320 

AGGATCATTA CATCTGGCAG CAACATCTTC AATAAATGAT AGTCGCATGT CAACTAAGAC 1380 

CACGTCCATT CTAAAACTAC CCACCAAAGC ACCAGGTTTG ATACCTTATA TTACAAAGCC 1440 

ATCCACTCAA CTTCCAGGAC CTTACTGCCC TATTCCTTGT AACTGCAAAG TCCTATCCCC 1500 

ATCAGGACTT CTAATACATT GTCAGGAGCG CAACATTGAA AGCTTATCAG ATCTGAGACC 1S60 

TCCTCCGCAA AATCCTAGAA AGCTCATTCT AGCGGGAAAT ATTATTCACA GTTTAATGAA 1620 

GTCTGATCTA GTGGAATATT TCACTTTGGA AATGCTTCAC TTGGGAAACA ATCGTATTGA 1680 

AGTTCTTGAA GAAGGATCGT TTATGAACCT AACGAGATTA CAAAAACTCT ATCTAAATGG 1740 

TAACCACCTG ACCAAATTAA GTAAAGGCAT GTTCCTTGGT CTCCATAATC TTGAATACTT 1800 

ATATCTTGAA TACAATGCCA TTAAGGAAAT ACTGCCAGGA ACCTTTAATC CAATGCCTAA 1860 

ACTTAAAGTC CTGTATTTAA ATAACAACCT CCTCCAAGTT TTACCACCAC ATATTTTTTC 1920 

AGGGGTTCCT CTAACTAAGG TAAATCTTAA AACAAACCAG TTTACCCATC TACCTGTAAG 1980 

TAATATTTTG GATGATCTTG ATTTACTAAC CCAGATTGAC CTTGAGGATA ACCCCTGGGA 2040 

CTGCTCCTGT GACCTGGTTG GACTGCAGCA ATGGATACAA AAGTTAAGCA AGAACACAGT 2100 

GACAGATGAC ATCCTCTGCA CTTCCCCCGG GCATCTCGAC AAAAAGGAAT TGAAAGCCCT 2160 

AAATAGTGAA ATTCTCTGTC CAGGTTTAGT AAATAACCCA TCCATGCCAA CACAGACTAG 2220 

TTACCTTATG GTCACCACTC CTGCAACAAC AACAAATACG GCTGATACTA TTTTACGATC 2280 

TCTTACGGAC GCTGTGCCAC TGTCTGTTCT AATATTGGGA CTTCTGATTA TGTTCATCAC 2340 

TATTGTTTTC TGTGCTGCAG GGATAGTGGT TCTTGTTCTT CACCGCAGGA GAAGATACAA 2400 

AAAGAAACAA GTAGATGAGC AAATGAGAGA CAACAGTCCT GTGCATCTTC AGTACAGCAT 2460 

GTATGGCCAT AAAACCACTC ATCACACTAC TGAAAGACCC TCTGCCTCAC TCTATGAACA 2520 

GCACATGGTG AGCCCCATGG TTCATGTCTA TAGAAGTCCA TCCTTTGGTC CAAAGCATCT 2580 

GGAAGAGGAA GAAGAGAGGA ATGAGAAAGA AGGAAGTGAT GCAAAACATC TCCAAAGAAG 2640 

TCTTTTGGAA CAGGAAAATC ATTCACCACT CACAGGGTCA AATATGAAAT ACAAAACCAC 2700 

GAACCAATCA ACAGAATTTT TATCCTTCCA AGATGCCAGC TCATTGTACA GAAACATTTT 2760 

AGAAAAAGAA AGGGAACTTC AGCAACTGGG AATCACAGAA TACCTAAGGA AAAACATTGC 2820 

TCAGCTCCAG CCTGATATGG AGGCACATTA TCCTGGAGCC CACGAAGAGC TGAAGTTAAT 2880 

GGAAACATTA ATGTACTCAC GTCCAAGGAA GGTATTAGTG GAACAGACAA AAAATGAGTA 2940 

TTTTGAACTT AAAGCTAATT TACATGCTGA ACCTGACTAT TTAGAAGTCC TGGAGCAGCA 3000 

AACATAGATG GAGAGTTTGA GGGCTTTCGC AGAAATGCTG TGATTCTGTT TTAAGTCCAT 3060 

ACCTTGTAAA TAAGTGCCTT ACGTGAGTGT GTCATCAATC AGAACCTAAG CACAGCAGTA 3120 

AACTATGGGG AAAAAAAAAG AAGAAGAAAA GAAACTCAGG GATCACTGGG AGAAGCCATG 3160 
GCATTATCTT CAGGCAATTT AGTCTGTCCC AAATAAAATC AATCCTTGCA TGTAAATC 

Seq ID NO: 78 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MKLWIHLFYS SLLACISLHS QTPVLSSRGS CDSLCNCEEK DGTMLINCEA KGIKMVSEIS 60 

VPPSRPFQLS LLNNGLTMLH TNDFSGLTNA ISIHLGFNNI ADIEIGAFNG LGLLKQLHIN 120 

HNSLEILKED TFHGLENLEF LQADNNFITV IEPSAPSKXN RLKVLILNDN AIESLPPNIF 180 

RFVPLTHLDL RGNQLQTLPY VGFLEHIGRI LDLQLEDNKW ACNCDLLQLK TWLENMPPQS 240 

IIGDWCNSP PFFKGSILSR LKKESICPTP PVYEEHEDPS GSLHLAATSS INDSRMSTKT 300 

TSILiKLPTKA PGLIPYITKP STQItPGPYCP IPCNCKVLSP SGLLIHCQER NIESLSDLRP 360 
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PPQNPRKLIL. AGNIIHSLMK SDLVEYFTLE MLHLGNNRIE VLEEGSFMNL TRLQKLYLNG 420 

NHLTKLSKGM FLGLHNLEYL YLEYNAIKEI LPGTFNPMPK LKVLYLNNNL. UJVLPPHIFS 480 

GVPLTKVNLK TNQFTHLPVS NILDDLDLLT QIDLEDNPWD CSCDLVGLQQ WIQKLSKNTV S40 

TDDILCTSPG HLDKKELKAL NSEILCPGLV NNPSMPTQTS YLMVTTPATT TNTADTILRS 600 

LTDAVPLSVL ILGLLIMFIT IVFCAAGIW LVLHRRRRYK KKQVDEQMRD NSPVHLQYSM 660 

YGHKTTHHTT ERPSASLYEQ HMVSPMVHVY RSPSFGPKHL EEEEERNEKE GSDAKHLQRS 720 

LLEQENHSPL TGSNMKYKTT NQSTEFLSFQ DASSLYRNIL EKERELQQLG ITEYLRKNIA 780 

QLQPDMEAHY PGAHEELKLM ETLMYSRPRK VLVEQTKNEY FELKANLHAE PDYLEVLEQQ 840 
T 

Seq ID NO: 79 dna sequence 

Nucleic Acid Accession #: NMJU6640.2 

Coding sequence: 39.. 1358 

1 11 21 31 41 51 

I I I I I I 

GCTTAAGTTG ACCTCTGGGT CCGGAATCGC GGGCAAAGAT GGCGGCGGCC AGGTGTTGGA 60 

GGCCTTTGCT ACGCGGTCCG AGGCTTTCAT TGCACACCGC GGCTAATGCC GCCGCCACGG 120 

CTACAGAAAC GACCTCCCAA GACGTCGCGG CGACCCCCGT CGCGCGGTAC CCGCCGATTG 180 

TGGCCTCCAT GACAGCCGAC AGCAAAGCTG CACGGCTGCG GCGGATCGAG CGCTGGCAGG 240 

CGACGGTGCA CGCTGCGGAG TCGGTAGACG AGAAGCTGCG AATCCTCACC AAGATGCAGT 300 

TTATGAAGTA CATGGTTTAC CCGCAGACCT TCGCGCTGAA TGCCGACCGC TGGTACCAGT 360 

ACTTCACCAA GACCGTGTTC CTGTCGGGTC TGCCGCCGCC CCCAGCGGAG CCCGAGCCOG 420 

AGCCCGAACC CGAACCTGAA CCTGCGCTGG ACCTCGCGGC GCTGCGTGCG GTCGCCTGCG 480 

ACTGCCTGCT GCAGGAGCAC TTCTACCTGC GGCGCAGGCG GCGCGTGCAC CGTTACGAGG 540 

AGAGCGAGGT CATATCTTTG CCCTTCCTGG ATCAGCTGGT GTCAACCCTC GTGGGCCTCC 600 

TCAGCCCACA CAACCCGGCC CTGGCCGCTG CCGCCCTCGA TTATAGATGC CCAGTTCATT 660 

TTTACTGGGT GCGTGGTGAA GAAATTATTC CTCGTGGTCA TCGAAGAGGT CGAATTGATG 720 

ACTTGCGATA CCAGATAGAT GATAAACCAA ACAACCAGAT TCGAATATCC AAGCAACTCG 780 

CAGAGTTTGT GCCATTGGAT TATTCTGTTC CTATAGAAAT CCCCACTATA AAATGTAAAC 840 

CAGACAAACT TCCATTATTC AAACGGCAGT ATGAAAACCA CATATTTGTT GGCTCAAAAA 900 

CTGCAGATCC TTGCTGTTAC GGTCACACCC AGTTTCATCT GTTACCTGAC AAATTAAGAA 960 

GGGAAAGGCT TTTGAGACAA AACTGTGCTG ATCAGATAGA AGTTGTTTTT AGAGCTAATG 1020 

CTATTGCAAG CCTTTTTGCT TGGACTGGAG CACAAGCTAT GT AT CAAGG A TTCTGGAGTG 1080 

AAGCAGATGT TACTCGACCT TTTGTCTCCC AGGCTGTGAT CACAGATGGA AAATACTTTT 1140 

CCTTTTTCTG CTACCAGCTA AATACTTTGG CACTGACTAC ACAAGCTGAT CAAAATAACC 1200 

CTCGTAAAAA TATATGTTGG GGTACACAAA GTAAGCCTCT TTATGAAACA ATTGAGGATA 1260 

ATGATGTGAA AGGTTTTAAT GATGATGTTC TACTTCAGAT AGTTCACTTT CTACTGAATA 1320 

GACCAAAAGA AGAAAAATCA CAGCTGTTGG AAAACTGAAA AAGCATATTT GATTGAGAAC 1380 

TGTGGGAATA TTTAAATTTT ACTGAAGGAA CAATAATGAT GAGATTTGTA ACTGTCAACT 1440 
ATTAAATACA TTGATTTTTG AGACAAAAAA AAAAAAAAAA AA 

Seq ID NO: 80 Protein sequence 
Protein Accession #: NP_057724-1 

1 11 21 31 41 51 

I i 1 I I I 

MAAARCWRPL LRGPRLSLHT AANAAATATE TTSQDVAATP VARYPPIVAS MTADSKAARL 60 

RRIERWQATV HAAESVDEKL RILTKMQFMK YMVYPQTFAL NADRWYQYFT KTVFLSGLPP 120 

PPAEPEPEPE PEPEPALDLA ALRAVACDCL LQEHFYLRRR RRVHRYEESE VISLPFLDQL 180 

VSTLVGLLSP HNPALAAAAL DYRCPVHFYW VRGEEIIPRG HRRGRIDDLR YQIDDKPNNQ 240 

IRISKQLAEF VPLDYSVPIE IPTIKCKPDK LPLFKRQYEN HIFVGSKTAD PCCYGHTQFH 300 

LI»PDKLRRER LLRQNCADQI EWFRANAIA SIiFAWTGAQA MYQGFWSEAD VTRPFVSQAV 360 

ITDGKYFSFF CYQLNTLALT TQADQNNPRK NICWGTQSKP LYETIEDNDV KGFNDDVLLQ 420 
IVHFLLNRPK EEKSQLLEN 

Seq ID NO: 81 DNA sequence 

Nucleic Acid Accession #: FGENESH predicted 
Coding sequence: 1..2070 

1 11 21 31 41 51 

I I 1 I 1 I 

ATGAGCGGTG OGGGGGTGGC GGCXGGGACG OGGCCCCCCA GCTCGCCGAC CCCGGGCTCT 60 

CGGOGCCGGC GCCAGOGCCC CTCXGTGGGC GTCCAGTCCT ■ TGAGGCCGCA GAGCCCGCAG 120 

CTCAGGCAGA GCGACCCGCA GAAACGGAAC CTGGACCTGG AGAAAAGCCT GCAGTTCCTG 180 

CAGCAGCAGC ACTCGGAGAT GCTGGCCAAG CTCCATGAGG AGATCGAGCA TCTGAAGCGG 240 

GAAAACAAGG GTGAGCCGGC GCGGGGCCCT AGGCCGGCCC TGCCTCCCCA GGCACACTCA 300 

ACACTGCCGC TCCCGCAGCA CAGAAACACA GCCATCAACT CCAGCACACG CCTGGGCTCA 360 

GGGGGAACAC AGGACGGGGA GCCCCTCCAG ACTGTCCTTG CCCACCTGGC TGCACTGGCC 420 

CCTGTATGCC AACCCAGTGG GTACAGGTTC TGGGGGACCT GGACAGATGC CGCTACCTCT 480 

AGCCGTGGCT GGACGATGTT ATGCAGCCAA GCACAGCACG TGCTGCTCTC GGGAAGCCCA S40 

GGGCCTGAGG TCATTGCAGG GCGGCAGGTG GCCACAGGGT GCTCCCCAGA CCTCCCTCCT 600 

CCAAGTAGAG CTGAAATGGG AAGGAACCCC TGGGACAGCC CCTGCCCTGC TAGATCTTTG 660 

CCTCAGATTG CTGCTGTGGC CAGGCCCAGG ATTTCCAGCC CTATGGCTCT GAGTCCTCAC 720 

ATGCTGGGGG CCCAGGGGAT ATGGACACAC TCCATCCAGG GATCCCTTCC TGCCATCTGG 780 

GCAGCAACCA TGGGGACAAA GGGAGGAAGC AGAGTCCTGT TTCCTTGCCA CTTGTCCAAG 840 

GCACTTCCCC ATCCTGACAG CGGCCCCCAC CCAGCCCAGG ATCCTGGGCT GTGGTCTCAA 900 

GCTCACTTCC CATTATCTTT GGGGCTGGGG CTGACATCAG GAGGACATCT GACTGGTGGA 960 

TGGAGCCAGC CTGGGAACAT CGCAGCTGGG GCAGTGCCTA GGGCTCTCCC TTCCCAGGGA 1020 

GACATGGAGA AGGGGGTTGA GGGAGGGCCC TTCCCTAGCC GCTGTGGCAA CTCCAGTGAG 1080 

CTGTTCTGGG CAAAGTGTGG CCCAAGTCGG CAGCCCCAGC CCTGCAGTGC TGGGGACGCT 1140 

GACAGGACAC GGGAAGAGGC CATGCTTTCC CTCGGGACCT GCTGTTCCAT GTGTCCCAAG 1200 

CCCTCCTGCT TTCCAGATGG CCCCTCAGGA AACCACCTTT CCAGGGCCTC TGCTCCCTTG 1260 

GGCGCTCGCT GGGTCTGCAT CAACGGAGTG TGGGTAGAGC CGGGAGGACC CAGCCCTGCC 1320 
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AGGCTGAAGG AGGGCTCCTC ACGGACACAC AGGCCAGGAG GCAAGCGTGG GCGTCTTGCG 1380 

GGCGGTAGCG CCGACACTGT GCGCTCTCCT GCAGACAGCC TCTCCATGTC AAGCTTCCAG 1440 

TCTGTCAAGT CCATCTCTAA TTCAGCCAAC TCTCAAGGCA AGGCCAGGCC CCAGCCCGGC 1500 

TCCTTCAACA AGCAAGATTC AAAAGCTGAC GTCTCCCAGA AGGCGGACCT GGAAGAGGAG 1S60 

5 CCCCTACTTC ACAACAGCAA GCTGGACAAA GTTCCTGGGG TACAAGGGCA GGCCAGAAAG 1620 

GAGAAAGCAG AGGCCTCTAA TGCAGGAGCT GCCTGTATGG GGAACAGCCA GCACCAGGGC 1660 

AGGCAGATGG GGGCGGGGGC ACACCCCCCA ATGATCCTGC CCCTTCCCCT GCGAAAGCCC 1740 

ACCACACTTA GGCAGTGCGA AGTGCTCATC CGCGAGCTGT GGAATACCAA CCTCCTGCAG 1800 

ACCCAAGAGC TGCGGCACCT CAAGTCCCTC CTGGAAGGGA GCCAGAGGCC CCAGGCAGCC I960 

10 CCGGAGGAAG CTAGCTTTCC CAGGGACCAA GAAGCCACGC ATTTCCCCAA GGTCTCCACC 1920 

AAGAGCCTCT CCAAGAAATG CCTGAGCCCA CCTGTGGCGG AGCGTGCCAT CCTGCCCGCA 1980 

CTGAAGCAGA CCCCGAAGAA CAACTTTGCC GAGAGGCAGA AGAGGCTGCA GGCAATGCAG 2040 
AAACGGCGCC TGCATCGCTC AGTGCTTTGA 

15 Seq ID NO: 82 Protein sequence 

Protein Accession #: FGENESH predicted 

1 11 21 31 41 51 

on I 1 1 1 1 1 

2U MSGAGVAAGT RPPSSPTPGS RRRRQRPSVG VQSLRPQSPQ LRQSDPQKRN LDLBKSLQFL 60 

QQQHSEMLAK LHEEIEHLKR ENKGEPARGP RPALPPQAHS TLPLPQHRNT AINSSTRLGS 120 

GGTQDGEPLQ TVLAHLAALA PVCQPSGYRF WGTWTDAATS SRGWTMIjCSQ AQHVLLSGSP 180 

GPEVIAGRQV ATGCSPDLPP PSRAEMGRNP WESPCPARSL PQIAAVARPR ISSPMALSPH 240 

MLGAQGIWTH SIQGSLPAIW AATMGTKGGS RVLFPCHLSK ALPHPDSGPH PAQDPGLWSQ 300 

25 AHFPLSLGLG LTSGGHLTGG WSQPGNIAAG AVPRALPSQG DMEKGVEGGP FPSRCGNSSE 360 

LFWAKCGPSR QPQPCSAGDA DRTREEAMLS LGTCCSMCPK PSCFPDGPSG NHLSRASAPL 420 

GARWVCINGV WVEPGGPSPA RLKEGSSRTH RPGGKRGRIiA GGSADTVRSP ADSLSMSSFQ 480 

SVKSISNSAN SQGKARPQPG SFNKQDSKAD VSQKADLEEE PLLHNSKLDK VPGVQGQARK 540 

EKABASNAGA ACMGNSQHQG RQMGAGAHPP MILPLPLRKP TTLRQCEVIjI RELWNTNLLQ 600 

30 TQELRHLKSL LEGSQRPQAA PEEASFPRDQ EATHFPKVST KSLSKKCLSP PVAERAILPA 660 
LKQTPKNNFA ERQKRLQAMQ KRRLHRSVL 
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Seq ID NO: 83 DNA sequence 

Nucleic Acid Accession ft: NM_005264.1 

Coding sequence: 557.. 1954 



1 11 21 31 41 51 

I I I I 1 1 

GAATTCCGGC CAGAAGAAAT CTGGCCTCGG AACACGCCAT TCTCCGCGCC GCTTCCAATA 
ACCACTAACA TCCCTAACGA GCATCCGAGC CGAGGGCTCT GCTCGGAAAT CGTCCTGG CC 
CAACTCGGCC CTTCGAGCTC TCGAAGATTA CCGCATCTAT TTTTTTTTTC TTTTTTTTCT 
TTTCCTAGCG CAGATAAAGT GAGCCCGGAA AGGGAAGGAG GGGGCGGGGA CACCATTGCC 
CTGAAAGAAT AAATAAGTAA ATAAACAAAC TGGCTCCTCG CCGCAGCTGG ACGCGGTCGG 
TTGAGTCCAG GTTGGGTCGG ACCTGAACCC CTAAAAGCGG AACCGCCTCC CGCCCTCGCC 
ATCCCGGAGC TGAGTCGCCG GCGGCGGTGG CTGCTGCCAG ACCCGGAGTT TCCTCTTTCA 
CTGGATGGAG CTGAACTTTG GGCGGCCAGA GCAGCACAGC TGTCCGGGGA TCGCTGCACG 
CTGAGCTCCC TCGGCAAGAC CCAGCGGCGG CTCGGGATTT TTTTGGGGGG GCGGGGACCA 
GCCCCGCGCC GGCACCATGT TCCTGGCGAC CCTGTACTTC GCGCTGCCGC TCTTGGACTT 
GCTCCTGTCG GCCGAAGTGA GCGGCGGAGA CCGCCTGGAT TGCGTGAAAG CCAGTGATCA 
GTGCCTGAAG GAGCAGAGCT GCAGCACCAA GTACCGCACG CTAAGGCAGT GCGTGGCGGG 
CAAGGAGACC AACTTCAGCC TGGCATCCGG CCTGGAGGCC AAGGATGAGT GCCGCAGCGC 
CATGGAGGCC CTGAAGCAGA AGTCGCTCTA CAACTGCCGC TGCAAGCGGG GTATGAAGAA 
GGAGAAGAAC TGCCTGCGCA TTTACTGGAG CATGTACCAG AGCCTGCAGG GAAATGATCT 
GCTGGAGGAT TCCCCATATG AACCAGTTAA CAGCAGATTG TCAGATATAT TCCGGGTGGT 
CCCATTCATA TCAGATGTTT TTCAGCAAGT GGAGCACATT CCCAAAGGGA ACAACTGCCT 
GGATGCAGCG AAGGCCTGCA ACCTCGACGA CATTTGCAAG AAGTACAGGT CGGGGTACAT 
CACCCCGTGC ACCACCAGCG TGTCCAACGA TGTCTGCAAC CGCCGCAAGT GCCACAAGGC 
CCTCCGGCAG TTCTTTGACA AGGTCCCGGC CAAGCACAGC TACGGAATGC TCTTCTGCTC 
CTGCCGGGAC ATCGCCTGCA CAGAGCGGAG GCGACAGACC ATCGTGCCTG TGTGCTCCTA 
TGAAGAGAGG GAGAAGCCCA ACTGTTTGAA TTTGCAGGAC TCCTGCAAGA CGAATTACAT 
CTGCAGATCT CGCCTTGCGG A T T TTT TTAC CAACTGCCAG CCAGAGTCAA GGTCTGTCAG 
CAGCTGTCTA AAGGAAAACT ACGCTGACTG CCTCCTCGCC TACTCGGGGC TTATTGGCAC 
AGTCATGACC CCCAACTACA TAGACTCCAG TAGCCTCAGT GTGGCCCCAT GGTGTGACTG 
CAGCAACAGT GGGAACGACC TAGAAGAGTG CTTGAAATTT TTGAATTTCT TCAAGGACAA 
TACATGTCTT AAAAATGCAA TTCAAGCCTT TGGCAATGGC TCCGATGTGA CCGTGTGGCA 
GCCAGCCTTC CCAGTACAGA CCACCACTGC CACTACCACC ACTGCCCTCC GGGTTAAGAA 
CAAGCCCCTG GGGCCAGCAG GGTCTGAGAA TGAAATTCCC ACTCATGTTT TGCCACCGTG 
TGCAAATTTA CAGGCACAGA AGCTGAAATC CAATGTGTCG GGCAATACAC ACCTCTGTAT 
TTCCAATGGT AATTATGAAA AAGAAGGTCT CGGTGCTTCC AGCCACATAA CCACAAAATC 
AATGGCTGCT CCTCCAAGCT GTGGTCTGAG CCCACTGCTG GTCCTGGTGG TAACCGCTCT 
GTCCACCCTA TTATCTTTAA CAGAAACATC ATAGCTGCAT TAAAAAAATA CAATATGGAC 
ATGTAAAAAG ACAAAAACCA AGTTATCTGT TTCCTGTTCT CTTGTATAGC TGAAATTCCA 
GTTTAGGAGC TCAGTTGAGA AACAGTTCCA TTCAACTGGA ACATTTTTTT TTTTCCTTTT 
AAGAAAGCTT CTTGTGATCC TTCGGGGCTT CTGTGAAAAA CCTGATGCAG TGCTCCATCC 
AAACTCAGAA GGCTTTGGGA TATGCTGTAT TTTAAAGGGA CAGTTTGTAA CTTGGGCTGT 
AAAGCAAACT GGGGCTGTGT TTTCGATGAT GATGATCATC ATGATCATGA TGATTTTAAC 
AGTTTTACTT CTGGCCTTTC CTAGCTAGAG AAGGAGTTAA TATTTCTAAG GTAACTCCCA 
TATCTCCTTT AATGACATTG ATTTCTAATG ATATAAATTT CAGCCTACAT TGATGCCAAG 
CTTTTTTGCC ACAAAGAAGA TTCTTACCAA GAGTGGGCTT TGTGGAAACA GCTGGTACTG 
ATGTTCACCT TTATATATGT ACTAGCATTT TCCACGCTGA TGTTTATGTA CTGTAAACAG 
TTCTGCACTC TTGTACAAAA GAAAAAACCA CCCGGAATTC 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
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2280 
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2400 
2460 
2520 



Seq ID NO: 84 Protein sequence 
Protein Accession #: NM_005264.1 
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MFLATLYFAL 
SLASGLEAKD 
YEPVNSRLSD 
SVSNDVCNRR 
PNCLNLQDSC 
YIDSSSLSVA 
QTTTATTTTA 
EKEGLGASSH 



11 
I 

PLLDLLLSAE 
ECRSAMEALK 
IFRWPFISD 
KCHKALRQFF 
KTNYICRSRL 
PWCDCSNSGN 
LRVKNKPLGP 
ITTKSMAAPP 



21 
I 

VSGGDRLDCV 
QKSLYNCRCK 
VFQQVEHIPK 
DKVPAKHSYG 
ADFFTNCQPE 
DLEECLKFLN 
AGSENBIPTH 
SCGLSPLLVL 



31 
I 

KASDQCLKEQ 
RGMKKEKNCL 
GNNCLDAAKA 
MLFCSCRDIA 
SRSVSSCLKE 
FFKDNTCLKN 
VLPPCANLQA 
WTALSTLLS 



41 
I 

SCSTKYRTLR 
RIYWSMYQSL 
CNLDDICKKY 
CTERRRQTIV 
NYADCLLAYS 
AIQAFGNGSD 
QKLKSNVSGN 
LTETS 



51 
I 

QCVAGKETNF 60 

QGNDLLEDSP 120 

RSAYITPCTT 180 

PVCSYEEREK 240 

GLIGTVMTPN 300 

VTVWQPAFPV 360 

THLCISNGNY 420 



Seq ID NO: SS DNA sequence 

Nucleic Acid Accession fl: XM_027172.1 

Coding sequence: 143.-1405 

1 11 21 31 41 51 

I I I I I I 

GGTGGAGACA CCGCCTCAGG GCTCGGTGCA CAGTGGACAT TTGGGGAGCG TTGTGGGTGA 60 

CCCCCACACA GGCACTGGGA ATGCAGGGGA GAGGGGGCCA AGGGGGAAAG GGGCCAGAGT 120 

GTTGGCTTTG GATTCAGGAG GGATGGATTC CAGTCCTAGC TTGCCACTTA TTAGGACTCC 180 

TGAGAGCAGC CTCCATGAGG CCCTGGACCA GTGCATGACC GCCCTGGACC TCTTCCTCAC 240 

CAACCAGTTC TCAGAAGCAC TCAGCTACCT CAAGCCCAGA ACCAAGGAAA GCATGTACCA 300 

CTCACTGACA TATGCCACCA TCCTGGAGAT GCAGGCCATG ATGACCTTTG ACCCTCAGGA 360 

CATCCTGCTT GCCGGCAACA TGATGAAGGA GGCACAGATG CTGTGTCAGA GGCACCGGAG 420 

GAAGTCTTCT GTAACAGATT CCTTCAGCAG CCTGGTGAAC CGCCCCACGC TGGGCCAATT 480 

CACTGAAGAG GAAATCCACG CTGAGGTCTG CTATGCAGAG TGCCTGCTGC AGCGAGCAGC 540 

CCTGACCTTC CTGCAGGGTT CCTCACACGG AGGGGCAGTC AGGCCCAGAG CCTTGCATGA 600 

TCCCTCTCAC GCCTGCAGCT GCCCACCTGG GCCAGGCCGT CAGCATCTTT TCCTCCTGCA 660 

GGACGAGAAC ATGGTGAGCT TCATCAAAGG CGGCATCAAA GTTCGAAACA GCTACCAGAC 720 

CTACAAGGAG CTGGACAGCC TTGTTCAGTC CTCACAATAC TGCAAGGGTG AGAACCACCC 780 

GCACTTTGAA GGAGGAGTGA AGCTTGGTGT AGGGGCCTTC AACCTGACAC TGTCCATGCT 840 

TCCTACTAGG ATCCTGAGGC TGTTGGAGTT TGTGGGGTTT TCAGGAAACA AGGACTATGG 900 

GCTGCTGCAG CTGGAGGAGG GAGCGTCAGG GCACAGCTTC CGCTCTGTGC TCTGTGTCAT 960 

GCTCCTGCTG TGCTACCACA CCTTCCTCAC CTTCGTGCTC GGTACTGGGA ACGTCAACAT 1020 

CGAGGAGGCC GAGAAGCTCT TGAAGCCCTA CCTGAACCGG TACCCTAAGG GTGCCATCTT 1080 

GCAGGGAGGA TTGAAGTCAT TAAAGGCAAC ATTGATGCAG TGAGTGATGG 1140 

CGGGGCTGGG GATCCCTCGG GGTCTCCCAG ACCAGCAGGA AGTCAGGCAC 1200 

ATGTGACATA CTCAGGGACA GGATAGACTG GGGGCGGGGG GGGGGCCAAG AGAGAACCAA 1260 

CCAGAGAGCA GGGGCAGGAG AGGCCCTTCT GGCAGAGCAG CCTGGGAAGA CAAGGGAGGA 1320 

GGAGGCATTT GTGGTGCCTG GGATTTTGAC TGGGAGATAT AGGACTGCAG CATTGCAGTG 1380 

GAGGGAGGTG GAGGGAGGTG CTTGAGGGAG GCAGAGGTTA GGAAAGCCCA TCTGTTTAGG 1440 

GCATGACGAT TAGGCTGGAG TCTGGTACCT CCCCTCCATT ATAGCTCTCT CCTGCTCTTT 1500 

CATTTTGTTA CTAAAAACCA GAGTCCTAGG CGGGGGCTGT ATTTGAGCCC AACGTCATGT 1560 

AAGACTTAGG AGGTAAAACC AGGACTGGAG GCCAGATCTC CTGGCTCCTG GGGCCCCACC 1620 

TGAGCCTAGC ACAGGGCTGG ACCACTATGC CCTGGAGGAG TCCCGGTCTG CTGTGGTGTT 1680 

GGGAGGTTCG GAGGATGCAG AGGGGTTGGG GCTGGGTGGG CACCCGTCAG GCTGACCAGA 1740 

AGGTGCCTGC AGGCCATCCG GCGTTTCGAG GAGTGCTGTG AGGCCCAGCA GCACTGGAAG 1800 

CAGTTCCACC ACATGTGCTA CTGGGAGCTG ATGTGGTGCT TCACCTACAA GGGCCAGTGG I860 

AAGATGTCCT ACTTCTACGC CGACCTGCTC AGCAAGGAGA ACTGCTGGTC CAAGGTGGGC 1920 

TGATGCCACG TGTTAGGGGC ATTGGGTGAC CAGGGCTGAC TGTGTGCCTC CAGACCAOGG 1980 

GCCAAATCCC TAACTGAACA CAGATGTCTC AGCTGGAATC TAAACATAAC CTTAAATTCT 2040 

AATAGGACTC AGGCTTGGAA GGAACTAAAG ACCACAAGAG AAACTTCTGA ACCACAATGT 2100 

GTCACAAAGA GATTTCTAGT CACAAAGGAC AGAAACATGG CTCCCTCTGT CCAGTAGAAC 2160 

TGTTTCTGTG GTAQAAATGT TCTACTTATG CACTGCCCAA ATATGGTAGT CACCAGCCAC 2220 

ATGTGCACAA TGAGCACATG AAATGTGCCT AGTGCAACTG GGAAACTGAT TGTTTTCAGT 2280 

TTTATTTAAT TTTAATTAAC TAAATGTTAA ATTTAAATAG CCATGTAGGG CTTGTGGCCA 2340 

CTATATTGGA CTATGCAGGT CCAAAACACA AAAGGCTCAT ATAACTGAAC ATTCTTGGCA 2400 

CATCCGACTT CAGGTAGGGC TGGATCCAGG AATTCAAATG ATGTCGTCTG GCTTGGTCTT 2460 

TCCATTTGTG GCTGTGCTCT CTCCTATGAC ATCTTTGTTT CTGCTGCATC TTTGCAGGAA 2520 

GGTTCTCTCC ATGTGACAGG CAAGGTGGCC ACGGGCTGCT TCTACTCATA TCCTCCCCTT 2580 

GGTTTCAACC iAGAGTCCCAC AGTTTGAGCC TCACTGGTCT GACTTGTCAC CTGCCAATGC 2640 

CTGGAACAGA GGGGTGGGAA GATTCCTCAT GGGCTGAGAG TAGGAGAGGG GTGGTTCCAC 2700 

AGAAGAAAAT GATGCACCCA GAAATAGTGG AGGGATTAAC AAGATGCCAT ACAGGCAAAA 2760 

CAAAGCCAAA CAGATGCCCG CCTACCAAAG ATGAAATTTA TCATGGTAAG TATTGAAATA 2820 

AGTGTTAGCT TGTACCATCA TAGTAATGAT AGTGCAGAAA TTGGAACCAA GAGTCTTACA 2880 

ACCACCTAGC TCAGCAAACG TCTAATCTGT TATTTGTAAA TACACAGGAC ATGTGTCTTC 2940 

ATGGCTTCAT CCCCTGCCCA TAGCAGACAT TGCTAATCAA TCCTCTGCCA TGAGCCTAGC 3000 

TGTGACCTTA GATACCTTCC CTGCAAAGCT CCAGGCAGCC GTTAGAACTG ACCCACATTG 3060 

GCACCTGTTA GGAGACCTGT CATCTGCATC TGGTCCCTCC CCCTCCTCTG CATGGAGGTC 3120 

TCTTCCGTAG CCCTGCCTGG GGACCAAGCT GAAGGGGAAT TCTCTGGGTC TGGGGCAGGT 3180 

GGGGCTGGGG AAGGGAGCAG GCTTCTACTG AGCTCTCAAC ATGTCTGGCA CCTGTCATGT 3240 

CCTCCACACC ACACCCAGTG AGGAGAAGTT ATTATCTCCA TTGGGCACAT GAGGGCCACT 3300 

GATGCTAAGC GAGGACTGTG ACTTTCCCAC CCACATGGCT GTTGGTGACA GACACCGGAT 3360 

TTGAGGACAG TCCTGTGTGA CTCAGAGGCC TCTGCTTCTC TCTTGCTCCT AGAGT CCTCC 3420 

TGAGGAGTCG GGGCTTGCCC TGAGCCCACC CTGCTGTTGA AGGTGCTTCC TCAGGCCCAG 3480 

CTCCCATGGC CCCCACACCC CCTCCTCATC ACCTCCTACT CCCAAAAAGG ACAAAGCCTC 3540 

AGGGAACCTT TTTTCTTTTT TTAGAGACAG GGTCTTGCTA TGTTGGTCAG GCTAGTCTTG 3600 

AACTCCTGGG CCCAAGCAAT CTTCCCACCT CTGCCTCCTA AAGTGCTGGG ATTCTGGGCC 3660 
TTAGGGAACC TTTTTGAACT GAAAGTGACT CTCGAAGCCT TCCTGTAGAG TGAGGTGGGT 3720 
GGCTGGGGCT AACCATATGG GGAAGGAGAG ACCTGGTGGG GGCACACAGC TGCTATATAG 3780 
AGGAACAGAA GGTGGGCCAG GCCTCCCAGC TGTCAGGAAA TCTGGCTCAG TCCCCAGACC 3840 
GCTGTGTGGC TTTGGGGTGG CCAGTCCCTC TCTCTCTGCA ACACTCTCCT CATGAGGACT 3900 
TCTGTGAAAA ATGGGGGTTG TAACCCTCTG AGTTCTGGGG CCCCACCCAT TTCTAATCTC 3960 
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CAGAACTTGG 
TTGCCATAGG 
GTCAGCTGCT 
ACACAGGCTT 
AGCCTGCCAC 
CATTTGTGGG 
AAAGGCCAGG 
GTTATCTACT 
AAACCTCCGA 
TCTCCTGCAG 
CTGAGATGGC 
AGCTAAAGGC 
AGGTGGGTCT 
CAAGCCAAGA 
TGCCACAGGG 
CTGCTCTTTT 
CTAAGTCACA 
GGAGGGAAGA 
CAGCACAGGC 
GAGCCAGAAA 
ATCCAGCAGT 
CCAGCAGTTG 
TGAGCAGGAA 
GGCAATATAA 
CAGGGAGTGA 
CCAGAATGGA 
AGCTGGGCAG 
GCCGTCGTGT 
GTGATGGAAT 
TGTGCGAAAT 
CAGGACAGCA 
CAGTCCGATA 
AAAGTCACCG 
GACCOGGGAG 
GCACTTTGGG 
CCAACATGGT 
CATGCCTGCA 
GGCGGAGGTT 
GAGCGAGACC 



CCACCACAGA 
CACCACCTGC 
GGGTCTGACC 
GCCTGTCAGC 
GCTTGCATTT 
TAATTAACAT 
TTCCGAGGCC 
CTGAGAGAAT 
GCCTTCCAAG 
TCAGCCCTGT 
CAGAAACAAG 
ATGCCCAGGC 
TGGAGAGGAA 
GGGCGGCAGG 
TGAAGAGTTT 
GTCCCAGCAT 
GCCCCCATCC 
CTCTTGGAGA 
AGAGGCCTGG 
AAGAAAGGTT 
GGGGGAGCCT 
CTGGGCCACC 
AAGACCCCCT 
CACGATGTCT 
TGGGAGGGGC 
GCGCAGGAGC 
GGCACAGCAG 
GGCTGGAGTG 
ATAACCAGAT 
GGCTTGCAGG 
GAAAGACATC 
ATGAGAGCOG 
GGACTTGGTG 
GTTAAAGATG 
AGGCTGAGGC 
GAAACCCCGT 
GTCCCAGCTA 
GCAGTGAGCC 
ACATC 



CTCCACCAAC 
TCTGTGCAGG 
CGCAGACCCT 
AGATGGGGGA 
ATTTAGTACA 
TGTCGCCCCC 
TAAGTAAACC 
TCAGCTGCCT 
GTTTGCTTCT 
GGAGGCCTTT 
GTGGTGACAG 
AACCAAAGAG 
GGACTTAGGG 
ACCAAAGGCT 
GTGTGGCAGA 
AGCCCCTGTA 
TAACCCTGGT 
TGAGCCTGGT 
GGAGAGTTTA 
AGGGCAGGTC 
TGGCAGGCTT 
CCGCTGGCTG 
CAAGGCTCAC 
GGTTCCAGTA 
TTTGTAAGGG 
AGCACGTGGC 
GGCAGGAGTG 
CTGCAGGTGT 
TTCCAGAAGG 
GGACAGGAGT 
CCGGGTAGCC 
TAGGGCAAGG 
TCTCCACGTC 
GGACCGGGGC 
GGGCGGATAG 
CTCTACTAAA 
TTCAGGAGGC 
GAGATCGCGC 



TTCTAGTCCT 
CAGCGCCCCC 
GGCTGAGCGA 
CCCCTGCCAG 
GATGTAATGA 
CCAGAAAGAG 
AACTTATCTA 
TCAGCCAAAT 
TTCTGTAATT 
GTGTTTCCCC 
TGGCGTGCTC 
GACAGGAAGG 
AGGCAGAGTG 
CAGAAGCCAG 
AGGGCAGGGG 
CATCCCTGGA 
GGTGCAGTGA 
GAAGGGATAA 
AGGAGTGTAG 
CTGGAGGACA 
GTGGCTTAGA 
GGTCCTGTTC 
GTCCTAGTGG 
AGTGCAGTGA 
GAGGTCGGGG 
AGTCACATGG 
TGTTTGATGT 
CAAGGAAATT 
AACTGACATG 
GGGAGCAGGG 
TGGAACAGGG 
CCAGCAGGAT 
AGGGGCAGGG 
CAGACGCAGT 
CTTGAGGTCA 
ATATACAAAA 
TGAGGCAACA 
CATAGCACTC 



GGGGCCTGGG 
CTCTGCCAGG 
CGGATGAACG 
AGTCAGCAGC 
CAAAGGCCTA 
CAGTCCTCOG 
GATCAATTCC 
CCTTTCCCGA 
TTTCTCACCA 
CAGTGCTGGC 
AGGGCTTGGG 
CTTCTGAGGA 
GAGGAAGTGA 
GGCGCTGCAG 
GCTTGCATCA 
GAGCTGGGGC 
GGGTGAGCTG 
TGGCATCCCG 
GGGAGGAAAT 
TGAGTGGCTG 
TAGGTGCTTT 
TAAGGCAGGA 
GGAGACAAGA 
AGAACAAGCG 
GAAGCCTGTC 
CAGGCCGTTA 
GTCCTGGGAA 
GTAGGAGATG 
ATCTGACTTA 
AGATAGGAGA 
AGACGGTGTG 
CCTAGAGTGA 
GAAAGGGAGA 
GGCTCATGCC 
GGAGTTTGAA 
ATTAGCCTGG 
AGAATCGCTT 
CAGCCTTAGC 



CCTCTGGCCA 
ATCCTCCGAG 
GAGTATGCAG 
GGCCCCCATA 
AAGCAAACTC 
CATGATGATT 
CTTACTTCTT 
AGCTTTTGCA 
CCCTGACCTA 
AGCCTAGAGG 
AAACCCAAGG 
GAGACCTCTG 
GAGGACACCC 
AGGGGCTGTG 
GGGGTGACAG 
GTCCACAACT 
TCTGTGGGCA 
GGCCGAGGAG 
GGCAGAAGAT 
TTTGGGCTTT 
AGAAAGCCCA 
AATACAAGCA 
AACACAGATG 
AGGCTGGATG 
TCAGAGGACA 
GGGCAGAGGG 
CCGCCCTGAG 
TCTCCTGAGT 
AAAAGGTCAG 
CAATGTGTAC 
GAGATGGTGG 
GACGGGAGGT 
GGACAAGGGT 
TGTAATCCTA 
ACCAGCCTGG 
CGTGGTGGTG 
GAACCTGGGA 
CTGGGCGACA 



Seq ID NO: 86 Protein sequence 
Protein Accession #: XP 027172.1 



1 

I 

MDSSPSLPLI 
LEMQAMMTFD 
EVCYAECLLQ 
IKGGIKVRNS 
LBPVGFSGNK 
KPYLNRYPKG 
IDWGRGGGQE 



11 
I 

RTPBSSLHEA 
PQDI LLAGKM 
RAALTFLQGS 
YQTYKELDSL 
DYGLLQLEEG 
AIFLFFAGRI 
RTNQRAGAGE 



21 
I 

LDQCMTALDL 
MKEAQMLCQR 
SHGGAVRPRA 
VQSSQYCKGE 
ASGHSFRSVL 
EVIKGNIDAV 
ALLABQPGKT 



31 
I 

FLTNQFSEAL 
HRRKSSVTDS 
LHDPSHACSC 
NHPHPEGGVK 
CVMLLLCYHT 
SDGGPGRGWG 
REEEAFWPG 



41 
I 

SYLKPRTKES 
PSSLVNRPTL 
PPGPGRQHLF 
LGVGAFNLTL 
PLTFVLGTGN 
6LGVSQTSRK 
ILTGRYRTAA 



4020 

4080 

4140 

4200 

4260 

4320 

4380 

4440 

4500 

4560 

4620 

4680 

4740 

4800 

4860 

4920 

4980 

5040 

5100 

5160 

5220 

5280 

5340 

5400 

5460 

5520 

5580 

5640 

5700 

5760 

5820 

5880 

5940 

6000 

6060 

6120 

6180 

6240 



51 
I 

MYHSLTYATI 
GQFTEEEIHA 
LLQDENMVSF 
SMLPTRILRL 
VNIEEAEKLL 
SGTCDILRDR 
LQWREVEGGA 



60 
120 
180 
240 
300 
360 



Seq ID NO: 87 DMA sequence 
55 Nucleic Acid Accession #: AB007921 
Coding sequence: 143.. 1363 

1 11 21 31 41 SI 

s~ I I I 1 I I 

OU " GGTGGAGACA CCGCCTCAGG GCTCGGTGCA CAGTGGACAT TTGGGGAGCG TTGTGGGTGA 60 

CCCCCACACA GGCACTGGGA ATGCAGGGGA GAGGGGGCCA AGGGGGAAAG GGGCCAGAGT 120 

GTTGGCTTTG GATTCAGGAG GGATGGATTC CAGTCCTAGC TTGCCACTTA TTAGGACTCC 180 

TGAGAGCAGC CTCCATGAGG CCCTGGACCA GTGCATGACC GCCCTGGACC TCTTCCTCAC 240 

CAACCAGTTC TCAGAAGCAC TCAGCTAOCT CAAGCCCAGA ACCAAGGAAA GCATGTACCA 300 

65 CTCACTGACA TATGCCACCA TCCTGGAGAT GCAGGCCATG ATGACCTTTG ACCCTCAGGA 360 

CATCCTGCTT GCCGGCAACA TGATGAAGGA GGCACAGATG CTGTGTCAGA GGCACCGGAG 420 

GAAGTCTTCT GTAACAGATT CCTTCAGCAG CCTGGTGAAC CGCCCCACGC TGGGCCAATT 480 

CACTGAAGAG GAAATCCACG CTGAGGTCTG CTATGCAGAG TGCCTGCTGC AGCGAGCAGC 540 

CCTGACCTTC CTGCAGGGTT CCTCACACGG AGGGGCAGTC AGGCCCAGAG CCTTGCATGA 600 

70 TCCCTCTCAC GCCTGCAGCT GCCCACCTGG GCCAGGCCGT CAGCATCTTT TCCTCCTGCA 660 

GGACGAGAAC ATGGTGAGCT TCATCAAAGG CGGCATCAAA GTTCGAAACA GCTACCAGAC 720 

CTACAAGGAG CTGGACAGCC TTGTTCAGTC CTCACAATAC TGCAAGGGTG AGAACCACCC 780 

GCACTTTGAA GGAGGAGTGA AGCTTGGTGT AGGGGCCTTC AACCTGACAC TGTCCATGCT 840 

TCCTACTAGG ATCCTGAGGC TGTTGGAGTT TGTGGGGTTT TCAGGAAACA AGGACTATGG 900 

75 GCTGCTGCAG CTGGAGGAGG GAGCGTCAGG GCACAGCTTC CGCTCTGTGC TCTGTGTCAT 960 

GCTCCTGCTG TGCTACCACA CCTTCCTCAC CTTCGTGCTC GGTACTGGGA ACGTCAACAT 1020 

CGAGGAGGCC GAGAAGCTCT TGAAGCCCTA CCTGAACCGG TACCCTAAGG GTGCCATCTT 1080 

CCTGTTCTTT GCAGGGAGGA TTGAAGTCAT TAAAGGCAAC ATTGATGCAG TGAGTGATGG 1140 

GGGTCCGGGC CGGGGCTGGG GATCCCTCGG GGTCTCCCAG ACCAGCAGGA AGTCAGGCAC 1200 

80 ATGTGACATA CTCAGGGACA GGATAGACTG GGGGCGGGGG GGGGGGCCAA GAGAGAACCA 1260 

ACCAGAGAGC AGGGGCAGGA GAGGCCCTTC TGGCAGAGCA GCCTGGGAAG ACAAGGGAGG 1320 

AGGAGGCATT TGTGGTGCCT GGGATTTTGA CTGGGAGATA TAGGACTGCA GCATTGCAGT 1380 

GGAGGGAGGT GGAGGGAGGT GCTTGAGGGA GGCAGAGGTT AGGAAAGCCC ATCTGTTTAG 1440 

GGCATGACGA TTAGGCTGGA GTCTGGTACC TCCCCTCCAT TATAGCTCTC TCCTGCTCTT 1500 

984 



WO 03/042661 



PC17US02/36810 



TCATTTTGTT ACTAAAAACC AGAGTCCTAG GCGGGGGCTG TATTTGAGCC CAACGTCATG 1560 
TAAGACTTAG GAGGTAAAAC CAGGACTGGA GGCCAGATCT CCTGGCTCCT GGGGCCCCAC 1620 
CTGAGCCTAG CACAGGGCTG GACCACTATG CCCTGGAGGA GTCCCGGTCT GCTGTGGTGT 1680 
TGGGAGGTTC GGAGGATGCA GAGGGGTTGG GGCTGGGTGG GCACCCGTCA GGCTGACCAG 1740 
5 AAGGTGCCTG CAGGCCATCC GGCGTTTCGA GGAGTGCTGT GAGGCCCAGC AGCACTGGAA 1800 
GCAGTTCCAC CACATGTGCT ACTGGGAGCT GATGTGGTGC TTCACCTACA AGGGCCAGTG 1860 
GAAGATGTCC TACTTCTACG CCGACCTGCT CAGCAAGGAG AACTGCTGGT CCAAGGTGGG 1920 
CTGATGCCAC GTGTTAGGGG CATTGGGTGA CCAGGGCTGA CTGTGTGCCT CCAGACCACG 1980 
GGCCAAATCC CTAACTGAAC ACAGATGTCT CAGCTGGAAT CTAAACATAA CCTTAAATTC 2040 
10 TAATAGGACT CAGGCTTGGA AGGAACTAAA GACCACAAGA GAAACTTCTG AACCACAATG 2100 
TGTCACAAAG AGATTTCTAG TCACAAAGGA CAGAAACATG GCTCCCTCTG TCCAGTAGAA 2160 
CTGTTTCTGT GGTAGAAATG TTCTACTTAT GCACTGCCCA AATATGGTAG TCACCAGCCA 2220 
CATGTGCACA CTGAGCACAT GAAATGTGCC TAGTGCAACT GGGAAACTGA TTGTTTTCAG 2280 
TTTTATTTAA TTTTAATTAA CTAAATGTTA AATTTAAATA GCCATGTAGG GCTTGTGGCC 2340 
15 ACTATATTGG ACTATGCAGG TCCAAAACAC AAAAGGCTCA TATAACTGAA CATTCTTGGC 2400 
ACATCCGACT TCAGGTAGGG CTGGATCCAG GAATTCAAAT GATGTCGTCT GGCTTGGTCT 2460 
TTCCATTTGT GGCTGTGCTC TCTCCTATGA CATCTTTGTT TCTGCTGCAT CTTTGCAGGA 2520 
AGGTTCTCTC CATGTGACAG GCAAGGTGGC CACGGGCTGC TTCTACTCAT ATCCTCCCCT 2580 
TGGTTTCAAC CAGAGTCCCA CAGTTTGAGC CTCACTGGTC TGACTTGTCA CCTGCCAATG 2640 
20 CCTGGAACAG AGGGGTGGGA AGATTCCTCA TGGGCTGAGA GTAGGAGAGG GGTGGTTCCA 2700 
CAGAAGAAAA TGATGCACCC AGAAATAGTG GAGGGATTAA CAAGATGCCA TACAGGCAAA 2760 
ACAAAGCCAA ACAGATGCCC GCCTACCAAA GATGAAATTT ATCATGGTAA GTATTGAAAT 2820 
AAGTGTTAGC TTGTACCATC ATAGTAATGA TAGTGCAGAA ATTGGAACCA AGAGTCTTAC 2880 
AACCACCTAG CTCAGCAAAC GTCTAATCTG TTATTTGTAA ATACACAGGA CATGTGTCTT 2940 
25 CATGGCTTCA TCCCCTGCCC ATGGCAGACA TTGCTAATCA ATCCTCTGCC ATGAGCCTAG 3000 
CTGTGACCTT AGATACCTTC CCTGCAAAGC TCCAGGCAGC CGTTAGAACT GACCCACATT 3060 
GGCACCTGTT AGGAGACCTG TCATCTGCAT CTGGTCCCTC CCCCTCCTCT GCATGGAGGT 3120 
CTCTTCCGTA GCCCTGCCTG GGGACCAAGC TGAAGGGGAA TTCTCTGGGT CT GGGG CAGG 3180 
TGGGGCTGGG GAAGGGAGCA GGCTTCTACT GAGCTCTCAA CATGTCTGGC ACCTGTCATG 3240 
30 TCCTCCACAC CACACCCAGT GAGGAGAAGT TATTATCTCC ATTGGGCACA TGAGGGCCAC 3300 
TGATGCTAAG CGAGGACTGT GACTTTCCCA CCCACATGGC TGTTGGTGAC AGACACCGGA 33 60 
TTTGAGGACA GTCCTGTGTG ACTCAGAGGC CTCTGCTTCT CTCTTGCTCC TAGAGTCCTC 3420 
CTGAGGAGTC GGGGCTTGCC CTGAGCCCAC CCTGCTGTTG AAGGTGCTTC CTCAGGCCCA 3480 
GCTCCCATGG CCCCCACACC CCCTCCTCAT CACCTCCTAC TCCCAAAAAG GACAAAGCCT 3540 
35 CAGGGAACCT TTTTTCTTTT TTTAGAGACG GGGTCTTGCT ATGTTGGTCA GGCTGGTCTT 3600 
GAACTCCTGG GCCCAGGCAA TCTTCCCGCC TCTGCCTCCT AAAGTGCTGG GATTCTGGGC 3660 
CTTAGGGAAC CTTTTTGAAC TGAAAGTGAC GCTCGAAGCC TTCCTGTAGA GTGAGGTGGG 3720 
TGGCTGGGGC TAACCATATG GGGAAGGAGA GACCTGGTGG GGGCACACAG CTGCTATATA 3780 
GAGGAACAGA AGGTGGGCCA GGCCTCCCAG CTGTCAGGAA ATCTGGCTCA GTCCCCAGAC 3840 
40 CGCTGTGTGG CTTTGGGGTG GCCAGTCCCT CTCTCTCTGC AACACTCTCC TCATGAGGAC 3900 
TTCTGTGAAA AATGGGGGTT GTAACCCTCT GAGTTCTGGG GCCCCACCCA TTTCTAATCT 3960 
CCAGAACTTG GCCACCACAG ACTCCACCAA CTTCTAGTCC TGGGGCCTGG GCCTCTGGCC 4020 
ATTGCCATAG GCACCACCTG CTCTGTGCAG GCAGCGCCCC CCTCTGCCAG GATCCTCCGA 4080 
GGTCAGCTGC TGGGTCTGAC CCGCAGACCC TGGCTGAGCG ACGGATGAAC GGAGTATGCA 4140 
45 GACACAGGCT TGCTTGTCAG CAGATGGGGG ACCCCTGCCA GAGTCAGCAG CGGCCCCCAT 4200 
AAGCCTGCCA CGCTTGCATT TATTTAGTAC AGATGTAATG ACAAAGGCCT AAAGCAAACT 4260 
CCATTTGTGG GTAATTAACA TTGTCGCCCC CCCAGAAAGA GCAGTCCTCC GCATGATGAT 4320 
TAAAGGCCAG GTTCCGAGGC CTAAGTAAAC CAACTTATCT AGATCAATTC CCTTACTTCT 4380 
TGTTATCTAC TCTGAGAGAA TTCAGCTGCC TTCAGCCAAA TCCTTTCCCG AAGCTTTTGC 4440 
50 AAAACCTCCG AGCCTTCCAA GGTTTGCTTC TTTCTGTAAT TTTTCTCACC ACCCTGACCT 4500 
ATCTCCTGCA GTCAGCCCTG TGGAGGCCTT TGTGTTTCCC CCAGTGCTGG CAGCCTAGAG 4560 
GCTGAGATGG CCAGAAACAA GGTGGTGACA GTGGCGTGCT CAGGGCTTGG GAAACCCAAG 4620 
GAGCTAAAGG CATGCCCAGG CAACCAAAGA GGACAGGAAG GCTTCTGAGG AGAGACCTCT 4680 
GAGGTGGGTC TTGGAGAGGA AGGACTTAGG GAGGCAGAGT GGAGGAAGTG AGAGGACACC 4740 
55 CCAAGCCAAG AGGGCGGCAG GACCAAAGGC TCAGAAGCCA GGGCGCTGCA GAGGGGCTGT 4800 

GTGCCACAGG GTGAAGAGTT TGTGTGGCAG AAGGGCAGGG GGCTTGCATC AGGGGTGACA 4860 
GCTGCTCTTT TGTCCCAGCA TAGCCCCTGT ACATCCCTGG AGAGCTGGGG CGTCCACAAC 4920 
TCTAAGTCAC AGCCCCCATC CTAACCCTGG TGGTGCAGTG AGGGTGAGCT GTCTGTGGGC 4980 
AGGAGGGAAG ACTCTTGGAG ATGAGCCTGG TGAAGGGATA ATGGCATCCC GGGCCGAGGA 5040 
60 GCAGCACAGG CAGAGGCCTG GGGAGAGTTT AAGGAGTGTA GGGGAGGAAA TGGCAGAAGA 5100 
TGAGCCAGAA AAAGAAAGGT TAGGGCAGGT CCTGGAGGAC ATGAGTGGCT GTTTGGGCTT 5160 
TATCCAGCAG TGGGGGAGCC TTGGCAGGCT TGTGGCTTAG ATAGGTGCTT TAGAAAGCCC 5220 
ACCAGCAGTT GCTGGGCCAC CCCGCTGGCT GGGTCCTGTT CTAAGGCAGG AAATACAAGA 5280 
ATGAGCAGGA AAAGACCCCC TCAAGGCTCA CGTCCTAGTG GGGAGACAAG AAACACAGAT 5340 
65 GGGCAATATA ACACGATGTC TGGTTCCAGT AAGTGCAGTG AAGAACAAGC GAGGCTGGAT 5400 
GCAGGGAGTG ATGGGAGGGG CTTTGTAAGG GGAGGTCGGG GGAAGCCTGT CTCAGAGGAC 5460 
ACCAGAATGG AGCGCAGGAG CAGCACGTGG CAGTCACATG GCAGGCCGTT AGGGCAGAGG 5520 
GAGCTGGGCA GGGCACAGCA GGGCAGGAGT GTGTTTGATG TGTCCTGGGA ACCGCCCTGA 5580 
GGCCGTCGTG TGGCTGGAGT GCTGCAGGTG TCAAGGAAAT TGTAGGAGAT GTCTCCTGAG 5640 
70 TGTGATGGAA TATAACCAGA TTTCCAGAAG GAACTGACAT GATCTGACTT AAAAAGGTCA 5700 
GTGTGCGAAA TGGCTTGCAG GGGACAGGAG TGGGAGCAGG GAGATAGGAG ACAATGTGTA 5760 
CCAGGACAGC AGAAAGACAT CCCGGGTAGC CTGGAACAGG GAGACGGTGT GGAGATGGTG 5820 
GCAGTCCGAT AATGAGAGCC GTAGGGCAAG GCCAGCAGGA TCCTAGAGTG AGACGGGAGG 5880 
TAAAGTCACC GGGACTTGGT GTCTCCACGT CAGGGGCAGG GGAAAGGGAG AGGACAAGGG 5940 
75 TGACCCGGGA GGTTAAAGAT GGGACCGGGG CCAGACGCAG TGGCTCATGC CTGTAATCCT 6000 
AGCACTTTGG GAGGCTGAGG CGGGCGGATG GCTTGAGGTC AGGAGTTTGA AACCGGCCTG 6060 
GCCAACATGG TGAAACCCCG TCTCTACTAA AATATACAAA AATTAGCCTG GCGTGGTGGT 6120 
GCATGCCTGC AGTCCCAGCT ATTCAGGAGG CTGAGGCGAC AAGAATCGCT TGAACCTGGG 6180 
AGGCGGAGGT TGCAGTGAGC GGAGATCGCG CCATAGCACT CCAGCCTTAG CCTGGGCGAC 6240 
80 AGAGCGAGAC CACATC 
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15 
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40 
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75 
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i 
I 

VETPPQGSVH 
ESSLHBALDQ 
ILLAGNMMKE 
LTFLQGSSHG 
YKELDSLVQS 
LLQLEEGASG 
LPFAGRIEVI 
PESRGRKGPS 



11 
I 

SGHIjGSWGD 
CMTALDLPLT 
AQMLCQRHRR 
GAVRPRALHD 
SQYCKGENHP 
HSFRSVLCVM 
KGNIDAVSDG 
GRAAWEDKGG 



21 
I 

PHTGTGNAGE 
NQFSEALSYL 
KSSVTDSFSS 
PSHACSCPPG 
HFEGGVKLGV 
LLLCYHTFLT 
GPGRGWGSLG 
GGICGAWDFD 



31 
I 

RGPRGKGARV 
KPRTKESMYH 
LVNRPTLGQF 
PGRQHLFLLQ 
GAFNLTLSML 
FVLGTGNVNI 
VSQTSRKSGT 
WEI 



41 
I 

LALDSGGMDS 
SLTYATILEM 
TEEEIHAEVC 
DENMVSFIKG 
PTRILRLLEF 
EEAEKLLKPY 
CDILRDRIDW 



51 
I 

SPSLPLIRTP 
QAMMTFDPQD 
YAECLLQRAA 
GIKVRNSYQT 
VGFSGNKDYG 
LNRYPKGAIF 
GRGGGPRENQ 



Seq ID NO: 89 DNA sequence 
Nucleic Acid Accession fl: AF007170 
Coding sequence : 73 . . 1725 



60 
120 
180 
240 
300 
360 
420 



1 11 21 31 41 51 

I I I I I I 

AAGGAGGCGG CCTCCGGGAA AAGCGACCGC AGGACTCCTG AGAGCAGCCT CCATGAGGCC 
CTGGACCAGT GCATGACCGC CCTGGACCTC TTCCTCACCA ACCAGTTCTC AGAAGCACTC 
AGCTACCTCA AGCCCAGAAC CAAGGAAAGC ATGTACCACT CACTGACATA TGCCACCATC 
CTGGAGATGC AGGCCATGAT GACCTTTGAC CCTCAGGACA TCCTGCTTGC CGGCAACATG 
ATGAAGGAGG CACAGATGCT GTGTCAGAGG CACCGGAGGA AGTCTTCTGT AACAGATTCC 
TTCAGCAGCC TGGTGAACCG CCCCACGCTG GGCCAATTCA CTGAAGAAGA AATCCACGCT 
GAGGTCTGCT ATGCAGAGTG CCTGCTGCAG CGAGCAGCCC TGACCTTCCT GCAGGACGAG 
AACATGGTGA GCTTCATCAA AGGCGGCATC AAAGTTCGAA ACAGCTACCA GACCTACAAG 
GAGCTGGACA GCCTTGTTCA GTCCTCACAA TACTGCAAGG GTGAGAACCA CCCGCACTTT 
GAAGGAGGAG TGAAGCTTGG TGTAGGGGCC TTCAACCTGA CACTGTCCAT GCTTCCTACT 
AGGATCCTGA GGCTGTTGGA GTTTGTGGGG TTTTCAGGAA ACAAGGACTA TGGGCTGCTG 
CAGCTGGAGG AGGGAGCGTC AGGGCACAGC TTCCGCTCTG TGCTCTGTGT CATGCTCCTG 
CTGTGCTACC ACACCTTCCT CACCTTCGTG CTCGGTACTG GGAACGTCAA CATCGAGGAG 
GCCGAGAAGC TCTTGAAGCC CTACCTGAAC CGGTACCCTA AGGGTGCCAT CTTCCTGTTC 
TTTGCAGGGA GGATTGAAGT CATTAAAGGC AACATTGATG CAGCCATCCG GCGTTTCGAG 
GAGTGCTGTG AGGCCCAGCA GCACTGGAAG CAGTTTCACC ACATGTGCTA CTGGGAGCTG 
ATGTGGTGCT TCACCTACAA GGGCCAGTGG AAGATGTCCT ACTTCTACGC CGACCTGCTC 
AGCAAGGAGA ACTGCTGGTC CAAGGCCACC TACATTTACA TGAAGGCCGC CTACCTCAGC 
ATGTTTGGGA AGGAGGACCA CAAGCCGTTC GGGGACGACG AAGTGGAATT ATTTCGAGCT 
GTGCCAGGCC TGAAGCTCAA GATTGCTGGG AAATCTCTAC CCACAGAGAA GTTTGCCATC 
CGGAAGTCCC GGCGCTACTT CTCCTCCAAC CCTATCTCGC TGCCAGTGCC TGCTCTGGAA 
ATGATGTACA TCTGGAACGG CTACGCCGTG ATTGGGAAGC AGCCGAAACT CACGGATGGG 
ATACTTGAGA TTATCACTAA GGCTGAAGAG ATGCTGGAGA AAGGCCCAGA GAACGAGTAC 
TCAGTGGATG ACGAGTGCTT GGTGAAATTG TTGAAAGGCC TGTGTCTGAA ATACCTGGGC 
CGTGTCCAGG AGGCCGAGGA GAATTTTAGG AGCATCTCTG CCAATGAAAA GAAGATTAAA 
TATGACCACT ACTTGATCCC AAACGCCCTG CTGGAGCTGG CCCTGCTGCT TATGGAGCAA 
GACAGAAACG AAGAGGCCAT CAAACTTTTG GAATCTGCCA AGCAAAACTA CAAGAATTAC 
TCCATGGAGT CAAGGACACA CTTTCGAATC CAGGCAGCCA CACTCCAAGC CAAGTCTTCC 
CTAGAGAACA GCAGCAGATC CATGGTCTCA TCAGTGTCCT TGTAGCTTTG TGCAGCAGTT 
CCGGGCTGGA AGACAGAGAC AGCTGGACAG AGCTCCTGAA AACATTTCAA AATACCCCCT 
CCCCCTGCCC TGCCCTGCCT TTGGGGTCCA CCGGCACTCC AGTTGGATGG CACAACATAG 
TGTATCCGTG CAGAAGCOGA GCTGGCATTT TCACCAGTGT AGCCAAGGGC CTTTGCCAAG 
GGCAGAGCAG GTGGAGCCCT CTGCCTGCCC TATCACACAT ACGGGTACTT GCTTTTCACT 
GTGATGTTTA AGAGAATGTA TGAACAGTTT ACATTTTCCT TAGAAATACA TTGATGGGAT 
CACAGTTGGC TTTAAAAACC AAGAACAATC AACCACCTGT AAGTCTTTGT CTTCACCTAT 
TATCATCTGG AGGTAAATCT CTTTATATGA TGATGCCAAA GGGCAAATTG CTTTTCAAAT 
TCAGCAAGTT CTCAGCTTGT GTGACGGAAG GTCCTTCAGA GGACCTGAGG AATGCCTGGG 
AGAGGCTAAG CCTCAGGCTT CAATGCTTCT GGGGTTGGGC ATGAGGATGT ACACAGACAC 
CCACTACCTT ACTACTCACA CTTCATTTCA CTCCTTTTGT AAATTTCCAA TTTAAAAATC 
AAGCACGTCT TTTTAGTGAG ATAAAATCTG AGCTCTTCTG TAGAAAAATC AATCTCTACC 
AGTAGAAAAT GCCAGGGCTT GATGGAAGAG CTGTGTAGCC CTTTCTATGC CAAAGCCAGG 
AAATTTGGGG GGCAGGAGGA GGTTCTCAGA ATCCAGTCTG TATCTTTGCT GTATGCCAAA 
CTGAAACCAC TGGGAATAAT TTATGAAACA TAAAAATCTT CTGTACTTCA CTCCAAGGTA 
CATTTGCTTA CTGACAGCAT TTTTGTTAAA ACTGTTATTC TTGAAAAAAA AAAAAAAAAA 
AA 



Seq ID NO: 90 Protein sequence 
Protein Accession fi: AAC39S82.1 



LEMQAMMTFD 
EVCYAECLLQ 
EGGVKDGVGA 
LCYHTFLTFV 
ECCEAQQHWK 



MMYIWNGYAV 
RVQEAEENPR 



11 
I 

RTPESSLHEA 
PQDILLAGNM 
RAALTFLQDE 
FNLTLSMLPT 
LGTGNVNIEE 
QFHHMCYWEL 
GDDEVELFRA 
IGKQPKLTDG 
SISANEKKIK 
QAATHQAKSS 



21 
I 

LDQCMTALDL 
MKEAQMLCQR 
NMVSFIKGGI 
RILRLLEFVG 
AEKLLKPYLN 
MWCFTYKGQW 
VPGLKLKIAG 
ILEIITKAEE 
YDHYLIPNAL 
LENSSRSMVS 



31 
I 

FLTNQFSEAL 
HRRKSSVTDS 
KVRNSYQTYK 
FSGNKDYGLL 
RYPKGAIFLF 
KMSYFYADLL 
KSLPTEKFAI 



LEIiALLLMEQ 
SVSL 



41 
I 

SYLKPRTKES 
FSSLVNRPTL 
ELDSLVQSSQ 
QLEEGASGHS 
FAGRIEVIKG 
S KEN CW SKAT 
RKSRRYFSSN 
SVDDECLVKL 
DRNEEAIKLL 



60 
120 
180 
240 
300 
360 
420 
480 
S40 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 



51 
I 

MYHSLTYATI 
GQFTBEEIHA 
YCKGENHPHF 
FRSVLCVMLL 
NIDAAIRRFE 
YIYMKAAYLS 
PISLPVPALE 
LKGLCLKYLG 
ESAKQNYKNY 



60 
120 
180 
240 
300 
360 
420 
480 
540 



Seq ID NO: 91 DNA sequence 

Nucleic Acid Accession #: Eos sequence 

Coding sequence : 31 . . 906 
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WO 03/042661 



1 11 21 31 41 SI 

I I I I I I 

CGGGTCGACC CACGCGTCCG GGGAGAAAGG ATGGCCGGCC TGGCGGCGCG GTTGGTCCTG 60 

CTAGCTGGGG CAGCGGCGCT GGCGAGCGGC TCCCAGGGCG ACCGTGAGCC GGTGTACCGC 120 

GACTGCGTAC TGCAGTGCGA AGAGCAGAAC TGCTCTGGGG GCGCTCTGAA TCACTTCCGC 180 

TCCCGCCAGC CAATCTACAT GAGTCTAGCA GGCTGGACCT GTCGGGACGA CTGTAAGTAT 240 

GAGTGTATGT GGGTCACCGT TGGGCTCTAC CTCCAGGAAG GTCACAAAGT GCCTCAGTTC 300 

CATGGCAAGT GGCCCTTCTC CCGGTTCCTG TTCTTTCAAG AGCCGGCATC GGCCGTGGCC 360 

TCGTTTCTCA ATGGCCTGGC CAGCCTGGTG ATGCTCTGCC GCTACCGCAC CTTCGTGCCA 420 

GCCTCCTCCC CCATGTACCA CACCTGTGTG GCCTTCGCCT GGGTGTCCCT CAATGCATGG 480 

TTCTGGTCCA CAGTYTTCCA CACCAGGGAC ACTGACCTCA CAGAGAAAAT GGACTACTTC 540 

TGTGCCTCCA CTGTCATCCT ACACTCAATC TACCTGTGCT GCGTCAGCCT CATCCGCTTC 600 

GACTATGGCT ACAACCTGGT GGCCAACGTG GCTATTGGCC TGGTCAACGT GGTGTGGTGG 660 

CTGGCCTGGT GCCTGTGGAA CCAGCGGCGG CTGCCTCACG TGCGCAAGTG CGTGGTGGTG 720 

GTCTTGCTGC TGCAGGGGCT GTCCCTGCTC GAGCTGCTTG ACTTCCCACC GCTCTTCTGG 780 

GTCCTGGATG CCCATGCCAT CTGGCACATC AGCACCATCC CTGTCCACGT CCTCTTTTTC 840 

AGCTTTCTGG AAGATGACAG CCTGTACCTG CTGAAGGAAT CAGAGGACAA GTTCAAGCTG 900 

GACTGAAGAC CTTGGAGCGA GTCTGCCCCA GTGGGGATCC TGCCCCCGCC CTGCTGGCCT 960 

CCCTTCTCCC CTCAACCCTT GAGATGATTT TCTCTTTTCA ACTTCTTGAA CTTGGACATG 1020 

AAGGATGTGG GCCCAGAATC ATGTGGCCAG CCCACCCCCT GTTGGCCCTC ACCAGCCTTG 1080 

GAGTCTGTTC TAGGGAAGGC CTCCCAGCAT CTGGGACTCG AGAGTGGGCA GCCCCTCTAC 1140 

CTCCTGGAGC TGAACTGGGG TGGAACTGAG TGTGCTCTTA GCTCTACCGG GAGGACAGCT 1200 

GCCTGTTTCC TCCCCATCAG CCTCCTCCCC ACATCCCCAG CTGCCTGGCT GGGTCCTGAA 1260 

GCCCTCTGTC TACCTGGGAG ACCAGGGACC ACAGGCCTTA GGGATACAGG GGGTCCCCTT 1320 

CTGTTACCAC CCCCCACCCT CCTCCAGGAC ACCACTAGGT GGTGCTGGAT GCTTGTTCTT 1380 

TGGCCAGCCA AGGTTCACGG CGATTCTCCC CATGGGATCT TGAGGGACCA AGCTGCTGGG 1440 

ATTGGGAAGG AGTTTCACCC TGACCRTTGC CCTAGCCAGG TTCCCAGGAG, GCCTCACCAT 1500 

ACTCCCTTTC AGGGCCAGGG CTCCAGCAAG CCCAGGGCAA GGATCCTGTG CTGCTGTCTG 1560 

GTTGAGAGCC TGCCACCGTG TGTCGGGAGT GTGGGCCAGG CTGAGTGCAT AGGTGACAGG 1620 

GCCGTGAGCA TGGGCCTGGG TGTGTGTGAG CTCAGGCACT AGGTGOGCAG TGTGGAGACG 1680 

GGTGTTGTCG GGGAAGAGGT GTGGCTTCAA AGTGTTGTGT GTGCAGGGGG TKGGTGTGTT 1740 

AAGCGTGGGT TAGGGGAACG TGTGTGCGCG TGCTGGTGGG CATGTGAGAT GAGTGACTGC 1800 

CGGTGAATGT GTCCACAGTT GAGAGGTTGG AGCAGGATGA GGGAATCCTG TCACCATCAA 1860 

TAATCACTTG TGGAGCGCCA CTTGGCCCAA GACGCCACCT GGGCGGACAG CAGGAGCTCT 1920 

CCATGGCCAG GCTGCCTGTG TGCATGTTCC CTGTCTGGTG CCCCTTTGCC CGCCTCCTGC 1980 

AAACCTCACA GGGTCCCCAC ACAACAGTGC CCTCCAGAAG CAGCCCCTCG GAGGCAGAGG 2040 

AAGGAAAATG GGGATGGCTG GGGCTCTCTC CATCCTCCTT TTCTCCTTGC CTTCGCATGG 2100 

CTGGCCTTCC CCTCCAAAAC CTCCATTCCC CTGCTGCCAG CCCCTTTGCC ATAGCCTGAT 2160 

TTTGGGGAGG AGGAAGGGGC GATTTGAGGG AGAAGGGGAG AAAGCTTATG GCTGGGTCTG 2220 

GTT T CTT CCC TTCCCAGAGG GTCTTACTGT TCCAGGGTGG CCCCAGGGCA GGCAGGGGCC 2280 

ACACTATGCC TGCGCCCTGG TAAAGGTGAC CCCTGCCATT TACCAGCAGC CCTGGCATGT 2340 

TCCTGCCCCA CAGGAATAGA ATGGAGGGAG CTCCAGAAAC TTTCCATCCC AAAGGCAGTC 2400 

TCCGTGGTTG AAGCAGACTG GATTTTTGCT CTGCCCCTGA CCCCTTGTCC CTCTTTGAGG 2460 

GAGGGGAGCT ATGCTAGGAC TCCAACCTCA GGGACTCGGG TGGCCTGCGC TAGCTTCTTT 2520 

TGATACTGAA AACTTTTAAG GTGGGAGGGT GGCAAGGGAT GTGCTTAATA AATCAATTCC 2580 
AAGCCTCAAA AAAAAAAAAA AAAAAAAAAA AAAAAA 

Seq ID NO: 92 Protein sequence 
Protein Accession Jh Eos sequence 

1 11 21 31 41 51 

I I I I I I 

MAGLAARLVL LAGAAALASG SQGDREPVYR DCVLQCEEQN CSGGALNHFR SRQPIYMSLA 60 
GWTCRDDCKY ECMWVTVGLY LQEGHKVPQF HGKWPFSRFL FFQBPASAVA SFLNGLASLV 120 
MLCRYRTFVP ASSPMYHTCV AFAWVSLNAW FWSTVFHTRD TDLTEKMDYF CASTVILHSI 180 
YLCCVRTVGL QHPAWSAPR ALLLLMLTVH VSYLSLIRFD YGYNLVANVA IGLVNWWWL 240 
AWCLWNQRRL PHVRKCWW LLLQGLSLLE LLDFPPLFWV LDAHAIWHIS TIPVHVLFFS 300 
FLED DSL YLL KESEDKFKLD 

Seq ID NO: 93 DNA sequence 

Nucleic Acid Accession ft: NM_033419.1 

Coding sequence: .18. .980 

1 11 21 31 41 51 

1 I 1 I I I 

CGAGCCAGGG AGAAAGGATG GCCGGCCTGG CGGOGCGGTT GGTCCTGCTA GCTGGGGCAG 60 

CGGCGCTGGC GAGCGGCTCC CAGGGCGACC GTGAGCCGGT GTACCGCGAC TGCGTACTGC 120 

AGTGCGAAGA GCAGAACTGC TCTGGGGGCG CTCTGAATCA CTTCCGCTCC CGCCAGCCAA 180 

TCTACATGAG TCTAGCAGGC TGGACCTGTC GGGACGACTG TAAGTATGAG TGTATGTGGG 240 

TCACCGTTGG GCTCTACCTC CAGGAAGGTC ACAAAGTGCC TCAGTTCCAT GGCAAGTGGC 300 

CCTTCTCCCG GTTCCTGTTC TTTCAAGAGC CGGCATCGGC CGTGGCCTCG TTTCTCAATG 360 

GCCTGGCCAG CCTGGTGATG CTCTGCCGCT ACCGCACCTT CGTGCCAGCC TCCTCCCCCA 420 

TGTACCACAC CTGTGTGGCC TTCGCCTGGG TGTCCCTCAA TGCATGGTTC TGGTCCACAG 480 

TTTTCCACAC CAGGGACACT GACCTCACAG AGAAAATGGA CTACTTCTGT GCCTCCACTG 540 

TCATCCTACA CTCAATCTAC CTGTGCTGCG TCAGGACCGT GGGGCTGCAG CACCCAGCTG 600 

TGGTCAGTGC CTTCCGGGCT CTCCTGCTGC TCATGCTGAC CGTGCACGTC TCCTACCTGA 660 

GCCTCATCCG CTTCGACTAT GGCTACAACC TGGTGGCCAA CGTGGCTATT GGCCTGGTCA 720 

ACGTGGTGTG GTGGCTGGCC TGGTGCCTGT GGAACCAGCG GCGGCTGCCT CACGTGCGCA 780 

AGTGCGTGGT GGTGGTCTTG CTGCTGCAGG GGCTGTCCCT GCTCGAGCTG CTTGACTTCC 840 

CACCGCTCTT CTGGGTCCTG GATGCCCATG CCATCTGGCA CATCAGCACC ATCCCTGTCC 900 

ACGTCCTCTT TTTCAGCTTT CTGGAAGATG ACAGCCTGTA CCTGCTGAAG GAATCAGAGG 960 

ACAAGTTCAA GCTGGACTGA AGACCTTGGA GCGAGTCTGC CCCAGTGGGG ATCCTGCCCC 1020 

CGCCCTGCTG GCCTCCCTTC TCCCCTCAAC CCTTGAGATG ATTTTCTCTT TTCAACTTCT 1080 

TGAACTTGGA CATGAAGGAT GTGGGCCCAG AATCATGTGG CCAGCCCACC CCCTGTTGGC 1140 
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10 

15 

20 

25 

30 

35 

40 

45 
50 
55 
60 
65 
70 
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CCTCACCAGC 
GGCAGCCCCT 
CCGGGAGGAC 
GGCTGGGTCC 
CAGGGGGTCC 
GGATGCTTGT 
ACCAAGCTGC 
GGAGGCCTCA 
TGTGCTGCTG 
GCATAGGTGA 
CAGTGTGGAG 
GGTGGGTGTG 
TGAGTGACTG 
GTCACCATCA 
AGCCAGGAGC 
GCCCGCCTCC 
TCGGAGGCAG 
TGCCTTCGCA 
GCCATAGCCT 
ATGGCTGGGT 
GCAGGCAGGG 
AGCCCTGGCA 
CCCAAAGGCA 
TCCCTCTTTG 
CGCTAGCTTC 
ATAAATCAAT 



CTTGGAGTCT 
CTACCTCCTG 
AGCTGCCTGT 
TGAAGCCCTC 
CCTTCTGTTA 
TCTTTGGCCA 
TGGGATTGGG 
CCATACTCCC 
TCTGGTTGAG 
CAGGGCCGTG 
ACGGGTGTTG 
TTAGCGTGGG 
CCGGTGAATG 
ATAATCACTT 
TCTCCATGGC 
TGCAAACCTC 
AGGAAGGAAA 
TGGCTGGCCT 
GATTTTGGGG 
CTGGTTTCTT 
GCCACACTAT 
TGTTCCTGCC 
GTCTCCGTGG 
AGGGAGGGGA 
TTTTGATACT 
TCCAAGCCTC 



GTTCTAGGGA 
GAGCTGAACT 
TTCCTCCCCA 
TGTCTACCTG 
CCACCCCCCA 
GCCAAGGTTC 
AAGGAGTTTC 
TTTCAGGGCC 
AGCCTGCCAC 
AGCATGGGCC 
TCGGGGAAGA 
TTAGGGGAAC 
TGTCCACAGT 
GTGGAGCGCC 
CAGGCTGCCT 
ACAGGGTCCC 
ATGGGGATGG 
TCCCCTCCAA 
AGGAGGAAGG 
CCCTTCCCAG 
GCCTGCGCCC 
CCACAGGAAT 
TTGAAGCAGA 
GCTATGCTAG 
GAAAACTTTT 
AAAAAAAAAA 



AGGCCTCCCA 
GGGGTGGAAC 
TCAGCCTCCT 
GGAGACCAGG 
CCCTCCTCCA 
ACGGCGATTC 
ACCCTGACCA 
AGGGCTCCAG 
CGTGTGTCGG 
TGGGTGTGTG 
GGTGTGGCTT 
GTGTGTGCGC 
TGAGAGGTTG 
AGCTCTGCCC 
GTGTGCATGT 
CACACAACAG 
CTGGGGCTCT 
AACCTCCATT 
GGCGATTTGA 
AGGGTCTTAC 
TGGTAAAGGT 
AGAATGGAGG 
CTGGATTTTT 
GACTCCAACC 
AAGGTGGGAG 
AAAAAAAAAA 



GCATCTGGGA 
TGAGTGTGCT 
CCCCACATCC 
GACCACAGGC 
GGACACCACT 
TCCCCATGGG 
TTGCCCTAGC 
CAAGCCCAGG 
GAGTGTGGGC 
TGAGCTCAGG 
CAAAGTGTGT 
GTGCTGGTGG 
GAGCAGGATG 
AAGGCGCCAC 
TCCCTGTCTG 
TGCCCTCCAG 
CTCCATCCTC 
CCCCTGCTGC 
GGGAGAAGGG 
TGTTCCAGGG 
GACCCCTGCC 
GAGCTCCAGA 
GCTCTGCCCC 
TCAGGGACTC 
GGTGGCAAGG 
AA 



CTCGAGAGTG 
CTTAGCTCTA 
CCAGCTGCCT 
CTTAGGGATA 
AGGTGGTGCT 
ATCTTGAGGG 
CAGGTTCCCA 
GCAAGGATCC 
CAGGCTGAGT 
CCTAGGTGCG 
GTGTGCAGGG 
GCATGTGAGA 
AGGGAATCCT 
CTGGGCGGAC 
GTGCCCCTTT 
AAGCAGCCCC 
CTTTTCTCCT 
CAGCCCCTTT 
GAGAAAGCTT 
TGGCCCCAGG 
ATTTACCAGC 
AACTTTCCAT 
TGACCCCTTG 

GATGTGCTTA 



1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2S20 
2580 
2640 



Seq ID NO: 94 Protein sequence 
Protein Accession #: NP 219487.1 



1 11 21 31 41 SI 

I I I 1 I I 

MKDVGPESCG QPTPCWPSPA LBSVLGKASQ KLGLESGQPL YLLELNWGGT ECALS STGRT 
AACFLPISLL PTSPAAWLGP EALCLPGRPG TTGLRDTGGP LLLPPPTLLQ DTTRWCWMLV 
LWPAKVHGDS PHGILRDQAA GIGKEFHPDH CPSQVPRRPH HTPFQGQGSS KPRARILCCC 
LVESLPPCVG SVGQAECIGD RAVSMGLGVC ELRPRCAVWR RVLSGKRCGF KVCVCRGWVC 

Seq ID NO: 95 DNA sequence 

Nucleic Acid Accession #: XM_090469 

Coding sequence: 



1 

ATGGGGTTTG 
TGCCGCGTGC 
AGCCCACACC 
CCACCTGAAG 
TCCCTGGCAC 
ATGTCTCTTC 
AACTCCGCAG 
GCTGCCCACC 
CAATCAGTTC 
AGGGCACCTT 
CTCAGCCGCA 
CGCGAGCTAG 
TGCCTGCCCG 
GGCAGCCCAC 
CTGCATCAAG 
TGTATCAAAG 
GAATGA 



11 
I 

GAGACCAGGG 
TGGACAGGAC 
CCTTGCATGG 
TGAAAATGTT 
AAGGCACAGG 
CTGGAGTGCT 
ATACTGACTG 
AGGAAGACAC 
AGCAGCAGAA 
GCGGGCCACC 
GCCCGGCGCC 
ACGCGCCAGG 
CGGCTCCAGA 
CACCTAAGGA 
AATCACCAGG 
GGGCTCTGGG 



21 
I 

AACGGTGGAA 
GCAGGTGAAC 
ACAGTCGGTC 
TGGAGCCAGT 
CTGCTCAGTG 
CAGTGCTGAT 
GGGAACTGAG 
TTTCTTTTTG 
TTGCATTTAC 
AAGGCGAGAG 
GTCCCCACGT 
CCCGCCCCCC 
AGCCCAGAAA 
CATCTTGCAG 
TTCATTTCCA 
TGTGGCTGCT 



31 
I 

GGGAGCCTAG 
AAGCCCTGCC 
AACAGCCACC 
CAAGGTTTGC 
TGCTGGGAGG 
GCTGGCCAGG 
GAGGGACCAG 
AAAGACATCA 
AGCCCCAGAG 
GCCCCGCTTG 
ACACCCATGG 
GGGCTGCGGA 
CTCTTCTTCC 
ACGCTCCAGC 
ATAGGTTTAT 
GAAGCAGCAT 



41 
I 

GAACGTCGAA 
TGCTGGAGGC 
CATCAGGTGC 
TGACAATGGA 
TGAACGGCCC 
TGGAGCACAG 
GAAGTCTAGA 
AGCACACAAG 
AAAAACCCTG 
CCCTCAGCAG 
CGCCCTTCCC 
GCTCGGCAGC 
TGCTGCCCCT 
ACAAGGCACC 
GTAACAGAAC 
TTCACTTACA 



60 
120 
180 



51 
I 

AGATAGCTCC 
TGCCAAGCAC 
TCATCAGAAA 
AACAAACCAG 
AGGGTTGGAA 
AAGACAAATG 
TTTCGCCGTG 
TACGTTCAGG 
TGGGAATGTC 
GCCCTGGCGG 
GACCTCTGAC 
AGCCCCTCAC 
TTATCCAGAT 
TGGGAAGAGA 
AGCTGAACCA 
GTTTTCCAGT 



Seq ID NO: 96 Protein sequence 
Protein Accession #: XP_090469 

1 11 21 31 41 51 

I 1 I I I I 

MGFGDQGTVE GSLGTSKDSS CRVLDRTQVN KPCLLEAAKH SPHPLHGQSV NSHPSGAHQK 
PPEVKMFGAS QGLLTMETNQ SLAQGTGCSV CWEVNGPGLE MSLPGVLSAD AGQVEHRRQM 
NSADTDWGTE EGPGSLDFAV AAHQEDTFFI* KDIKHTSTFR QSVQQQNCIY SPREKPCGNV 
RAPCAPPRRE APLALSRPWR IiSRSPAPSPR TPMAPFPTSD RELDAPGPPP GLRSSAAAPH 
CLPAAPEAQK LFFLLPLYPD GSPPPKDILQ TLQHKAPGKR LHQESPGSFP IGLCKRTAEP 
CIKGALGVAA EAAFHLQFSS E 

Seq ID NO: 97 DNA sequence 

Nucleic Acid Accession #: NM_003474.2 

Coding sequence: 37.. 3036 



1 ll 

I I 
CACTAACGCT CTTCCTAGTC 
TCAAGGCTGG CTTGTGCCAG 
CTTTTTTAAA AATGAAAGGC 
CCGGAGCTGA CTCGCCGAGG 
GCCCGCGTGG GATGGTGCAG 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



60 
120 
180 
240 
300 



21 31 41 51 

I I I I 

CCCGGGCCAA CTCGGACAGT TTGCTCATTT ATTGCAACGG 
AACGGCGCGC GCGCGACGCA CGCACACACA CGGGGGGAAA 
TAGAAGAGCT CAGCGGCGGC GCGGGCCGTG CGCGAGGGCT 
CAGGAAATCC CTCCGGTCGC GACGCCCGGC CCCGCTCGGC 
CGCTCGCCGC CGGGCCCGAG AGCTGCTGCA CTGAAGGCOG 



60 
120 
180 
240 
300 



988 



WO 03/042661 



PCT/US02/36810 



GCGACGATGG CAGCGCGCCC GCTGCCCGTG TCCCCCGCCC GCGCCCTCCT GCTCGCCCTG 360 ' 
GCCGGTGCTC TGCTCGCGCC CTGCGAGGCC CGAGGGGTGA GCTTATGGAA CGAAGGAAGA 420 
GCTGATGAAG TTGTCAGTGC CTCTGTTCGG AGTGGGGACC TCTGGATCCC AGTGAAGAGC 480 
TTCGACTCCA AQAATCATCC AGAAGTGCTG AATATTCGAC TACAACGGGA AAGCAAAGAA S40 
5 CTGATCATAA ATCTGGAAAG AAATGAAGGT CTCATTGCCA GCAGTTTCAC GGAAACCCAC 600 
TATCTGCAAG ACX3GTACTGA TGTCTCCCTC GCTCGAAATT ACACGGTAAT TCTGGGTCAC 660 
TGTTACTACC ATGGACATGT ACGGGGATAT TCTGATTCAG CAGTCAGTCT CAGCACGTGT 720 
TCTGGTCTCA GGGGACTTAT TGTGTTTGAA AATGAAAGCT ATGTCTTAGA ACCAATGAAA 780 
AGTGCAACCA ACAGATACAA ACTCTTCCCA GCGAAGAAGC TGAAAAGCGT CCGGGGATCA 840 
10 TGTGGATCAC ATCACAACAC ACCAAACCTC GCTGCAAAGA ATGTGTTTCC ACCACCCTCT 900 
CAGACATGGG CAAGAAGGCA TAAAAGAGAG ACCCTCAAGG CAACTAAGTA TGTGGAGCTG 960 
GTGATCGTGG CAGACAACCG AGAGTTTCAG AGGCAAGGAA AAGATCTGGA AAAAGTTAAG 1020 
CAGCGATTAA TAGAGATTGC TAATCACGTT GACAAGTTTT ACAGACCACT GAACATTCGG 1080 
ATCGTGTTGG TAGGCGTGGA AGTGTGGAAT GACATGGACA AATGCTCTGT AAGTCAGGAC 1140 
15 CCATTCACCA GCCTCCATGA ATTTCTGGAC TGGAGGAAGA TGAAGCTTCT ACCTCGCAAA 1200 
TCCCATGACA ATGCGCAGCT TGTCAGTGGG GTTTATTTCC AAGGGACCAC CATCGGCATG 1260 
GCCCCAATCA TGAGCATGTG CACGGCAGAC CAGTCTGGGG GAATTGTCAT GGACCATTCA 1320 
GACAATCCCC TTGGTGCAGC CGTGACCCTG GCACATGAGC TGGGCCACAA TTTCGGGATG 1380 
AATCATGACA CACTGGACAG GGGCTGTAGC TGTCAAATGG CGGTTGAGAA AGGAGGCTGC 1440 
20 ATCATGAACG CTTCCACCGG GTACCCATTT CCCATGGTGT TCAGCAGTTG CAGCAGGAAG 1500 
GACTTGGAGA CCAGCCTGGA GAAAGGAATG GGGGTGTGCC TGTTTAACCT GCCGGAAGTC 1560 
AGGGAGTCTT TCGGGGGCCA GAAGTGTGGG AACAGATTTG TGGAAGAAGG AGAGGAGTGT 1620 
GACTGTGGGG AGCCAGAGGA ATGTATGAAT CGCTGCTGCA ATGCCACCAC CTGTACCCTG 1680 
AAGCCGGAGG CTGTGTGCGC ACATGGGCTG TGCTGTGAAG ACTGCCAGCT GAAGCCTGCA 1740 
25 GGAACAGCGT GCAGGGACTC CAGCAACTCC TGTGACCTCC CAGAGTTCTG CACAGGGGCC 1800 
AGCCCTCACT GCCCAGCCAA CGTGTACCTG CACGATGGGC ACTCATGTCA GGATGTGGAC 1860 
GGCTACTGCT ACAATGGCAT CTGCCAGACT CACGAGCAGC AGTGTGTCAC ACTCTGGGGA 1920 
CCAGGTGCTA AACCTGCCCC TGGGATCTGC TTTGAGAGAG TCAATTCTGC AGGTGATCCT 1980 
TATGGCAACT GTGGCAAAGT CTCGAAGAGT TCCTTTGCCA AATGCGAGAT GAGAGATGCT 2040 
30 AAATGTGGAA AAATCCAGTG TCAAGGAGGT GCCAGCCGGC CAGTCATTGG TACCAATGCC 2100 
GTTTCCATAG AAACAAACAT CCCCCTGCAG CAAGGAGGCC GGATTCTGTG CCGGGGGACC 2160 
CACGTGTACT TGGGCGATGA CATGCCGGAC CCAGGGCTTG TGCTTGCAGG CACAAAGTGT 2220 
GCAGATGGAA AAATCTGCCT GAATCGTCAA TGTCAAAATA TTAGTGTCTT TGGGGTTCAC 2280 
GAGTGTGCAA TGCAGTGCCA CGGCAGAGGG GTGTGCAACA ACAGGAAGAA CTGCCACTGC 2340 
35 GAGGCCCACT GGGCACCTCC CTTCTGTGAC AAGTTTGGCT TTGGAGGAAG CACAGACAGC 2400 
GGCCCCATCC GGCAAGCAGA TAACCAAGGT TTAACCATAG GAATTCTGGT GACCATCCTG 2460 
TGTCTTCTTG CTGCCGGATT TGTGGTTTAT CTCAAAAGGA AGACCTTGAT ACGACTGCTG 2520 
TTTACAAATA AGAAGACCAC CATTGAAAAA CTAAGGTGTG TGCGCCCTTC CCGGCCACCC 2580 
CGTGGCTTCC AACCCTGTCA GGCTCACCTC GGCCACCTTG GAAAAGGCCT GATGAGGAAG 2640 
40 CCGCCAGATT CCTACCCACC GAAGGACAAT CCCAGGAGAT TGCTGCAGTG TCAGAATGTT 2700 
GACATCAGCA GACCCCTCAA CGGCCTGAAT GTCCCTCAGC CCCAGTCAAC TCAGCGAGTG 2760 
CTTCCTCCCC TCCACCGGGC CCCACGTGCA CCTAGCGTCC CTGCCAGACC CCTGCCAGCC 2820 
AAGCCTGCAC TTAGGCAGGC CCAGGGGACC TGTAAGCCAA ACCCCCCTCA GAAGCCTCTG 2880 
CCTGCAGATC CTCTGGCCAG AACAACTCGG CTCACTCATG CCTTGGCCAG GACCCCAGGA 2940 
45 CAATGGGAGA CTGGGCTCCG CCTGGCACCC CTCAGACCTG CTCCACAATA TCCACACCAA 3000 
GTGCCCAGAT CCACCCACAC CGCCTATATT AAGTGAGAAG CCGACACCTT TTTTCAACAG 3060 
TGAAGACAGA AGTTTGCACT ATCTTTCAGC TCCAGTTGGA GTTTTTTGTA CCAACTTTTA 3120 
GGATTTTTTT TAATGTTTAA AACATCATTA CTATAAGAAC TTTGAGCTAC TGCCGTCAGT 3180 
GCTGTGCTGT GCTATGGTGC TCTGTCTACT TGCACAGGTA CTTGTAAATT ATTAATTTAT 3240 
50 GCAGAATGTT GATTACAGTG CAGTGCGCTG TAGTAGGCAT TTTTACCATC ACTGAGTTTT 3300 
CCATGGCAGG AAGGCTTGTT GTGCTTTTAG TATTTTAGTG AACTTGAAAT ATCCTGCTTG 3360 
ATGGGATTCT GGACAGGATG TGTTTGCTTT CTGATCAAGG CCTTATTGGA AAGCAGTCCC 3420 
CCAACTACCC CCAGCTGTGC TTATGGTACC AGATGCAGCT CAAGAGATCC CAAGTAGAAT 3480 
CTCAGTTGAT TTTCTGGATT CCCCATCTCA GGCCAGAGCC AAGGGGCTTC AGGTCCAGGC 3540 
55 TGTGTTTGGC TTTCAGGGAG GCCCTGTGCC CCTTGACAAC TGGCAGGCAG GCTCCCAGGG 3600 
ACACCTGGGA GAAATCTGGC TTCTGGCCAG GAAGCTTTGG TGAGAACCTG GGTTGCAGAC 3660 
AGGAATCTTA AGGTGTAGCC ACACCAGGAT AGAGACTGGA ACACTAGACA AGCCAGAACT 3720 
TGACCCTGAG CTGACCAGCC GTGAGCATGT TTGGAAGGGG TCTGTAGTGT CACTCAAGGC 3780 
GGTGCTTGAT AGAAATGCCA AGCACTTCTT TTTCTCGCTG TCCTTTCTAG AGCACTGCCA 3840 
60 CCAGTAGGTT ATTTAGCTTG GGAAAGGTGG TGTTTCTGTA AGAAACCTAC TGCCCAGGCA 3900 
CTGCAAACCG CCACCTCCCT ATACTGCTTG GAGCTGAGCA AATCACCACA AACTGTAATA 3960 
CAATGATCCT GTATTCAGAC AGATGAGGAC TTTCCATGGG ACCACAACTA TTTTCAGATG 4020 
TGAACCATTA ACCAGATCTA GTCAATCAAG TCTGTTTACT GCAAGGTTCA ACTTATTAAC 4080 
AATTAGGCAG ACTCTTTATG CTTGCAAAAA CTACAACCAA TGGAATGTGA TGTTCATGGG 4140 
65 TATAGTTCAT GTCTGCTATC ATTATTCGTA GATATTGGAC AAAGAACCTT CTCTATGGGG 4200 
CATCCTCTTT TTCCAACTTG GCTGCAGGAA TCTTTAAAAG ATGCTTTTAA CAGAGTCTGA 4260 
ACCTATTTCT TAAACACTTG CAACCTACCT GTTGAGCATC ACAGAATGTG ATAAGGAAAT 4320 
CAACTTGCTT ATCAACTTCC TAAATATTAT GAGATGTGGC TTGGGCAGCA TCCCCTTGAA 4380 
CTCTTCACTC TTCAAATGCC TGACTAGGGA GCCATGTTTC ACAAGGTCTT TAAAGTGACT 4440 
70 AATGGCATGA GAAATACAAA AATACTCAGA TAAGGTAAAA TGCCATGATG CCTCTGTCTT 4500 
CTGGACTGGT TTTCACATTA GAAGACAATT GACAACAGTT ACATAATTCA CTCTGAGTGT 4560 
TTTATGAGAA AGCCTTCTTT TGGGGTCAAC AGTTTTCCTA TGCTTTGAAA CAGAAAAATA 4620 
TGTACCAAGA ATCTTGGTTT GCCTTCCAGA AAACAAAACT GCATTTCACT TTCCCGGTGT 4680 
TCCCCACTGT ATCTAGGCAA CATAGTATTC ATGACTATGG ATAAACTAAA CACGTGACAC 4740 
75 AAACACACAC AAAAGGGAAC CCAGCTCTAA TACATTCCAA CTCGTATAGC ATGCATCTGT 4800 
TTATTCTATA GTTATTAAGT TCTTTAAAAT GTAAAGCCAT GCTGGAAAAT AATACTGCTG 4860 
AGATACATAC AGAATTACTG TAACTGATTA CACTTGGTAA TTGTACTAAA GCCAAACATA 4920 
TATATACTAT TAAAAAGGTT TACAGAATTT TATGGTGCAT TACGTGGGCA TTGTCTTTTT 4980 
A AGATGCCCAA ATCCTTAGAT CTGGCATGTT AGCCCTTCCT CCAATTATAA GAGGATATGA 5040 
oO ACCAAAAAAA AAAAAAAAAA AA 

Seq ID NO: 98 Protein sequence 
Protein Accession #: NP__003465 



989 



WO 03/042661 



1 11 21 31 41 51 

I I I I I I 

MAARPLPVSP ARALLLALAG ALLAPCEARG VSLWNEGRAD EWSASVRSG DLWIPVKSFD 60 

SKNHPEVLNI RLQRESKELI INLERNEGLI ASSET ETHYL QDGTDVSLAR NYTVILGHCY 120 

YHGHVRGYSD SAVSLSTCSG LRGLIVFENE SYVLEPMKSA TNRYKLFPAK KLKSVRGSCG 180 

SHHNTPNLAA KNVFPPPSQT WARRHKRETL KATKYVELVI VADNREFQRQ GKDLEKVKQR 240 

LIEIANHVDK FYRPLNIRIV LVGVEVWNDM DKCSVSQDPF TSLHEFLDWR KMKLLPRKSH 300 

DNAQLVSGVY FQGTTIGMAP IMSMCTADQS GGIVMDHSDN PLGAAVTLAH ELGHNFGMNH 360 

DTLDRGCSCQ MAVEKGGCIM NASTGYPFPM VFSSCSRKDL ETSLEKGMGV CLFNLPEVRE 420 

SFGGQKCGNR FVEEGEECDC GEPEECMNRC CNATTCTLKP DAVCAHGLCC EDCQLKPAGT 480 

ACRDSSNSCD LPEFCTGASP HCPANVYLHD GHSCQDVDGY CYNGICQTHE QQCVTLWGPG 540 

AKPAPGICFE RVNSAGDPYG NCGKVSKSSF AKCEMRDAKC GKIQCQGGAS RPVIGTNAVS 600 

IETNIPLQQG GRILCRGTHV YLGDDMPDPG LVLAGTKCAD GKICLNRQCQ NISVFGVHEC 660 

AMQCHGRGVC NNRKNCHCEA HWAPPFCDKF GFGGSTDSGP IRQADNQGLT IGILVTILCL 720 

LAAGFWYLK RKTLIRLLFT NKKTTIEKLR CVRPSRPPRG FQPCQAHLGH LGKGLMRKPP 780 

DSYPPKDNPR RLLiQCQNVDI SRPLNGLNVP QPQSTQRVLP PLHRAPRAPS VPARPLPAKP 840 

ALRQAQGTCK PNPPQKPLPA DPLARTTRLT HALARTPGQW ETGLRLAPLR PAPQYPHQVP 900 
RSTHTAYIK 



Seq ID NO: 99 DNA sequence 

Nucleic Acid Accession #: NM_003714 

Coding sequence: 13 5.. 1043 

1 11 21 31 41 51 

1 I I I I 1 

GAGGAGGAGG GAAAAGGCGA GCAAAAAGGA AGAGTGGGAG GAGGAGGGGA AGCGGCGAAG 60 

GAGGAAGAGG AGGAGGAGGA AGAGGGGAGC ACAAAGGATC CAGGTCTCCC GACGGGAGGT 120 

TAATACCAAG AACCATGTGT GCCGAGCGGC TGGGCCAGTT CATGACCCTG GCTTTGGTGT 180 

TGGCCACCTT TGACCCGGCG CGGGGGACCG ACGCCACCAA CCCACCCGAG GGTCCCCAAG 240 

ACAGGAGCTC CCAGCAGAAA GGCCGCCTGT CCCTGCAGAA TACAGCGGAG ATCCAGCACT 300 

GTTTGGTCAA CGCTGGCGAT GTGGGGTGTG GCGTGTTTGA ATGTTTCGAG AACAACTCTT 360 

GTGAGATTCG GGGCTTACAT GGGATTTGCA TGACTTTTCT GCACAACGCT GGAAAATTTG 420 

ATGCCCAGGG CAAGTCATTC ATCAAAGACG CCTTGAAATG TAAGGCCCAC GCTCTGCGGC 480 

ACAGGTTCGG CTGCATAAGC CGGAAGTGCC CGGCCATCAG GGAAATGGTG TCCCAGTTGC 540 

AGCGGGAATG CTACCTCAAG CACGACCTGT GCGCGGCTGC CCAGGAGAAC ACCCGGGTGA 600 

TAGTGGAGAT GATCCATTTC AAGGACTTGC TGCTGCACGA ACCCTACGTG GACCTCGTGA 660 

ACTTGCTGCT GACCTGTGGG GAGGAGGTGA AGGAGGCCAT CACCCACAGC GTGCAGGTTC 720 

AGTGTGAGCA GAACTGGGGA AGCCTGTGCT CCATCTTGAG CTTCTGCACC TCGGCCATCC 780 

AGAAGCCTCC CACGGCGCCC CCCGAGCGCC AGCCCCAGGT GGACAGAACC AAGCTCTCCA 840 

GGGCCCACCA CGGGGAAGCA GGACATCACC TCCCAGAGCC CAGCAGTAGG GAGACTGGCC 900 

GAGGTGCCAA GGGTGAGCGA GGTAGCAAGA GCCACCCAAA CGCCCATGCC CGAGGCAGAG 960 

TCGGGGGCCT TGGGGCTCAG GGACCTTCCG GAAGCAGCGA GTGGGAAGAC GAACAGTCTG 1020 

AGTATTCTGA TATCCGGAGG TGAAATGAAA GGCCTGGCCA CGAAATCTTT CCTCCACGCC 1080 

GTCCATTTTC TTATCTATGG ACATTCCAAA ACATTTACCA TTAGAGAGGG GGGATGTCAC 1140 

ACGCAGGATT CTGTGGGGAC TGTGGACTTC ATCGAGGTGT GTGTTCGCGG AACGGACAGG 1200 

TGAGATGGAG ACCCCTGGGG CCGTGGGGTC TCAGGGGTGC CTGGTGAATT CTGCACTTAC 1260 

ACGTACTCAA GGGAGCGCGC CCGCGTTATC CTCGTACCTT TGTCTTCTTT CCATCTGTGG 1320 

AGTCAGTGGG TGTCGGCCGC TCTGTTGTGG GGGAGGTGAA CCAGGGAGGG GCAGGGCAAG 1380 

GCAGGGCCCC CAGAGCTGGG CCACACAGTG GGTGCTGGGC CTCGCCCCGA AGCTTCTGGT 1440 

GCAGCAGCCT CTGGTGCTGT CTCCGCGGAA GTCAGGGCGG CTGGATTCCA GGACAGGAGT 1500 

GAATGTAAAA ATAAATATCG CTTAGAATGC AGGAGAAGGG TGGAGAGGAG GCAGGGGCCG 1560 

AGGGGGTGCT TGGTGCCAAA CTGAAATTCA GTTTCTTGTG TGGGGCCTTG CGGTTCAGAG 1620 

CTCTTGGCGA GGGTGGAGGG AGGAGTGTCA TTTCTATGTG TAATTTCTGA GCCATTGTAC 1680 

TGTCTGGGCT GGGGGGGACA CTGTCCAAGG GAGTGGCCCC TATGAGTTTA TATTTTAACC 1740 

ACTGCTTCAA ATCTCGATTT CACTTTTTTT ATTTATCCAG TTATATCTAC ATATCTGTCA 1800 

TCTAAATAAA TGGCTTTCAA ACAAAGCAAC TGGGTCATTA AAACCAGCTC AAAGGGGGTT 1860 

TAAAAAAAAA AAAACCAGCC CATCCTTTGA GGCTGATTTT TCTTTTTTTT AAGTTCTATT 1920 

TTAAAAGCTA TCAAACAGCG ACATAGCCAT ACATCTGACT GCCTGACATG GACTCCTGCC 1980 

CACTTGGGGG AAACCTTATA CCCAGAGGAA AATACACACC TGGGGAGTAC ATTTGACAAA 2040 

TTTCCCTTAG GATTTCGTTA TCTCACCTTG ACCCTCAGCC AAGATTGGTA AAGCTGCGTC 2100 

CTGGCGATTC CAGGAGACCC AGCTGGAAAC CTGGCTTCTC CATGTGAGGG GATGGGAAAG 2160 

GAAAGAAGAG AATGAAGACT ACTTAGTAAT TCCCATCAGG AAATGCTGAC CTTTTACATA 2220 

AAATCAAGGA GACTGCTGAA AATCTCTAAG GGACAGGATT TTCCAGATCC TAATTGGAAA 2280 

TTTAGCAATA AGGAGAGGAG TCCAAGGGGA CAAATAAAGG CAGAGAGAGA GAGAGAGAGA 2340 
GGGAGAGGAA GAAAAGAGAG AGAGAAAAGA GCCTCGTGCC 



Seq ID NO: 100 Protein sequence 
Protein Accession #: NP_003705 

1 11 21 31 41 51 

I I I I I I 

MCAERLGQFM TLALVLATFD PARGTDATNP PEGPQDRSSQ QKGRIiSLQNT AEIQHCLVNA 60 
GDVGCGVFEC FENNSCEIRG LHGICMTFLH NAGKFDAQGK SFIKDALKCK AHALRHRFGC 120 
ISRKCPAIRE MVSQLQRECY LKHDLCAAAQ ENTRVIVEMI HFKDLLLHEP YVDLVNLLLT 180 
CGEEVKEAIT HSVQVQCEQN WGSLCSILSF CTSAIQKPPT APPERQPQVD RTKLSRAHHG 240 
EAGHHLPEPS SRETGRGAKG ERGSKSHPNA HARGRVGGLG AQGPSGSSEW EDEQSEYSDI 300 
RR 
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Nucleic Acid Accession #: NM_00S940 
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AAGCCCAGCA GCCCCGGGGC GGATGGCTCC GGCCGCCTGG CTCCGCAGCG CGGCCGCGCG 
CGCCCTCCTG CCCCCGATGC TGCTGCTGCT GCTCCAGCCG CCGCCGCTGC TGGCCCGGGC 
TCTGCCGCCG GACGTCCACC ACCTCCATGC CGAGAGGAGG GGGCCACAGC CCTGGCATGC 
AGCCCTGCCC AGTAGCCCGG CACCTGCCCC TGCCACGCAG GAAGCCCCCC GGCCTGCCAG 
CAGCCTCAGG CCTCCCCGCT GTGGCGTGCC CGACCCATCT GATGGGCTGA GTGCCCGCAA 
CCGACAGAAG AGGTTCGTGC TTTCTGGCGG GCGCTGGGAG AAGACGGACC TCACCTACAG 
GATCCTTCGG TTCCCATGGC AGTTGGTGCA GGAGCAGGTG CGGCAGACGA TGGCAGAGGC 
CCTAAAGGTA TGGAGCGATG TGACGCCACT CACCTTTACT GAGGTGCACG AGGGCCGTGC 
TGACATCATG ATCGACTTCG CCAGGTACTG GCATGGGGAC GACCTGCCGT TTGATGGGCC 
TGGGGGCATC CTGGCCCATG CCTTCTTCCC CAAGACTCAC CGAGAAGGGG ATGTCCACTT 
CGACTATGAT GAGACCTGGA CTATCGGGGA TGACCAGGGC ACAGACCTGC TGCAGGTGGC 
AGCCCATGAA TTTGGCCACG TGCTGGGGCT GCAGCACACA ACAGCAGCCA AGGCCCTGAT 
GTCCGCCTTC TACACCTTTC GCTACCCACT GAGTCTCAGC CCAGATGACT GCAGGGGCGT 
TCAACACCTA TATGGCCAGC CCTGGCCCAC TGTCACCTCC AGGACCCCAG CCCTGGGCCC 
CCAGGCTGGG ATAGACACCA ATGAGATTGC ACCGCTGGAG CCAGACGCCC CGCCAGATGC 
CTGTGAGGCC TCCTTTGACG CGGTCTCCAC CATCCGAGGC GAGCTCTTTT TCTTCAAAGC 
GGGCTTTGTG TGGCGCCTCC GTGGGGGCCA GCTGCAGCCC GGCTACCCAG CATTGGCCTC 
TCGCCACTGG CAGGGACTGC CCAGCCCTGT GGACGCTGCC TTCGAGGATG CCCAGGGCCA 
CATTTGGTTC TTCCAAGGTG CTCAGTACTG GGTGTACGAC GGTGAAAAGC CAGTCCTGGG 
CCCCGCACCC CTCACCGAGC TGGGCCTGGT GAGGTTCCCG GTCCATGCTG CCTTGGTCTG 
GGGTCCCGAG AAGAACAAGA TCTACTTCTT CCGAGGCAGG GACTACTGGC GTTTCCACCC 
CAGCACCCGG CGTGTAGACA GTCCCGTGCC CCGCAGGGCC ACTGACTGGA GAGGGGTGCC 
CTCTGAGATC GACGCTGCCT TCCAGGATGC TGATGGCTAT GCCTACTTCC TGCGCGGCCG 
CCTCTACTGG AAGTTTGACC CTGTGAAGGT GAAGGCTCTG GAAGGCTTCC CCCGTCTCGT 
GGGTCCTGAC TTCTTTGGCT GTGCCGAGCC TGCCAACACT TTCCTCTGAC CATGGCTTGG 
ATGCCCTCAG GGGTGCTGAC CCCTGCCAGG CCACGAATAT CAGGCTAGAG ACCCATGGCC 
ATCTTTGTGG CTGTGGGCAC CAGGCATGGG ACTGAGCCCA TGTCTCCTGC AGGGGGATGG 
GGTGGGGTAC AACCACCATG ACAACTGCCG GGAGGGCCAC GCAGGTOGTG GTCACCTGCC 
AGCGACTGTC TCAGACTGGG CAGGGAGGCT TTGGCATGAC TTAAGAGGAA GGGCAGTCTT 
GGGACCCGCT ATGCAGGTCC TGGCAAACCT GGCTGCCCTG TCTCATCCCT GTCCCTCAGG 
GTAGCACCAT GGCAGGACTG GGGGAACTGG AGTGTCCTTG CTGTATCCCT GTTGTGAGGT 
TCCTTCCAGG GGCTGGCACT GAAGCAAGGG TGCTGGGGCC CCATGGCCTT CAGCCCTGGC 
TGAGCAACTG GGCTGTAGGG CAGGGCCACT TCCTGAGGTC AGGTCTTGGT AGGTGCCTGC 
ATCTGTCTGC CTTCTGGCTG ACAATCCTGG AAATCTGTTC TCCAGAATCC AGGCCAAAAA 
GTTCACAGTC AAATGGGGAG GGGTATTCTT CATGCAGGAG ACCCCAGGCC CTGGAGGCTG 
CAACATACCT CAATCCTGTC CCAGGCCGGA TCCTCCTGAA GCCCTTTTCG CAGCACTGCT 
ATCCTCCAAA GCCATTGTAA ATGTGTGTAC AGTG TGTA TA AACCTTCTTC TTCTTTTTTT 
TTTTTAAACT GAGGATTGTC ATTAAACACA GTTGTTTTCT 

Seq ID NO: 102 Protein sequence 
Protein Accession ft: NP_005931 

1 11 21 31 41 51 

I I I I I I 

MAPAAWLRSA AARALLPPML LLLLQPPPLL ARALPPDVHH LHAERRGPQP WHAALPSSPA 60 

PAPATQEAPR PASSLRPPRC GVPDPSDGLS ARNRQKRFVL SGGRWEKTDL TYRILRFPWQ 120 

LVQEQVRQTM AEALKVHSDV TPLTFTEVHE GRADIMIDPA RYWHGDDLPF DGPGGILAHA 1B0 

FFPKTHRBGD VHFDYDETWT IGDDQGTDLL QVAAHEFGHV LGLQHTTAAK ALMSAFYTFR 240 

YPLSLSPDDC RGVQHLYGQP WPTVTSRTPA LGPQAGIDTN EIAPLEPDAP PDACEASFDA 300 

VSTIRGELFP FKAGFVWRLR GGQLQPGYPA LASRHWQGLP SPVDAAFEDA QGHIWPFQGA 360 

QYWVYDGEKP VLGPAPLTEL GLVRFPVHAA LVWGPEKNKI YFFRGRDYWR FHPSTRRVDS 420 

PVPRRATDWR GVPSEIDAAF QDADGYAYFL RGRLYWKFDP VKVKALEGFP RLVGPDFFGC 480 
AEPANTFL 

* 

Seq ID NO: 103 DNA sequence 

Nucleic Acid Accession #: NM__033151.2 

Coding sequence: 351.. 4499 

1 11 21 31 41 51 

1 I I I I I 

ACTGGGATAA AGCAAGAAGA CTGATTTTAT GAGCAGGGGT TTGATACATC AAAGGAGATT 60 

GCCCAGGATC AAGGGTGCGG TGTTGGGGGT GGGTTGGGGA GGGTGGTTAG AGAAGGTTTC 120 

ACTAAGTGAT TTGGGCCTGA GGCCTGAGAA GATGTTTAAA AAGAGGGATC AAGCACAGGC 180 

TAAGGAGAGG AAAGAGCAGG CACCCAAACC TCTGCATGGC CCCAATATGC TCCCTGCAGG 240 

GTAGTGCCCC CTCTTCTGGC TGCTCAAGGC GAGATCTAAG CTTCTTCTAA CTCCTGCTGT 300 

CTTTTCATAT TCTCTGATTC TGGGAAACGA AGAATTGGCA GGAACTGAAA ATGACTAGGA 360 

AGAGGACATA CTGGGTGCCC AACTCTTCTG GTGGCCTCGT GAATCGTGGC ATCGACATAG 420 

GCGATGACAT GGTTTCAGGA CTTATXTATA AAACCTATAC TCTCCAAGAT GGCCCCTGGA 480 

GTCAGCAAGA GAGAAATCCT GAGGCTCCAG GGAGGGCAGC TGTCCCACCG TGGGGGAAGT 540 

ATGATGCTGC CTTGAGAACC ATGATTCCCT TCCGTCCCAA GCCGAGGTTT CCTGCCCCCC 600 

AGCCCCTGGA CAATGCTGGC CTGTTCTCCT ACCTCACCGT GTCATGGCTC ACCCCGCTCA 660 

TGATCCAAAG CTTACGGAGT CGCTTAGATG AGAACACCAT CCCTCCACTG TCAGTCCATG 720 

ATGCCTCAGA CAAAAATGTC CAAAGGCTTC ACCGCCTTTG GGAAGAAGAA GTCTCAAGGC 780 

GAGGGATTGA AAAAGCTTCA GTGCTTCTGG TGATGCTGAG GTTCCAGAGA ACAAGGTTGA 840 

TTTTCGATGC ACTTCTGGGC ATCTGCTTCT GCATTGCCAG TGTACTCGGG CCAATATTGA 900 

TTATACCAAA GATCCTGGAA TATTCAGAAG AGCAGTTGGG GAATGTTGTC CATGGAGTGG 960 

GACTCTGCTT TGCCCTTTTT CTCTCCGAAT GTGTGAAGTC TCTGAGTTTC TCCTCCAGTT 1020 

GGATCATCAA CCAACGCACA GCCATCAGGT TCCGAGCAGC TGTTTCCTCC TTTGCCTTTG 1080 

AGAAGCTCAT CCAATTTAAG TCTGTAATAC ACATCACCTC AGGAGAGGCC ATCAGCTTCT 1140 

TCACCGGTGA TGTAAACTAC CTGTTTGAAG GGGTGTGCTA TGGACCCCTA GTACTGATCA 1200 

CCTGCGCATC GCTGGTCATC TGCAGCATTT CTTCCTACTT CATTATTGGA TACACTGCAT 1260 

TTATTGCCAT CTTATGCTAT CTCCTGGTTT TCCCACTGGC GGTATTCATG ACAAGAATGG 1320 

CTGTGAAGGC TCAGCATCAC ACATCTGAGG TCAGCGACCA GGGCATCCGT GTGACCAGTG 1380 

AAGTTCTCAC TTGCATTAAG CTGATTAAAA TGTACACATG GGAGAAACCA TTTGCAAAAA 1440 
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TCATTGAAQA CCTAAGAAGG AAGGAAAGGA AACTATTGGA GAAGTGCGGG CTTGTCCAGA 1500 
GCCTGACAAG TATAACCTTG TTCATCATCC CCACAGTGGC CACAGCGGTC TGGGTTCTCA 1560 
TCCACACATC CTTAAAGCTG AAACTCACAG CGTCAATGGC CTTCAGCATG CTGGCCTCCT 1620 
TGAATCTCCT TCGGCTGTCA GTGTTCTTTG TGCCTATTGC AGTCAAAGGT CTCACG AATT 1680 
5 CCAAGTCTGC AGTGATGAGG TTCAAGAAGT TTTTCCTCCA GGAGAGCCCT GTTTTCTATG 1740 
TCCAGACATT ACAAGACCCC AGCAAAGCTC TGGTCTTTGA GGAGGCCACC TTGTCATGGC 1800 
AACAGACCTG TCCCGGGATC GTCAATGGGG CACTGGAGCT GGAGAGGAAC GGGCATGCTT 1860 
CTGAGGGGAT GACCAGGCCT AGAGATGCCC TCGGGCCAGA GGAAGAAGGG AACAGCCTGG 1920 
GCCCAGAGTT GCACAAGATC AACCTGGTGG TGTCCAAGGG GATGATGTTA GGGGTCTGCG 1980 
10 GCAACACGGG GAGTGGTAAG AGCAGCCTGT TGTCAGCCAT CCTGGAGGAG ATGCACTTGC 2040 
TCGAGGGCTC GGTGGGGGTG CAGGGAAGCC TGGCCTATGT CCCCCAGCAG GCCTGGATCG 2100 
TCAGCGGGAA CATCAGGGAG AACATCCTCA TGGGAGGCGC ATATGACAAG GCCCGATACC 2160 
TCCAGGTGCT CCACTGCTGC TCCCTGAATC GGGACCTGGA ACTTCTGCCC TTTGGAGACA 2220 
TGACAGAGAT TGGAGAGCGG GGCCTCAACC TCTCTGGGGG GCAGAAACAG AGGATCAGCC 2280 
15 TGGCCCGCGC CGTCTATTCC GACCGTCAGA TCTACCTGCT GGACGACCCC CTGTCTGCTG 2340 
TGGACGCCCA CGTGGGGAAG CACATTTTTG AGGAGTGCAT TAAGAAGACA CTCAGGGGGA 2400 
AGACGGTCGT CCTGGTGACC CACCAGCTGC AGTACTTAGA ATTTTGTGGC CAGATCATTT 2460 
TGTTGGAAAA TGGGAAAATC TGTGAAAATG GAACTCACAG TGAGTTAATG CAGAAAAAGG 2520 
^ . GGAAATATGC CCAACTTATC CAGAAGATGC ACAAGGAAGC CACTTCGGAC ATGTTGCAGG 2580 
20 ACACAGCAAA GATAGCAGAG AAGCCAAAGG TAGAAAGTCA GGCTCTGGCC ACCTCCCTGG 2640 
AAGAGTCTCT CAACGGAAAT GCTGTGCCGG AGCATCAGCT CACACAGGAG GAGGAGATGG 2700 
AAGAAGGCTC CTTGAGTTGG AGGGTCTACC ACCACTACAT CCAGGCAGCT GGAGGTTACA 2760 
TGGTCTCTTG CATAATTTTC TTCTTCGTGG TGCTGATCGT CTTCTTAACG ATCTTCAGCT 2820 
TCTGGTGGCT GAGCTACTGG TTGGAGCAGG GCTCGGGGAC CAATAGCAGC CGAGAGAGCA 2880 
25 ATGGAACCAT GGCAGACCTG GGCAACATTG CAGACAATCC TCAACTGTCC TTCTACCAGC 2940 
TGGTGTACGG GCTCAACGCC CTGCTCCTCA TCTGTGTGGG GGTCTGCTCC TCAGGGATTT 3000 
TCACCAAAGT CACGAGGAAG GCATCCACGG CCCTGCACAA CAAGCTCTTC AACAAGGTTT 3060 
TCCGCTGCCC CATGAGTTTC TTTGACACCA TCCCAATAGG CCGGCTTTTG AACTGCTTCG 3120 
CAGGGGACTT GGAACAGCTG GACCAGCTCT TGCCCATCTT TTCAGAGCAG TTCCTGGTCC 3180 
30 TGTCCTTAAT GGTGATCGCC GTCCTGTTGA TTGTCAGTGT GCTGTCTCCA TATATCCTGT 3240 
TAATGGGAGC CATAATCATG GTTATTTGCT TCATTTATTA TATGATGTTC AAGAAGGCCA 3300 
TCGGTGTGTT CAAGAGACTG GAGAACTATA GCCGGTCTCC TTTATTCTCC CACATCCTCA 3360 
ATTCTCTGCA AGGCCTGAGC TCCATCCATG TCTATGGAAA AACTGAAGAC TTCATCAGCC 3420 
AGTTTAAGAG GCTGACTGAT GCGCAGAATA ACTACCTGCT GTTGTTTCTA TCTTCCACAC 3480 
35 GATGGATGGC ATTGAGGCTG GAGATCATGA CCAACCTTGT GACCTTGGCT GTTGCCCTGT 3540 
TCGTGGCTTT TGGCATTTCC TCCACCCCCT ACTCCTTTAA AGTCATGGCT GTCAACATCG 3600 
TGCTGCAGCT GGCGTCCAGC TTCCAGGCCA CTGCCCGGAT TGGCTTGGAG ACAGAGGCAC 3660 
AGTTCACGGC TGTAGAGAGG ATACTGCAGT ACATGAAGAT GTGTGTCTCG GAAGCTCCTT 3720 
TACACATGGA AGGCACAAGT TGTCCCCAGG GGTGGCCACA GCATGGGGAA ATCATATTTC 3780 
40 AGGATTATCA CATGAAATAC AGAGACAACA CACCCACCGT GCTTCACGGC ATCAACCTGA 3840 
CCATCCGCGG CCACGAAGTG GTGGGCATCG TGGGAAGGAC GGGCTCTGGG AAGTCCTCCT 3900 
TGGGCATGGC TCTCTTCCGC CTGGTGGAGC CCATGGCAGG CCGGATTCTC ATTGACGGCG 3960 
TGGACATTTG CAGCATCGGC CTGGAGGACT TGCGGTCCAA GCTCTCAGTG ATCCCTCAAG 4020 
ATCCAGTGCT GCTCTCAGGA ACCATCAGAT TCAACCTAGA TCCCTTTGAC CGTCACACTG 4080 
45 ACCAGCAGAT CTGGGATGCC TTGGAGAGGA CATTCCTGAC CAAGGCCATC TCAAAGTTCC 4140 
CCAAAAAGCT GCATACAGAT GTGGTGGAAA ACGGTGGAAA CTTCTCTGTG GGGGAGAGGC 4200 
AGCTGCTCTG CATTGCCAGG GCTGTGCTTC GCAACTCCAA GATCATCCTT ATCGATGAAG 4260 
CCACAGCCTC CATTGACATG GAGACAGACA CCCTGATCCA GCGCACAATC CGTGAAGCCT 4320 
TCCAGGGCTG CACCGTGCTC GTCATTGCCC ACCGTGTCAC CACTGTGCTG AACTGTGACC 4380 
50 ACATCCTGGT TATGGGCAAT GGGAAGGTGG TAGAATTTGA TCGGCCGGAG GTACTGCGGA 4440 
AGAAGCCTGG GTCATTGTTC GCAGCCCTCA TGGCCACAGC CACTTCTTCA CTGAGATAAG 4500 
GAGATGTGGA GACTTCATGG AGGCTGGCAG CTGAGCTCAG AGGTTCACAC AGGTGCAGCT 4560 
TCGAGGCCCA CAGTCTGCGA CCTTCTTGTT TGGAGATGAG AACTTCTCCT GGAAGCAGGG 4620 
GTAAATGTAG GGGGGGTGGG GATTGCTGGA TGGAAACCCT GGAATAGGCT ACTTGATGGC 4680 
55 TCTCAAGACC TTAGAACCCC AGAACCATCT AAGACATGGG ATTCAGTGAT CATGTGGTTC 4740 
TCCTTTTAAC TTACATGCTG AATAATTTTA TAATAAGGTA AAAGCTTATA GTTTTCTGAT 4800 
CTGTGTTAGA AGTGTTGCAA ATGCTGTACT GACTTTGTAA AATATAAAAC TAAGGAAAAC 4860 
TC 

60 Seq ID NO: 104 Protein sequence 
Protein Accession #: NP_149163-2 

1 11 21 31 41 51 

« I I I 1 1 1 

65 MTRKRTYWVP NSSGGLVNRG IDIGDDMVSG LIYKTYTLQD GPWSQQERNP EAPGRAAVPP 60 
WGKYDAALRT MIPFRPKPRF PAPQPLDNAG LFSYLTVSWL TPLMIQSLRS RLDBNTIPPL 120 
SVHDASDKNV QRLHRLWEEE VSRRGIEKAS VLLVMLRFQR TRLIFDALLG ICFCIASVLG 180 
PILIIPKILE YSEBQLGNW HGVGLCFALF LSECVKSLSF SSSWIINQRT AIRFRAAVSS 240 

„ FAFEKLIQFK SVIHITSGEA ISFPTGDVNY LFEGVCYGPL VLITCASLVI CSISSYFIIG 300 

70 YTAFIAILCY LLVFPLAVFM TRMAVKAQHH TSEVSDQRIR VTSEVLTCIK LIKMYTWEKP 360 
FAKIIEDLRR KERKLLEKCG LVQSLTSITL FIIPTVATAV WVLIHTSLKL KLTASMAFSM 420 
LASLNLLRLS VFFVPIAVKG LTNSKSAVMR FKKFFLQESP VFYVQTLQDP SKALVFEEAT 480 
LSWQQTCPGI VNGALELERN GHASEGMTRP RDALGPEEEG NSLGPELHKI NIA7VS KGMML 540 
GVCGNTGSGK SSLLSAILEE MHLLEGSVGV QGSLAYVPQQ AWIVSGNIRE NILMGGAYDK 600 

75 ARYLQVLHCC SLNRDLELLP FGDMTEIGER GLNLSGGQKQ RISLARAVYS DRQIYLLDDP 660 
LSAVDAHVGK HIFEECIKKT LRGKTWLVT HQLQYLEFCG QIILLENGKI CENGTHSELM 720 
QKKGKYAQLI QKMHKEATSD MLQDTAKIAE KPKVBSQALA TSLEESLNGN AVPEHQLTQE 780 
EEMEEGSLSW RVYHHYIQAA GGYMVSCIIF FFWLIVFLT IFSFWWLSYW LEQGSGTNSS 840 
RESMGTMADL GNIADNPQL.S FYQLVYGLNA LLLICVGVCS SQIFTKVTRK ASTALHNKLF 900 

80 NKVFRCPMSF FDTIPIGRLL NCFAGDLEQL DQLLPIFSEQ FLVLSLMVIA VLLIVSVLSP 960 
YILLMGAIIM VICFIYYMMF KKAIGVFKRL, ENYSRSPLFS HILNSLQGLS SIHVYGKTED 1020 
FISQFKRLTD AONNYLLIiFL SSTRWMALRL EIMTNLVTLA VALFVAFGIS STPYSFKVMA 1080 
VNIVLQLASS FQATARIGLE TEAQFTAVER ILQYMKMCVS EAPLHMEGTS CPQGWPQHGE 1140 
1 1 FQDYHMKY RDNTPTVLHG INLTIRGHEV VGIVGRTGSG KSSLGMALFR LVEPMAGRIL 1200 
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IDGVDICSIG LEDLRSKLSV IPQDPVLLSG TIRFNLDPFD RHTDQQIWDA LERTFLTKAI 1260 
SKFPKKLHTD WENGGNFSV GERQLLCIAR AVLRNSKIIL IDEATASIDM ETDTLIQRTI 1320 
REAFQGCTVL VIAHRVTTVL NCDHILVMGN GKWEFDRPE VLRKKPGSLF AALMATATSS 1380 



Seq ID NO: 105 DNA sequence 

Nucleic Acid Accession 8: Eos sequence 

Coding sequence: 1..4043 

10 1 11 21 31 41 SI 

I i I I I I 

ATGACTAGGA AGAGGACATA CTGGGTGCCC AACTCTTCTG GTGGCCTCGT GAATCGTGGC 60 

ATCGACATAG GCGATGACAT GGTTTCAGGA CTTATTTATA AAACCTATAC TCTCCAAGAT 120 

GGCCCCTGGA GTCAGCAAGA GAGAAATCCT GAGGCTCCAG GGAGGGCAGC TGTCCCACCG 180 

15 TGGGGGAAGT ATGATGCTGC CTTGAGAACC ATGATTCCCT TCCGTCCCAA GCCGAGGTTT 240 

CCTGCCCCCC AGCCCCTGGA CAATGCTGGC CTGTTCTCCT ACCTCACCGT GTCATGGCTC 30 0 

ACCCCGCTCA TGATCCAAAG CTTACGGAGT CGCTTAGATG AGAACACCAT CCCTCCACTG 360 

TCAGTCCATG ATGCCTCAGA CAAAAATGTC CAAAGGCTTC ACCGCCTTTG GGAAGAAGAA 420 

GTCTCAAGGC GAGGGATTGA AAAAGCTTCA GTGCTTCTGG TGATGCTGAG GTTCCAGAGA 480 

20 ACAAGGTTGA TTTTCGATGC ACTTCTGGGC ATCTGCTTCT GCATTGCCAG TGTACTCGGG 540 

CCAATATTGA TTATACCAAA GATCCTGGAA TATTCAGAAG AGCAGTTGGG GAATGTTGTC 600 

CATGGAGTGG GACTCTGCTT TGCCCTTTTT CTCTCCGAAT GTGTGAAGTC TCTGAGTTTC 660 

TCCTCCAGTT GGATCAT CAA CCAACGCACA GCCATCAGGT TCCGAGCAGC TGTTTCCTCC 720 

TTTGCCTTTG AGAAGCTCAT CCAATTTAAG TCTGTAATAC ACATCACCTC AGGAGAGGCC 780 

25 ATCAGCTTCT TCACCGGTGA TGTAAACTAC CTGTTTGAAG GGGTGTGCTA TGGACCCCTA 840 

GTACTGATCA CCTGCGCATC GCTGGTCATC TGCAGCATTT CTTCCTACTT CATTATTGGA 900 

TACACTGCAT TTATTGCCAT CTTATGCTAT CTCCTGGTTT TCCCACTGGC GGTATTCATG 960 

ACAAGAATGG CTGTGAAGGC TCAGCATCAC ACATCTGAGG TCAGCGACCA GCGCATCCGT 1020 

GTGACCAGTG AAGTTCTCAC TTGCATTAAG CTGATTAAAA TGTACACATG GGAGAAACCA 1080 

30 TTTGCAAAAA TCATTGAAGG TATGGAAAGT CTGACTTTCT GCTCCAAACC TGGTGATGGC 1140 

ATGGCCTTCA GCATGCTGGC CTCCTTGAAT CTCCTTCGGC TGTCAGTGTT CTTTGTGCCT 1200 

ATTGCAGTCA AAGGTCTCAC GAATTCCAAG TCTGCAGTGA TGAGGTTCAA GAAGTTTTTC 1260 

CTCCAGGAGA GCCCTGTTTT CTATGTCCAG ACATTACAAG ACCCCAGCAA AGCTCTGGTC 1320 

TTTGAGGAGG CCACCTTGTC ATGGCAACAG ACCTGTCCCG GGATCGTCAA TGGGGCACTG 1380 

35 GAGCTGGAGA GGAACGGGCA TGCTTCTGAG GGGATGACCA GGCCTAGAGA TGCCCTCGGG 1440 

CCAGAGGAAG AAGGGAACAG CCTGGGCCCA GAGTTGCACA AGATCAACCT GGTGGTGTCC 1500 

AAGGGGATGA TGTTAGGGGT CTGCGGCAAC ACGGGGAGTG GTAAGAGCAG CCTGTTGTCA 1560 

GCCATCCTGG AGGAGATGCA CTTGCTCGAG GGCTCGGTGG GGGTGCAGGG AAGCCTGGCC 1620 

TATGTCCCCC AGCAGGCCTG GATCGTCAGC GGGAACATCA GGGAGAACAT CCTCATGGGA 1680 

40 GGCGCATATG ACAAGGCCCG ATACCTCCAG GTGCTCCACT GCTGCTCCCT GAATCGGGAC 1740 

CTGGAACTTC TGCCCTTTGG AGACATGACA GAGATTGGAG AGCGGGGCCT CAACCTCTCT 1800 

GGGGGGCAGA AACAGAGGAT CAGCCTGGCC CGCGCCGTCT ATTCCGACCG TCAGATCTAC 1860 

CTGCTGGACG ACCCCCTGTC TGCTGTGGAC GCCCACGTGG GGAAGCACAT TTTTGAGGAG 1920 

TGCATTAAGA AGACACTCAG GGGGAAGACG GTCGTCCTGG TGACCCACCA GCTGCAGTAC 1980 

45 TTAGAATTTT GTGGCCAGAT CATTTTGTTG GAAAATGGGA AAATCTGTGA AAATGGAACT 2040 

CACAGTGAGT TAATGCAGAA AAAGGGGAAA TATGCCCAAC TTATCCAGAA GATGCACAAG 2100 

GAAGCCACTT CGGACATGTT GCAGGACACA GCAAAGATAG CAGAGAAGCC AAAGGTAGAA 2160 

AGTCAGGCTC TGGCCACCTC CCTGGAAGAG TCTCTCAACG GAAATGCTGT GCCGGAGCAT 2220 

CAGCTCACAC AGGAGGAGGA GATGGAAGAA GGCTCCTTGA GTTGGAGGGT CTACCACCAC 2280 

50 TACATCCAGG CAGCTGGAGG TTACATGGTC TCTTGCATAA TTTTCTTCTT CGTGGTGCTG 2340 

ATCGTCTTCT TAACGATCTT CAGCTTCTGG TGGCTGAGCT ACTGGTTGGA GCAGGGCTCG 2400 

GGGACCAATA GCAGCCGAGA GAGCAATGGA ACCATGGCAG ACCTGGGCAA CATTGCAGAC 2460 

AATCCTCAAC TGTCCTTCTA CCAGCTGGTG TACGGGCTCA ACGCCCTGCT CCTCATCTGT 2520 

GTGGGGGTCT GCTCCTCAGG GATTTTCACC AAAGTCACGA GGAAGGCATC CACGGCCCTG 2580 

55 CACAACAAGC TCTTCAACAA GGTTTTCCGC TGCCCCATGA GTTTCTTTGA CACCATCCCA 2640 

ATAGGCCGGC TTTTGAACTG CTTCGCAGGG GACTTGGAAC AGCTGGACCA GCTCTTGCCC 2700 

ATCTTTTCAG AGCAGTTCCT GGTCCTGTCC TTAATGGTGA TCGCCGTCCT GTTGATTGTC 2760 

AGT G TGCTGT CTCCATATAT CCTGTTAATG GGAGCCATAA TCATGGTTAT TTGCTTCATT 2820 

TATTATATGA TGTTCAAGAA GGCCATCGGT GTGTTCAAGA GACTGGAGAA CTATAGCCGG 2880 

60 TCTCCTTTAT TCTCCCACAT CCTCAATTCT CTGCAAGGCC TGAGCTCCAT CCATGTCTAT 2940 

GGAAAAACTG AAGACTTCAT CAGCCAGTTT AAGAGGCTGA CTGATGCGCA GAATAACTAC 3000 

CTGCTGTTGT TTCTATCTTC CACACGATGG ATGGCATTGA GGCTGGAGAT CATGACCAAC 3060 

CTTGTGACCT TGGCTGTTGC CCTGTTCGTG GCTTTTGGCA TTTCCTCCAC CCCCTACTCC 3120 

TTTAAAGTCA TGGCTGTCAA CATCGTGCTG CAGCTGGCGT CCAGCTTCCA GGCCACTGCC 3180 

65 CGGATTGGCT TGGAGACAGA GGCACAGTTC ACGGCTGTAG AGAGGATACT GCAGTACATG 3240 

AAGATGTGTG TCTCGGAAGC TCCTTTACAC ATGGAAGGCA CAAGTTGTCC CCAGGGGTGG 3300 

CCACAGCATG GGGAAATCAT ATTTCAGGAT TATCACATGA AATACAGAGA CAACACACCC 3360 

ACCGTGCTTC ACGGCATCAA CCTGACCATC CGCGGCCACG AAGTGGTGGG CATCGTGGGA 3420 

AGGAOGGGCT CTGGGAAGTC CTCCTTGGGC ATGGCTCTCT TCCGCCTGGT GGAGCCCATG 3480 

70 GCAGGCCGGA TTCTCATTGA CGGCGTGGAC ATTTGCAGCA TCGGCCTGGA GGACTTGCGG 3540 

TCCAAGCTCT CAGTGATCCC TCAAGATCCA GTGCTGCTCT CAGGAACCAT CAGATTCAAC 3600 

CTAGATCCCT TTGACCGTCA CACTGACCAG CAGATCTGGG ATGCCTTGGA GAGGACATTC 3660 

CTGACCAAGG CCATCTCAAA GTTCCCCAAA AAGCTGCATA CAGATGTGGT GGAAAACGGT 3720 

GGAAACTTCT CTGTGGGGGA GAGGCAGCTG CTCTGCATTG CCAGGGCTGT GCTTCGCAAC 3780 

75 TCCAAGATCA TCCTTATCGA TGAAGCCACA GCCTCCATTG ACATGGAGAC AGACACCCTG 3840 

ATCCAGCGCA CAATCCGTGA AGCCTTCCAG GGCTGCACCG TGCTCGTCAT TGCCCACCGT 3900 

GTCACCACTG TGCTGAACTG TGACCACATC CTGGTTATGG GCAATGGGAA GGTGGTAGAA 3960 

TTTGATCGGC CGGAGGTACT GCGGAAGAAG CCTGGGTCAT TGTTCGCAGC CCTCATGGCC 4020 
_ rt ACAGCCACTT CTTCACTGAG ATAA 
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MTRKRTYWVP NSSGGLVNRG IDIGDDMVSG LIYKTYTLQD GPWSQQERNP EAPGRAAVPP 60 

WGKYDAALRT MIPFRPKPRF PAPQPLDNAG LFSYLTVSWL TPLMIQSLRS RLDENTIPPL' 120 

SVHDASDKNV QRLHRLWEEE VSRRGIEKAS VLLVMLRPQR TRLIFDALLG ICFCIASVLG 180 

PILIIPKILE YSEEQLGNW HGVGLCFALF LSECVKSLSF SSSWIINQRT AIRFRAAVSS 240 

FAFEKLIQFK SVIHITSGEA ISFFTGDVNY LFEGVCYGPL VLITCASLVI CSISSYFIIG 300 

YTAFIAILCY LLVFPLAVFM TRMAVKAQHH TSEVSDQRIR VTSEVLTCIK LIKMYTWEKP 360 

FAKIIEGMES LTFCSKPGDG MAFSMLASLN LLRLSVFFVP IAVKGLTNSK SAVMRFKKFF 420 

LQESPVFYVQ TLQDPSKALV FEEATLSWQQ TCPGIVNGAL ELERNGHASE GMTRPRDALG 480 

PEEEGNSLGP ELHKINLWS KGMMLGVCGN TGSGKSSLLS AILEEMHLLE GSVGVQGSLA 540 

YVPQQAWIVS GNIRENILMG GAYDKARYLQ VLHCCSLNRD LELLPFGDMT EIGERGLNLS 600 

GGQKQRISLA RAVYSDRQIY LLDDPLSAVD AHVGKHIFEE CIKKTLRGKT WLVTHQLQY 660 

LEFCGQI ILL ENGKICENGT HSELMQKKGK YAQLIQKMHK EATSDMLQDT AKIAEKPKVE 720 

SQALATSLEE SLNGNAVPEH QLTQEEEMEE GSLSWRVYHH YIQAAGGYMV SCIIFFFWL 780 

IVFLTIFSFW WLSYWLEQGS GTNSSRESNG TMADLGNIAD NPQLSFYQLV YGLNALLLIC 840 

VGVCSSGIFT KVTRKASTAL HNKLFNKVFR CPMSFFDTIP IGRLLNCFAG DLEQLDQLLP 900 

IFSEQFLVLS LMVIAVLLIV SVLSPYILLM GAIIMVICFI YYMMFKKAIG VFKRLENYSR 960 

SPLFSHILNS LQGLSSIHVY GKTEDFISQF KRLTDAQNNY LLLFLSSTRW MALRLEIMTN 1020 

LVT LAVAL FV AFGISSTPYS FKVMAVNIVL QLASSFQATA RIGLETEAQF TAVERILQYM 1080 

KMCVSEAPLH MEGTSCPQGW PQHGEIIFQD YHMKYRDNTP TVLHGINLTI RGHEWGIVG 1140 

RTGSGKSSLG MALFRLVEPM AGRILIDGVD ICSIGLEDLR SKLSVIPQDP VLLSGTIRFN 1200 

LDPFDRHTDQ Q I WD ALERT F LTKAISKFPK KLHTDWENG GNFSVGERQL LCIARAVLRN 1260 

SKIILIDEAT ASIDMETDTL IQRTIREAFQ GCTVLVIAHR VTTVLNCDHI LVMGNGKWE 1320 
FDRPEVLRKK PGSLFAALMA TATSSLR 

Seq ID NO: 107 DNA sequence 
Nucleic Acid Accession #: NM_024022 
Coding sequence: 202 -.1563 

1 11 21 31 41 51 

t I I I 1 I 

ACCGGGCACC GGACGGCTCG GGTACTTTCG TTCTTAATTA GGTCATGCCC GTGTGAGCCA 60 

GGAAAGGGCT GTGTTTATGG GAAGCCAGTA ACACTGTGGC CTACTATCTC TTCCGTGGTG 120 

CCATCTACAT TTTTGGGACT CGGGAATTAT GAGGTAGAGG TGGAGGCGGA GCCGGATGTC 180 

AGAGGTCCTG AAATAGTCAC CATGGGGGAA AATGATCCGC CTGCTGTTGA AGCCCCCTTC 240 

TCATTCCGAT CGCTTTTTGG CCTTGATGAT TTGAAAATAA GTCCTGTTGC ACCAGATGCA 300 

GATGCTGTTG CTGCACAGAT CCTGTCACTG CTGCCATTGA AGTTTTTTCC AATCATCGTC 360 

ATTGGGATCA TTGCATTGAT ATTAGCACTG GCCATTGGTC TGGGCATCCA CTTCGACTGC 420 

TCAGGGAAGT ACAGATGTCG CTCATCCTTT AAGTGTATCG AGCTGATAGC TCGATGTGAC 480 

GGAGTCTCGG ATTGCAAAGA CGGGGAGGAC GAGTACCGCT GTGTCCGGGT GGGTGGTCAG 540 

AATGCCGTGC TCCAGGTGTT CACAGCTGCT TCGTGGAAGA CCATGTGCTC CGATGACTGG ' 600 

AAGGGTCACT ACGCAAATGT TGCCTGTGCC CAACTGGGTT TCCCAAGCTA TGTGAGTTCA 660 

GATAACCTCA GAGTGAGCTC GCTGGAGGGG CAGTTCCGGG AGGAGTTTGT GTCCATCGAT 720 

CACCTCTTGC CAGATGACAA GGTGACTGCA TTACACCACT CAGTATATGT GAGGGAGGGA 780 

TGTGCCTCTG GCCACGTGGT TACCTTGCAG TGCACAGCCT GTGGTCATAG AAGGGGCTAC 840 

AGCTCACGCA TCGTGGGTGG AAACATGTCC TTGCTCTCGC AGTGGCCCTG GCAGGCCAGC 900 

CTTCAGTTCC AGGGCTACCA CCTGTGOGGG GGCTCTGTCA TCACGCCCCT GTGGATCATC 960 

ACTGCTGCAC ACTGTGTTTA TGACTTGTAC CTCCCCAAGT CATGGACCAT CCAGGTGGGT 1020 

CTAGTTTCCC TGTTGGACAA TCCAGCCCCA TCCCACTTGG TGGAGAAGAT TGTCTACCAC 1080 

AGCAAGTACA AGCCAAAGAG GCTGGGCAAT GACATCGCCC TTATGAAGCT GGCCGGGCCA 1140 

CTCACGTTCA ATGAAATGAT CCAGCCTGTG TGCCTGCCCA ACTCTGAAGA GAACTTCCCC 1200 

GATGGAAAAG TGTGCTGGAC GTCAGGATGG GGGGCCACAG AGGATGGAGG TGACGCCTCC 1260 

CCTGTCCTGA ACCACGCGGC CGTCCCTTTG ATTTCCAACA AGATCTGCAA CCACAGGGAC 1320 

GTGTACGGTG GCATCATCTC CCCCTCCATG CTCTGCGCGG GCTACCTGAC GGGTGGCGTG 1380 

GACAGCTGCC AGGGGGACAG OGGGGGGCCC CTGGTGTGTC AAGAGAGGAG GCTGTGGAAG 1440 

TTAGTGGGAG CGACCAGCTT TGGCATCGGC TGCGCAGAGG TGAACAAGCC TGGGGTGTAC 1500 

ACCCGTGTCA CCTCCTTCCT GGACTGGATC CACGAGCAGA TGGAGAGAGA CCTAAAAACC 1560 

TGAAGAGGAA GGGGACAAGT AGCCACCTGA GTTCCTGAGG TGATGAAGAC AGCCCGATCC 1620 

TCCCCTGGAC TCCCGTGTAG GAACCTGCAC ACGAGCAGAC ACCCTTGGAG CTCTGAGTTC 1680 

CGGCACCAGT AGCAGGCCCG AAAGAGGCAC CCTTCCATCT GATTCCAGCA CAACCTTCAA 1740 

GCTGCTTTTT GTTTTTTGTT T TTTT GAGGT GGAGTCTCGC TCTGTTGCCC AGGCTGGAGT 1800 

GCAGTGGCGA AATCCCTGCT CACTGCAGCC TCCGCTTCCC TGGTTCAAGC GATTCTCTTG 1860 

CCTCAGCTTC CCCAGTAGCT GGGACCACAG GTGCCGGCCA CCACACCCAA CTAATTTTTG 1920 

TATTTTTAGT AGAGACAGGG TTTCACCATG TTGGCCAGGC TGCTCTCAAA CCCCTGACCT 1980 

CAAATGATGT GCCTGCTTCA GCCTCCCACA GTGCTGGGAT TACAGGCATG GGCCACCACG 2040 

CCTAGCCTCA CGCTCCTTTC TGATCTTCAC TAAGAACAAA AGAAGCAGCA ACTTGCAAGG 2100 

GCGGCCTTTC CCACTGGTCC ATCTGGTTTT CTCTCCAGGG GTCTTGCAAA ATTCCTGACG 2160 

AGATAAGCAG TTATGTGACC TCACGTGCAA AGCCACCAAC AGCCACTCAG AAAAGACGCA 2220 

CCAGCCCAGA AGTGCAGAAC TGCAGTCACT GCACGTTTTC ATCTCTAGGG ACCAGAACCA 2280 

AACCCACCCT TTCTACTTCC AAGACTTATT TTCACATGTG GGGAGGTTAA TCTAGGAATG 2340 

ACTCGTTTAA GGCCTATTTT CATGATTTCT TTGTAGCATT TGGTGCTTGA CGTATTATTG 2400 

TCCTTTGATT CCAAATAATA TGTTTOCTTC CCTCAAAAAA AAAAAAAAAA AAAAAAAAAA 2460 
AAAAA 

Seq ID NO: 108 Protein sequence 
Protein Accession #: NP_076927 

1 11 21 31 41 51 

I I I I I 1 

MGENDPPAVE APFSFRSLFG LDDLKISPVA PDADAVAAQI LSLLPLKFFP IIVIGIIALI 60 

LALAIGLGIH FDCSGKYRCR SSFKCIELIA RCDGVSDCKD GEDEYRCVRV GGQNAVLQVF 120 
TAASWKTMCS DDWKGHYANV ACAQLGFPSY VSSDNLRVSS LEGQFREEFV SIDHLLPDDK 180 

VTALHHSVYV REGCASGHW TLQCTACGHR RGYSSRIVGG NMSLLSQWPW QASLQFQGYH 240 
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LCGGSVITPL WIITAAHCVY DLYLPKSWTI QVGLVSLLDN PAPSHLVEKI VYHSKYKPKR 
LGNDIALMKL AGPLTFNEMI QPVCLPNSEE NFPDGKVCWT SGWGATEDGG DASPVLNHAA 
VPLISNKICN HRDVYGGIIS PSMLCAGYLT GGVDSCQGDS GGPLVCQERR LWKLVGATSF 
GIGCAEVNKP GVYTRVTSFL DWIHBQMERD LKT 

Seq ID NO: 109 DNA sequence 

Nucleic Acid Accession fl: NM_000493.2 

Coding sequence: 97.. 2139 



300 
360 
420 



11 



21 



CACCTTCTGC 
CCAGGAACTC 
CTGCTAGTAT 
ACAGGCATAA 
AAGAGTAAAG 
GGACCTCGAG 
GGACTCCAAG 
GGTGTGCCAG 
GTTGGACCAG 
CCGGCTGGAA 
CCCAGGGGCT 
GGGGAAATGG 
GGTCCCACAG 
GGACAGCCAG 
CCAGGTCCCC 
GCTGGAGCCC 
ATAGCTGGGC 
GAAAGAGGAC 
GGTCTTCCTG 
AAAGGCATCC 
CCTGCAGGAT 
GGGTACCCAG 
AAAGGTGATC 
GCAAAGGGAA 
GGTACTAGAG 
CCAGGAAGTC 
ACCGGGCCAC 
CCCCCTGGGC 
GGCCAAAGGC 
ATGCCTGTGT 
ATACCATTTG 
TTTACTTGTC 
CATGTTTGGG 
ACCAAAGGCT 
CAGGTGTGGC 
CACTOCTCTT 
TAAATCTTGT 
AGGTAGGCTG 
AACAAACCTT 
AATTTCTAGT 
CAAAGAAGTC 
TAAAAAAAAA 
ATTTCCTTTT 
AGGAGGTATC 
TGTATCCCCT 
CAATATCTAT 
CCCAAAATAT 
CTTTTCTATG 
GACCTATTCT 
AATCTTATGT 
CCATTCAAGT 
ATATTATTTA 
TGCCTCACTT 
AACATCAATA 
TTCTTTCAAG 



ACTGCTCATC TGGGCAGAGG 
CCAGCACGCA GAATCCATCT 
CCTTGAACTT GGTTCATGGA 
AAGGCCCACT ACCCAACACC 
GTATAGCAGT AAGAGGAGAG 
GGCACCCAGG TCCTTCTGGA 
GAGAGCCAGG GTTGCCAGGA 
GACTCCCAGG AAAACCAGGA 
CTGGCCTACC AGGACCCCGG 
TTTCTGTGCC AGGAAAACCT 
TTCCTGGAGA AAAGGGTGCA 
GATATGGTGC TCCTGGTCGT 
GACCATCTGG CCCTCCTGGA 
GCATCAAAGG TOATAGAGGT 
AAGGCCCTCC TGGGGAACGA 
CAGGCCAGCC AGGGATTCCA 
CCCCAGGGCC TCCTGGCTTT 
CTGCTGGCCT TCCTGGGGGT 
GGAAGCCAGG TCTGACTGGA 
CGGGTAGCCA TGGTCTCCCA 
ACCCTGGGGC TAAGGGTGAA 
GAAAACCAGG TCTCGATGGT 
CTGGAGTTGG AGGACCTCCT 
TGCCCGGACA CAATGGAGAG 
GCCCTATTGG GCCACCAGGC 
CCGGTCCTCC TGGCCCAGCT 
CAGGGCCTCC AGGTCCAAGA 
CTCCAGGCCC ACCAGGTCAA 
CCAGTCTTTC TGGGACCCCT 
CTGCTTTTAC TGTTATTCTC 
ATAAAATTTT GTATAACAGG 
AGATACCAGG AATATACTAT 
TAGGCCTGTA TAAGAATGGC 
ACCTGGATCA GGCTTCAGGG 
TCCAGCTTCC CAATGCCGAG 
TCTCAGGATT CCTAGTGGCT 
GCTAGAAAAA GCA TTCT CTA 
AAAAGAATGT AATTTTTATT 
CCCCCTGAAA AGTGAGCAGC 
TAGCAATCTT AAGGCTCTTT 
CTGCTATGTT AAAAACAAAC 
AACAGAAATA GAGCTCTAAG 
TAAAAAAGCC TGTTTCTAAC 
ATATAACTTT GTAGAACTTA 
AAAATATTTC TGATGGTGCA 
TCAAATATAC AGGTGCATAT 
TGAAGTTCAT CTGAAATGCA 
ATTGCAGAGA AGCTTTTTAT 
TATTTAGTTA ACACAAGTGT 
GATATGATTT TCTGGATTTA 
GAAGTTATAA TTTACACTGA 
TTTATGCACT GTACTGTATT 
ATTAAAGCAC AAAATGTTTT 
GATTTTTAGG CTGAATTAAT 
GCTTTTCATT CGACACAATA 



31 
I 

AAGCTTCAGA 
GAGAATATGC 
GTGTTTTACG 
AAGACACAGT 
CAAGGTACTC 
CCACCAGGAA 
CCACCGGGAC 
GAGAGAGGAC 
GGCCCACCAG 
GGACAACAGG 
CCAGGAGTCC 
CCAGGTGAGA 
GTGGGAAAAA 
TTTCCGGGAG 
GGGCCAGAAG 
GGAACAAAAG 
GGGAAACCAG 
CCAGGTGCCA 
CCCCCTGGGA 
GGCCCTAAAG 
AGGGGTTCCC 
CCTAAGGGTA 
GGTCTCCCAG 
GCTGGCCCAA 
ATTCCAGGAT 
GGCATAGCAA 
GGCCACTCTG 
GCAGTCATGC 
CTTGTTAGTG 
TOCAAAGCTT 
CAACAGCATT 
TTTTCATACC 
ACCCCTGTAA 
AGTGCCATCA 
TCAAATGGCC 
CCAATGTGAG 
ACTCTACCCC 
TTCTGAAATA 
AACGTAAAAA 
AAGGTTTTCT 
AACAAAAAAC 
TTATGTGAAA 
TATGAATATG 
AATACTTGAA 
CTACTCTGAG 
ATACTTGTTA 
AGGTGCTTTC 
ATACCCAGCA 
GATTAATTTG 
CAGAACATTA 
GGGTTTCAAA 
TTTATATTGC 
ACCTACTCCT 
TTGAAAGCAG 
AAATAACATC 



41 



AAGCTGCCAA 
TGCCACAAAT 
CTGAACGATA 
TCTTCATTCC 
CTGGTCCACC 
AACCAGGCTA 
CATCAGCTGT 
CATATGGACC 
GACCACCTGG 
GACCCACAGG 
CTGGTATGAA 
GGGGTCTTCC 
GAGGTGAAAA 
AAATGGGACC 
GCATTGGAAA 
GTCTCCCTGG 
GCTTGCCAGG 
AAGGGGAACA 
ATATGGGACC 
GTGAGACAGG 
CTGGGTCAGA 
ACCCAGGGTT 
GCCCTGTGGG 
GAGGTGCCCC 
TCCCTGGGTC 
CTAAGGGCCT 
GAGAGCCTGG 
CTGAGGGTTT 
CCAACCAGGG 
ACCCAGCAAT 
ATGACCCAAG 
ACGTGCATGT 
TGTACACCTA 
TCGATCTCAC 
TATACTCCTC 
TACACCCCAC 
ACCCTACAAA 
CAGATTTGAG 
CGTATGTGAA 
CCAATATTAA 
AAAGCAACAA 
TTTGATTTGA 
AGAACTTCTA 
TATTCAAATT 
GCCTGTATGG 
AAGCTCTTAT 
ATCAATGAAC 
TAACTTGGAA 
ATTTCTTTAA 
GCACATGTAC 
ATTCGACTAG 
TGTTTAAAAC 
TATTTACGAC 
CAATTTGCTG 
AATAG 



51 
i 

GGCACCATCT 
ACCCTTTTTG 
CCAAATGCCC 
CTACACCATA 
AGGCCCTGCT 
CGGAAGTCCT 
AGGGAAACCA 
AAAAGGAGAT 
AATCCCTGGA 
AGCCCCAGGA 
TGGACAGAAA 
AGGCCCTCAG 
TGGGGTTCCA 
AATTGGCCCA 
GCCAGGAGCT 
GGCTCCAGGA 
CCTGAAGGGA 
AGGGCCAGCA 
CCAAGGACCA 
GCCAGCTGGG 
TGGAAAACCA 
ACCAGGTCCA 
CCCAGCAGGA 
TGGAATACCA 
TAAAGGGGAT 
CAATGGACCC 
TCTTCCAGGG 
TATAAAGGCA 
GGTAACAGGA 
AGGAACTCCC 
GACTGGAATC 
GAAAGGGACT 
TGATGAATAC 
AGAAAATGAC 
TGAGTATGTC 
AGAGCTAATC 
ATGCATATGG 
CTATCAGACC 
GCCTCTCTTG 
AAAATATCAC 
AAAAAAAAAT 
GAAACTCGGC 
GGAAACATCC 
TAAAAGACAC 
CCCCTTTCAT 
ATAAAAAAGC 
CTTTTCAAAA 
ACAGGTATCT 
TTCCTTATTG 




60 
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300 
360 
420 
4B0 
540 
600 
660 
720 
780 
640 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
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3060 
3120 
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3240 



Seq ID NO: 110 Protein sequence 
„ Protein Accession #: NP_000484.2 

70 

1 11 21 31 41 51 

I I I I I I 

MLPQIPFLLL VSLNLVHGVF YAERYQMPTG IKGPIaPNTKT QFFIPYTIKS KGIAVRGEQG 60 

TPGPPGPAGP RGHPGPSGPP GKPGYGSPGL QGEPGLPGPP GPSAVGKPGV PGLPGKPGER 120 

75 GPYGPKGDVG PAGLPGPRGP PGPPGIPGPA GISVPGKPGQ QGPTGAPGPR GFPGEKGAPG 1B0 

VPGMNGQKGB MGYGAPGRPG BRGLPGPQGP TGPSGPPGVG KRGENGVPGQ PGIKGDRGFP 240 

GBMGPIGPPG PQGPPGERGP EGIGKPGAAG APGQPGIPGT KGLPGAPGIA GPPGPPGFGK 300 

PGLPGLKGER GPAGLPGGPG AKGEQGPAGL PGKPGLTGPP GNMGPQGPKG IPGSHGLPGP 360 

KGETGPAGPA GYPGAKGERG SPGSDGKPGY PGKPGLDGPK GNPGLPGPKG DPGVGGPPGL 420 

80 PGPVGPAGAK GMPGHNGEAG PRGAPGIPGT RGPIGPPGIP GFPGSKGDPG SPGPPGPAGI 480 

ATKGLNGPTG PPGPPGPRGH SGEPGLPGPP GPPGPPGQAV MPEGFIKAGQ RPSLSGTPLV 540 

SANQGVTGMP VSAFTVILSK AYPAIGTPIP FDKILYNRQQ HYDPRTGIFT CQIPGIYYFS 600 

YHVHVKGTHV WVGLYKNGTP VMYTYDEYTK GYLDQASGSA IIDLTENDQV WLQLPNAESN 660 
GLYSSEYVHS SFSGFLVAPM 
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Seq ID NO: 111 DNA sequence 
Nucleic Acid Accession 8: NM__000949 
Coding sequence: 285-.21S3 

1 11. 21 31 41 51 

I I I I I I 

GGAGGCTGAA ATCCCCAGAC GCCGGTTTTC TGGGCTGGGC TTTCTGCTTA CTCACTCCTT 60 

CTCCCTCTTT CTGGATTTTA CCGACCGTTC GCGAAACAGC TTTCCACACA ATGGAGCTTC 120 

10 ATGTCCTCGT GCAGGAAGTA CTCATCGACT GATGTGGCAG ACTTTGCTCC CTGACAAAAC 180 

TAAAGAACTC TCCTATTCAT GGAGGCGAAC ACTGAGGATG CTTTCCACAT GAACCCTGAA 240 

GTGAACTTCT GATACATTTC CTGCAGCAAG AGAAGGCAGC CAACATGAAG GAAAATGTGG 300 

CATCTGCAAC CGTTTTCACT CTGCTACTTT TTCTCAACAC CTGCCTTCTG AATGGACAGT 360 

TACCTCCTGG AAAACCTGAG ATCTTTAAAT GTCGTTCTCC CAATAAGGAA ACATTCACCT 420 

15 GCTGGTGGAG GCCTGGGACA GATGGAGGAC TTCCTACCAA TTATTCACTG ACTTACCACA 480 

GGGAAGGAGA GACACTCATG CATGAATGTC CAGACTACAT AACCGGTGGC CCCAACTCCT 540 

GCCACTTTGG CAAGCAGTAC ACCTCCATGT GGAGGACATA CATCATGATG GTCAATGCCA 600 

CTAACCAGAT GGGAAGCAGT TTCTCGGATG AACTTTATGT GGACGTGACT TACATAGTTC 660 

AGCCAGACCC TCCTTTGGAG CTGGCTGTGG AAGTAAAACA GCCAGAAGAC AGAAAACCCT 720 

20 ACCTGTGGAT TAAATGGTCT CCACCTACCC TGATTGACTT AAAAACTGGT TGGTTCACGC 780 

TCCTGTATGA AATTCGATTA AAACCCGAGA AAGCAGCTGA GTGGGAGATC CATTTTGCTG 840 

GGCAGCAAAC AGAGTTTAAG ATTCTCAGCC TACATCCAGG ACAGAAATAC CTTGTCCAGG 900 

TTCGCTGCAA ACCAGACCAT GGATACTGGA GTGCATGGAG TCCAGCGACC TTCATTCAGA 960 

TACCTAGTGA CTTCACCATG AATGATACAA CCGTGTGGAT CTCTGTGGCT GTCCTTTCTG 1020 

25 CTGTCATCTG TTTGATTATT GTCTGGGCAG TGGCTTTGAA GGGCTATAGC ATGGTGACCT 1080 

GCATCTTTCC GCCAGTTCCT GGGCCAAAAA TAAAAGGATT TGATGCTCAT CTGTTGGAGA 1140 

AGGGCAAGTC TGAAGAACTA CTGAGTGCCT TGGGATGCCA AGACTTTCCT CCCACTTCTG 1200 

ACTATGAGGA CTTGCTGGTG GAGTATTTAG AAGTAGATGA TAGTGAGGAC CAGCATCTAA 1260 

TGTCAGTCCA TTCAAAAGAA CACCCAAGTC AAGGTATGAA ACCCACATAC CTGGATCCTG 1320 

30 ACACTGACTC AGGCCGGGGG AGCTGTGACA GCCCTTCCCT TTTGTCTGAA AAGTGTGAGG 1380 

AACCCCAGGC CAATCCCTCC ACATTCTATG ATCCTGAGGT CATTGAGAAG CCAGAGAATC 1440 

CTGAAACAAC CCACACCTGG GACCCCCAGT GCATAAGCAT GGAAGGCAAA ATCCCCTATT 1500 

TTCATGCTGG TGGATCCAAA TGTTCAACAT GGCCCTTACC ACAGCCCAGC CAGCACAACC 1560 

CCAGATCCTC TTACCACAAT ATTACTGATG TGTGTGAGCT GGCTGTGGGC CCTGCAGGTG 1620 

35 CACCGGCCAC TCTGTTGAAT GAAGCAGGTA AAGATGCTTT AAAATCCTCT CAAACCATTA 1680 

AGTCTAGAGA AGAGGGAAAG GCAACCCAGC AGAGGGAGGT AGAAAGCTTC CATTCTGAGA 1740 

CTGACCAGGA TACGCCCTGG CTGCTGCCCC AGGAGAAAAC CCCCTTTGGC TCCGCTAAAC 1800 

CCTTGGATTA TGTGGAGATT CACAAGGTCA ACAAAGATGG TGCATTATCA TTGCTACCAA 1860 

AACAGAGAGA GAACAGCGGC AAGCCCAAGA AGCCCGGGAC TCCTGAGAAC AATAAGGAGT 1920 

40 ATGCCAAGGT GTCCGGGGTC ATGGATAACA ACATCCTGGT GTTGGTGCCA GATCCACATG 1980 

CTAAAAACGT GGCTTGCTTT GAAGAATCAG CCAAAGAGGC CCCACCATCA CTTGAACAGA 2040 

ATCAAGCTGA GAAAGCCCTG GCCAACTTCA CTGCAACATC AAGCAAGTGC AGGCTCCAGC 2100 

TGGGTGGTTT GGATTACCTG GATCCCGCAT GTTTTACACA CTCCTTTCAC TGATAGCTTG 2160 

ACTAATGGAA TGATTGGTTA AAATGTGATT TTTCTTCAGG TAACACTACA GAGTACGTGA 2220 

45 AATGCTCAAG AATGTAGTCA GACTGACACT ACTAAAGCTC CCAGCTCCTT TCATGCTCCA 2280 

TTTTTAACCA CTTGCCTCTT TCTCCAGCAG CTGATTCCAG AACAAATCAT TATGTTTCCT 2340 

AACTGTGATT TGTAGATTTA CTTTTTGCTG TTAGTTATAA AACTATGTGT TCAATGAAAT 2400 

AAAAGCACAC TGCTTAGTAT TCTTGAGGGA CAATGCCAAT AGGTATATCC TCTGGAAAAG 2460 

GCTTTCATGA TTTGGCATGG GACAGACGGA AATGAAATTG TCAAAATTGT TTACCATAGA 2520 

50 AAGATGACAA AAGAAAATTT TCCACATAGG AAAATGCCAT GAAAATTGCT TTTGAAAAAC 2580 

AACTGCATAA CCTTTACACT CCTCGTCCAT TTTATTAGGA TTACCCAAAT ATAACCATTT 2640 

AAAGAAAGAA TGCATTCCAG AACAAATTGT TTACATAAGT TCCTATACCT TACTGACACA 2700 
TTGCTGATAT GCAAGTAAGA AAT 

55 Seq ID NO: 112 Protein sequence 
Protein Accession #: NPJ>00940 
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1 11 21 31 41 51 

„ I I I I I I 

OU MKENVASATV FTLLLFLNTC LLNGQLPPGK PEIFKCRSPN KETFTCWWRP GTDGGLiPTNY 
SLTYHRBGET LMHECPDYIT GGPNSCHFGK QYTSMWRTYI MMVNATNQMG SSFSDELYVD 
VTYIVQPDPP LELAVEVKQP EDRKPYLWIK WSPPTLIDLK TGWPTLLYEI RLKPEKAAEW 
EIHFAGQQTE FKILSLHPGQ KYLVQVRCKP DHGYWSAWSP ATPIQIPSDP TMNDTTVWIS 
VAVLSAVICL IIVWAVALKG YSMVTCIFPP VPGPKIKGFD AHLLEKGKSE ELLSALGCQD 

65 FPPTSDYEDL LVEYLEVDDS EDQHLMSVHS KEHPSQGMKP TYLDPDTDSG RGSCDSPSLL 
SEKCEEPQAN PSTFYDPEVI EKPENPETTH TWDPQCISME GKIPYFHAGG SKCSTWPLPQ 
PSQHNPRSSY HNITDVCELA VGPAGAPATL LNEAGKDALK SSQTIKSREE GKATQQREVE 
SFHSETDQDT PWLLPQEICTP FGSAKPLDYV EIHKVNKDGA LSIiLPKQREN SGKPKKPGTP 
ENNKEYAKVS. GVMDNNILVL VPDPHAKNVA CFEESAKEAP PSLEQNQAEK ALANFTATSS 

70 KCRLQLGGLD YLDPACFTHS FH 

Seq ID NO: 113 DNA sequence 
Nucleic Acid Accession #: XMJJ62811 
^ Coding sequence: 1..88B 

1 11 21 31 41 51 

I I I I I I 

ATGTGGGGCG CTCGCCGCTC GTCCGTCTCC TCATCCTGGA ACGCCGCTTC GCTCCTGCAG 
CTGCTGCTGG CTGCGCTGCT GGCGGCGGGG GCGAGGGCCA GCGGCGAGTA CTGCCACGGC 
80 TGGCTGGACG CGCAGGGCGT CTGGCGCATC GGCTTCCAGT GTCCCGAGCG CTTCGACGGC 
GGCGACGCCA CCATCTGCTG OGGCAGCTGC GCGTTGCGCT ACTGCTGCTC CAGCGCCGAG 
GCGCGCCTGG ACCAGGGCGG CTGCGACAAT GACCGCCAGC AGGGCGCTGG CGAGCCTGGC 
CGGGCGGACA AAGACGGCCC CGACGGCTCG GCAGTGCCCA TCTACGTGCC GTTCCTCATT 
GTTGGCTCCG TGTTTGTCGC CTTTATCATC TTGGGGTCCC TGGTGGCAGC CTGTTGCTGC 
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AGATGTCTCC 
ATGGAGACCA 
TCCAGCACAG 
AGGTCACAGA 
CCCACGAATT 
CAGTATCTGC 
GCTGTGCCAC 
CCTCACACCA 



GGCCTAAGCA 
TCCCCATGAT 
CTGCCAGTTC 
CCAACTGTTG 
TCTCTGTGCT 
ATCCCCCATA 
CTTTCATGGA 
ACAGTGAACA 



GGATCCCCAG 
CCCCAGTGCC 
CAGCTCCAGC 
CTTGCCGGAA 
GAACTGTCAG 
CGTGGGGTAC 
CGGCCTGCAG 
GAAGATGTAC 



CAGAGCCGAG 
AGCACCTCCC 
GCCAACTCAG 
GGGACCATGA 
CAGGCCACCC 
ACGGTGCAGC 
CCTGGCTACA 
CCAGCGGTGA 



CCCCAGGGGG 
GGGGGTCGTC 
GGGCCCGGGC 
ACAACGTGTA 
AGATTGTGCC 
ACGACTCTGT 
GGCAGATTCA 
CTGTATAA 



Seq ID NO: 114 Protein sequence 
Protein Accession 8: XP 062811 



1 11 

I 1 
MWGARRSSVS SSWNAASLLQ 
GDATICCGSC ALRYCCSSAE 
VGSVFVAPII LGSLVAACCC 
SSTAASSSSS ANSGARAPPT 
QYLHPPYVGY TVQHDSVPMT 



41 



21 31 

i I I 

LLLAALLAAG ARASGEYCHG WLDAQGVWRI 
ARLDQGGCDN DRQQGAGEPG RADKDGPDGS 
RCLRPKQDPQ QSRAPGGNRL METIPMIPSA 
RSQTNCCLPE GTMNNVYVNM PTNFSVLNCQ 
AVPPFMDGLQ PGYRQIQSPF PHTNSEQKMY 



TAACCGCTTG 
CTCACGCCAG 
GCCCCCAACA 
TGTCAACATG 
ACATCAAGGG 
GCCCATGACA 



SI 
I 

GFQCPERPDG 
AVPIYVPFLI 
STSRGSSSRQ 
QATQIVPHQG 
PAVTV 



480 
540 
600 
660 
720 
780 
840 



Seq ID NO: 115 DNA sequence 

Nucleic Acid Accession #: NM_013257 

Coding sequence: 223.. 1512 

11 



51 



MALKIPAKRI 



YAVKVLQKKI 
LPFHLQRERS 
CKEGIAISDT 
EMYDNILHKP 
VQKKIPPPFN 
APPSEDLFL 



11 
I 

FGDNFDPDFI 
QKLHSTSQNI 
VLNRKEQKHI 
FPEHRARFYA 
TTTFCGTPEY 
LSLRPGVSLT 
PNVAGPDDIR 



21 
I 

KQRRAGLNEF 



MAERNVLLKN 
ABIASALGYL 
LAPEVIRXQP 
AWSILEELLB 
NFDTAFTEET 



31 

i 

IQNLVRYPEL 
KPTDFDFLKV 
VKHPFLVGLH 
HSIKIVYRDL 
YDNTVDWWCb 
KDRQNRLGAK 
VPYSVCVSSD 



41 
I 

YNHPDVRAFI* 
IGKGSFGKVL 
YSFQTTEKLY 
KPENILLDSV 
GAVLYEMLYG 
EDFLEIQNHP 
YSIVNASVLE 



60 
120 
180 
240 



1 11 21 31 41 

I 1 I I I I 

GGTGTGCTCT TGAGGGATTA AATGCAAAGA GATCACACCA TGGACTACAA GGAAAGCTGC 
CCAAGTGTAA GCATTCCCAG CTCCGATGAA CACAGAGAGA AAAAGAAGAG GTTTACTGTT 
TATAAAGTTC TGGTTTCAGT GGGAAGAAGT GAATGGTTTG TCTTCAGGAG ATATGCAGAG 
TTTGATAAAC TTTATAACAC TTTAAAAAAA CAGTTTCCTG CTATGGCCCT GAAGATTCCT 
GCCAAGAGAA TATTTGGTGA TAATTTTGAT CCAGATTTTA TTAAACAAAG ACGAGCAGGA 
CTAAACGAAT TCATTCAGAA CCTAGTTAGG TATCCAGAAC TTTATAACCA TCCAGATGTC 
AGAGCATTCC TTCAAATGGA CAGTCCAAAA CACCAGTCAG ATCCATCTGA AGATGAGGAT 
GAAAGAAGTT CTCAGAAGCT ACACTCTACC TCACAGAACA TCAACCTGGG ACCGTCTGGA 
AATCCTCATG CCAAACCAAC TGACTTTGAT TTCTTAAAAG TTATTGGAAA AGGCAGCTTT 
GGCAAGGTTC TTCTTGCAAA ACGGAAACTG GATGGAAAAT TTTATGCTGT CAAAGTGTTA 
CAGAAAAAAA TAGTTCTCAA CAGAAAAGAG CAAAAACATA TTATGGCTGA ACGTAATGTG 
CTCTTGAAAA ATGTGAAACA TCCGTTTTTG GTTGGATTGC ATTATTCCTT CCAAACAACT 
GAAAAGCTTT ATTTTGTTCT GGATTTTGTT AATGGAGGGG AGCTTTTTTT CCACTTACAA 
AGAGAACGGT CCTTTCCTGA GCACAGAGCT AGGTTTTACG CTGCTGAAAT TGCTAGTGCA 
TTGGGTTACT TACATTCCAT CAAAATAGTA TACAGAGACT TGAAACCAGA AAATATTCTT 
TTGGATTCAG TAGGACATGT TGTCTTAACA GATTTTGGGC TTTGTAAAGA AGGAATTGCT 
ATTTCTGACA CCACTACCAC ATTTTGTGGG ACACCAGAGT ATCTTGCACC TGAAGTAATT 
AGAAAACAGC CCTATGACAA TACTGTAGAT TGGTGGTGCC TTGGGGCTGT TCTGTATGAA 
ATGCTGTATG GATTGCCTCC TTTTTATTGC CGAGATGTTG CTGAAATGTA TGACAATATC 
CTTCACAAAC CCCTAAGTTT GAGGCCAGGA GTGAGTCTTA CAGCCTGGTC CATTCTGGAA 
GAACTCCTAG AAAAAGACAG GCAAAATCGA CTTGGTGCCA AGGAAGACTT TCTTGAAATT 
CAGAATCATC CTTTTTTTQA ATCACTCAGC TGGGCTGACC TTGTACAAAA GAAGATTCCA 
CCACCATTTA ATCCTAATGT GGCTGGACCA GATGATATCA GAAACTTTGA CACAGCATTT 
ACAGAAGAAA CAGTTCCATA TTCTGTGTGT GTATCTTCTG ACTATTCTAT AGTGAATGCC 
AGTGTATTGG AGGCAGATGA TGCATTCGTT GGTTTCTCTT ATGCACCTCC TTCAGAAGAC 
TTATTTTTGT GAGCAGTTTG CCATTCAGAA ACCATTGAGC AAAATAAGTC TATAGATGGG 
ACTGAAACTT CTATTTGTGT GAATATATTC AAATATGTAT AACTAGTGCC TCATTTTTAT 
ATGTAATGAT GAAAACTATG AAAAAATGTA TTTTCTTCTA TGTGCAAGAA AAATAGGGCA 
TTTCAAAGAG CTGTTTTGAT TAAAATTTAT ATTCTTGTTT AATAAGCTTA TTTTTAAACA 
ATTTAAAAGC TATTATTCTT AGCATTAACC TATTTTTAAA GAAACCTTTT TTGCTATTGA 
CTGTTTTTTC CCTCTAAGTT TACACTAACA TCTACCCAAG ATAGACTGTT TTTTAACAGT 
CAATTTCAGT TCAGCTAACA TATATTAATA CCTTTGTAAC TCTTTGCTAT GGCTTTTGTT 
ATCACACCAA AACTATGCAA TTGGTACATG GTTGTTTAAG AAGAAACCGT ATTTTTCCAT 
GATAAATCAC TGTTTGAAAT ATTTGGTTCA TGGTATGATC GAAATGTAAA AGCATAATTA 
ACACATTGGC TGCTAGTTAA CAATTGGAAT AACTTTATTC TGCAGATCAT TTAAGAAGTA 
ACAGGCOGGG CGCGGTGGCT CACGCCTGTA ATCCCAGCAC TTTGGGAGGC TGAGGCGGGC 
AGATCACCTG AGGTCAGGAG TTGGAGACCA GCCTGACCAA CATGGACAAA CCCOGTCTCT 
ACTAAAAATA CAAAATTGGC AGGGTGTGGT GGCACATGCC TATAATCCCA GCTACTTGGG 
AGGCTAAGGC AGGAGAATCG CTTGAACCCG GGAGGCGGAG GTTGCAGTGA GCCGAGATCG 
- CACCATTGCA CTCCTGCCTG GGCAACAAGA GTGAAACTCC ATCTCCAAAA A 

Seq ID NO: 116 Protein sequence 
Protein Accession #: NP_037389 



60 
120 

180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 



51 
I 

QMDSPKHQSD 
I.AKRKLDGKF 
FVLDFVNGGE 
GHWLTDFGL 
LPPFYCRDVA 
FFESLSWADIi 
ADDAFVGFSY 



60 
120 
180 
240 
300 
360 
420 



Seq ID NO: 117 DNA sequence 

Nucleic Acid Accession #: NM_004004.1 



997 



WO 03/042661 



Coding sequence: 1..681 

1 11 21 31 41 51 

I I I I I I 

ATGGATTGGQ GCACGCTGCA GACGATCCTG GGGGGTGTGA ACAAACACTC CACCAGCATT 60 

GGAAAGATCT GGCTCACCGT CCTCTTCATT TTTCGCATTA TGATCCTCGT TGTGGCTGCA 120 

AAGGAGGTGT GGGGAGATGA GCAGGCCGAC TTTGTCTGCA ACACCCTGCA GCCAGGCTGC 180 

AAGAACGTGT GCTACGATCA CTACTTCCCC ATCTCCCACA TCCGGCTATG GGCCCTGCAG 240 

CTGATCTTCG TGTCCAGCCC AGCGCTCCTA GTGGCCATGC ACGTGGCCTA CCGGAGACAT 300 

GAGAAGAAGA GGAAGTTCAT CAAGGGGGAG ATAAAGAGTG AATTTAAGGA CATCGAGGAG 360 

ATCAAAACCC AGAAGGTCCG CATCGAAGGC TCCCTGTGGT GGACCTACAC AAGCAGCATC 420 

TTCTTCCGGG TCATCTTCGA AGCCGCCTTC ATGTACGTCT TCTATGTCAT GTACGACGGC 480 

TTCTCCATGC AGCGGCTGGT GAAGTGCAAC GCCTGGCCTT GTCCCAACAC TGTGGACTGC 540 

TTTGTGTCCC GGCCCACGGA GAAGACTGTC TTCACAGTGT TCATGATTGC AGTGTCTGGA 600 

ATTTGCATCC TGCTGAATGT CACTGAATTG TGTTATTTGC TAATTAGATA TTGTTCTGGG 660 
AAGTCAAAAA AGCCAGTTTA A 

Seq ID NO: 118 Protein sequence 
Protein Accession : NP_003995.1 

1 11 21 31 41 51 

I I I I I I 

MDWGTLQTIL GGVNKHSTSI GKIWLTVLFI FRIMILWAA KEVWGDEQAD FVCNTLQPGC 60 
KNVCYDHYFP 1SH1RLWALQ LI FVS SPALL VAMHVAYRRH EKKRKFIKGE IKSEFKDIEE 120 
IKTQKVRIEG SLWWTYTSSI FFRVIFEAAF MYVFYVMYDG FSMQRLVKCN AWPCPNTVDC 180 
FVSRPTEKTV FTVFMIAVSG ICILLNVTEL CYLLIRYCSG KSKKPV 



Seq ID NO: 119 DNA sequence 

Nucleic Acid Accession #: XM_061091-1 

Coding sequence: 1..2481 

1 11 21 31 41 51 

I I I 1 I I 

ATGCCAAATA CTTCAGGAAC AACCAGGATT GAAATTTGGC TTCTCCAAGA GCCGCCCGGG 60 

CAOOGAGCGC TGGTOGCOGC TCTCCTTCCG GTGAGTCCCA GCCCCGAGTT GGCTCTGGCG 120 

CCCGGGTACC CGCCAGTGCC GGCTGCCGAT GACCGATTCA CGCTCCCGAT GATTGGAGGT 180 

CAGATGCATG GTGAGAAGGT AGATCTCTGG AGCCTTGGTG TTCTTTGCTA TGAATTTTTA 240 

GTTGGGAAGC CTCCTTTTGA GGCAAACGAA GTCCATGTAA GCAAAGAAAC CATCGGGAAG 300 

ATTTCAGCTG CCAGCAAAAT GATGTGGTGC TCGGCTGCAG TGGACATCAT GTTTCTGTTA 360 

GATGGGTCTA ACAGCGTCGG GAAAGGGAGC TTTGAAAGGT CCAAGCACTT TGCCATCACA 420 

GTCTGTGACG GTCTGGACAT CAGCCCCGAG AGGGTCAGAG TGGGAGCATT CCAGTTCAGT 480 

TCCACTCCTC ATCTGGAATT OCCCTTGGAT TCATTTTCAA CCCAACAGGA AGTGAAGGCA 540 

AGAATCAAGA GGATGGTTTT CAAAGGAGGG CGCACGGAGA CGGAACTTGC TCTGAAATAC 600 

CTTCTGCACA GAGGGTTGCC TGGAGGCAGA AATGCTTCTG TGCCCCAGAT CCTCATCATC 660 

GTCACTGATG GGAAGTCCCA GGGGGATGTG GCACTGCCAT CCAAGCAGCT GAAGGAAAGG 720 

GGTGTCACTG TGTTTGCTGT GGGGGTCAGG TTTCCCAGGT GGGAGGAGCT GCATGCACTG 780 

GCCAGCGAGC CTAGAGGGCA GCACGTGCTG TTGGCTGAGC AGGTGGAGGA TGCCACCAAC 840 

GGCCTCTTCA GCACCCTCAG CAGCTCGGCC ATCTGCTCCA GCGCCACGCC AGCTGGGAGC 900 

CCCGAGCTTG TCTTCATGGA GCGGTTAATG GGCATCTCTC TGATAGGCCC CTGTGACTCG 960 

CAGCCCTGCC AGAATGGAGG CACATGTGTT CCAGAAGGAC TGGACGGCTA CCAGTGCCTC 1020 

TGCCCGCTGG CCTTTGGAGG GGAGGCTAAC TGTGCCCTGA AGCTGAGCCT GGAATGCAGG 1080 

GTCGACCTCC TCTTCCTGCT GGACAGCTCT GCGGGCACCA CTCTGGACGG CTTCCTGCGG 1140 

GCCAAAGTCT TCGTGAAGCG GTTTGTGCGG GCCGTGCTGA GCGAGGACTC TCGGGCCCGA 1200 

GTGGGTGTGG CCACATACAG CAGGGAGCTG CTGGTGGCGG TGCCTGTGGG GGAGTACCAG 1260 

GATGTGCCTG ACCTGGTCTG GAGCCTCGAT GGCATTCCCT TCCGTGGTGG CCCCACCCTG 1320 

ACGGGCAGTG CCTTGCGGCA GGCGGCAGAG CGTGGCTTCG GGAGCGCCAC CAGGACAGGC 1380 

CAGGACOGGC CACGTAGAGT GGTGGTTTTG CTCACTGAGT CACACTCCGA GGATGAGGTT 1440 

GCGGGCCCAG CGCGTCACGC AAGGGCGCGA GAGCTGCTCC TGCTGGGTGT AGGCAGTGAG 1500 

GCCGTGCGGG CAGAGCTGGA GGAGATCACA GGCAGCCCAA AGCATGTGAT GGTCTACTCG 1560 

GATCCTCAGG ATCTGTTCAA CCAAATCCCT GAGCTGCAGG GGAAGCTGTG CAGCCGGCAG 1620 

CGGCCAGGGT GCCGGACACA AGCCCTGGAC CTCGTCTTCA TGTTGGACAC CTCTGCCTCA 1680 

GTAGGGCCCG AGAATTTTGC TCAGATGCAG AGCTTTGTGA GAAGCTGTGC CCTCCAGTTT 1740 

GAGGTGAACC CTGACGTGAC ACAGGTCGGC CTGGTGGTGT ATGGCAGCCA GGTGCAGACT 1800 

GCCTTCGGGC TGGACACCAA ACCCACCCGG GCTGCGATGC TGCGGGCCAT TAGCCAGGCC 1860 

CCCTACCTAG GTGGGGTGGG CTCAGCCGGC ACCGCCCTGC TGCACATCTA TGACAAAGTG 1920 

ATGACCGTCC AGAGGGGTGC CCGGCCTGGT GTCCCCAAAG CTGTGGTGGT GCTCACAGGC 1980 

GGGAGAGGCG CAGAGGATGC AGCCGTTCCT GCCCAGAAGC TGAGGAACAA TGGCATCTCT 2040 

GTCTTGGTCG TGGGCGTGGG GCCTGTCCTA AGTGAGGGTC TGCGGAGGCT TGCAGGTCCC 2100 

CGGGATTCCC TGATCCACGT GGCAGCTTAC GCCGACCTGC GGTACCACCA GGACGTGCTC 2160 

ATTGAGTGGC TGTGTGGAGA AGCCAAGCAG CCAGTCAACC TCTGCAAACC CAGCCCGTGC 2220 

ATGAATGAGG GCAGCTGCGT CCTGCAGAAT GGGAGCTACC GCTGCAAOTG TCGGGATGGC 2280 

TGGGAGGGCC CCCACTGCGA GAACCGTGAG TGGAGCTCTT GCTCTGTATG TGTGAGCCAG 2340 

GGATGGATTC TTGAGACGCC CCTGAGGCAC ATGGCTCCCG TGCAGGAGGG CAGCAGCCGT 2400 

ACCCCTCCCA GCAACTACAG AGAAGGCCTG GGCACTGAAA TGGTGCCTAC CTTCTGGAAT 2460 
GTCTGTGCCC CAGGTCCTTA G 

Seq ID NO: 120 Protein sequence 
Protein Accession #: XP_061091.1 

1 11 21 31 41 51 

I I I I I I 

MPNTSGTTRI EIWLLQEPPG HRALVAALLP VSPSPELALA PGYPPVPAAD DRFTLPMIGG 60 

QMHGEKVDLW SLGVLCYEFL VGKPPFEANE VHVSKETIGK ISAASKMMWC SAAVDIMFLL 120 



998 



WO 03/042661 PCT/US02/36810 



5 

10 

15 

20 

25 

30 

35 

40 
45 
50 
55 
60 
65 
70 
75 
80 



DGSNSVGKGS 
RIKRMVFKGG 
GVTVFAVGVR 
PELVFMERLM 
VDLLPLLDSS 
DVPDLVWSLD 
AGPARHARAR 
RPGCRTQALD 
AFGLDTKPTR 
GRGAEDAAVP 
IEWLCGEAKQ 
GWILBTPLRH 



FERSKHFAIT 
RTETELALKY 
FPRWEELHAL 
GISLIGPCDS 
AGTTLDGFLR 
GIPFRGGPTL 
ELliLLGVGSE 
LVFMLDTSAS 
AAMLRAISQA 
AQKLRNNGIS 
PVNLCKPSPC 
MAPVQEGSSR 



VCDGLDISPE 
LLHRGLPGGR 
ASEPRGQHVL 
QPCQNGGTCV 
AKVFVKRFVR 
TGSALRQAAE 
AVRAELEEIT 
VGPENFAQMQ 
PYLGGVGSAG 
VLWGVGPVL 
MNEGSCVLQN 
TPPSNYREGL 



RVRVGAFQFS 
NASVPQILII 
LAEQVEDATN 
PEGLDGYQCL 
AVIiSEDSRAR 
RGFGSATRTG 
GSPKHVMVYS 
SFVRSCALQF 
TALLHIYDKV 
SEGLRRLAGP 
GSYRCKCRDG 
GTEMVPTFWN 



STPHLEFPLD 
VTDGKSQGDV 
GLFSTLSSSA 
CPLAFGGEAN 
VGVATYSREL 
QDRPRRVWL 
DPQDliFNQIP 
EVNPDVTQVG 
MTVQRGARPG 
RDSLIHVAAY 
WEGPHCENRE 
VCAPGP 



SFSTQQEVKA 
ALPSKQLKER 
ICSSATPAGS 
CALKLSLECR 
LVAVPVGEYQ 
LTESHSEDEV 
ELQGKLCSRQ 
LWYGSQVQT 
VPKAVWLTG 
ADLRYHQDVL 
WSSCSVCVSQ 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID NO: 121 DNA sequence 

Nucleic Acid Accession «: Eos sequence 

Coding sequence: 1..2424 

1 11 21 31 41 51 

I I 1 I I 1 

ATGCCCCCTT TCCTGTTGCT GGAGGCCGTC TGTGTTTTCC TGTTTTCCAG AGTGCCCCCA 
TCTCTCCCTC TCCAGGAAGT CCATGTAAGC AAAGAAACCA TOGGGAAGAT TTCAGCTGCC 
AGCAAAATGA TGTGGTGCTC GGCTGCAGTG GACATCATGT TTCTGTTAGA TGGGTCTAAC 
AGCGTCGGGA AAGGGAGCTT TGAAAGGTCC AAGCACTTTG CCATCACAGT CTGTGACGGT 
CTGGACATCA GCCCCGAGAG GGTCAGAGTG GGAGCATTCC AGTTCAGTTC CACTCCTCAT 
CTGGAATTCC CCTTGGATTC ATTTTCAACC CAACAGGAAG TGAAGGCAAG AATCAAGAGG 
ATGGTTTTCA AAGGAGGGCG CACGGAGACG GAACTTGCTC TGAAATACCT TCTGCACAGA 
GGGTTGCCTG GAGGCAGAAA TGCTTCTGTG CCCCAGATCC TCATCATCGT CACTGATGGG 
AAGTCCCAGG GGGATGTGGC ACTGCCATCC AAGCAGCTGA AGGAAAGGGG TGTCACTGTG 
TTTGCTGTGG GGGTCAGGTT TCCCAGGTGG GAGGAGCTGC ATGCACTGGC CAGCGAGCCT 
AGAGGGCAGC ACGTGCTGTT GGCTGAGCAG GTGGAGGATG CCACCAACGG CCTCTTCAGC 
ACCCTCAGCA GCTCGGCCAT CTGCTCCAGC. GCCACGCCAG ACTGCAGGGT CGAGGCTCAC 
CCCTGTGAGC ACAGGACGCT GGAGATGGTC CGGGAGTTCG CTGGCAATGC CCCATGCTGG 
AGAGGATCGC GGCGGACCCT TGOGGTGCTG GCTGCACACT GTCCCTTCTA CAGCTGGAAG 
AGAGTGTTCC TAACCCACCC TGCCACCTGC TACAGGACCA CCTGCCCAGG CCCCTGTGAC 
TCGCAGCCCT GCCAGAATGG AGGCACATGT GTTCCAGAAG GACTGGACGG CTACCAGTGC 
CTCTGCCCGC TGGCCTTTGG AGGGGAGGCT AACTGTGCCC TGAAGCTGAG CCTGGAATGC 
AGGGTCGACC TCCTCTTCCT GCTGGACAGC TCTGCGGGCA CCACTCTGGA CGGCTTCCTG 
CGGGCCAAAG TCTTCGTGAA GCGGTTTGTG CGGGCCGTGC TGAGCGAGGA CTCTCGGGCC 
CGAGTGGGTG TGGCCACATA CAGCAGGGAG CTGCTGGTGG CGGTGCCTGT GGGGGAGTAC 
CAGGATGTGC CTGACCTGGT CTGGAGCCTC GATGGCATTC CCTTCCGTGG TGGCCCCACC 
CTGACGGGCA GTGCCTTGCG GCAGGCGGCA GAGCGTGGCT TCGGGAGCGC CACCAGGACA 
GGCCAGGACC GGCCACGTAG AGTGGTGGTT TTGCTCACTG AGTCACACTC CGAGGATGAG 
GTTGCGGGCC CAGCGCGTCA CGCAAGGGCG OGAGAGCTGC TCCTGCTGGG TGTAGGCAGT 
GAGGCCGTGC GGGCAGAGCT GGAGGAGATC ACAGGCAGCC CAAAGCATGT GATGGTCTAC 
TCGGATCCTC AGGATCTGTT CAACCAAATC CCTGAGCTGC AGGGGAAGCT GTGCAGCCGG 
CAGCGGCCAG GGTGCCGGAC ACAAGCCCTG GACCTCGTCT TCATGTTGGA CACCTCTGCC 
TCAGTAGGGC CCGAGAATTT TGCTCAGATG CAGAGCTTTG TGAGAAGCTG TGCCCTCCAG 
TTTGAGGTGA ACCCTGACGT GACACAGGTC GGCCTGGTGG TGTATGGCAG CCAGGTGCAG 
ACTGCCTTCG GGCTGGACAC CAAACCCACC CGGGCTGCGA TGCTGCGGGC CATTAGCCAG 
GCCCCCTACC TAGGTGGGGT GGGCTCAGCC GGCACCGCCC TGCTGCACAT CTATGACAAA 
GTGATGACCG TCCAGAGGGG TGCCCGGCCT GGTGTCCCCA AAGCTGTGGT GGTGCTCACA 
GGCGGGAGAG GCGCAGAGGA TGCAGCCGTT CCTGCCCAGA AGCTGAGGAA CAATGGCATC 
TCTGTCTTGG TCGTGGGCGT GGGGCCTGTC CTAAGTGAGG GTCTGCGGAG GCTTGCAGGT 
CCCCGGGATT CCCTGATCCA OGTGGCAGCT TACGCCGACC TGCGGTACCA CCAGGACGTG 
CTCATTGAGT GGCTGTGTGG AGAAGCCAAG CAGCCAGTCA ACCTCTGCAA ACCCAGCCCG 
TGCATGAATG AGGGCAGCTG CGTCCTGCAG AATGGGAGCT ACCGCTGCAA GTGTCGGGAT 
GGCTGGGAGG GCCCCCACTG CGAGAACCGT GAGTGGAGCT CTTGCTCTGT ATGTGTGAGC 
CAGGGATGGA TTCTTGAGAC GCCCCTGAGG CACATGGCTC CCGTGCAGGA GGGCAGCAGC 
CGTACCCCTC CCAGCAACTA CAGAGAAGGC CTGGGCACTG AAATGGTGCC TACCTTCTGG 
AATGTCTGTG CCCCAGGTCC TTAG 

Seq ID NO: 122 Protein sequence 
Protein Accession #s Eos sequence 



1 
I 

MPPFLLLEAV 



MVFKGGRTET 
FAVGVRFPRW 
PCEHRTLEMV 
SQPCQNGGTC 
RAKVFVKRFV 
LTGSALRQAA 
EAVRAELEEI 
SVGPENFAQM 
APYLGGVGSA 
SVLWGVGPV 
CMNEGSCVLQ 
RTPPSNYREG 



11 
I 

CVFLFSRVPP 
KHFAITVCDG 
ELALKYLLHR 
EELHALASEP 
REFAGNAPCW 
VPEGLDGYQC 
RAVLSEDSRA 
ERGFGSATRT 
TGSPKHVMVY 
QSFVRSCALQ 
GTAIiLHIYDK 
LSEGLRRLAG 
NGSYRCKCRD 
LGTEMVPTFW 



21 
I 

SliPLQEVHVS 
LDISPERVRV 
GLPGGRNASV 
RGQHVLLAEQ 
RGSRRTLAVL 
LCPLAFGGEA 
RVGVATYSRE 
GQDRPRRVW 
SDPQDLFNQI 
FEVNPDVTQV 
VMTVQRGARP 
PRDSLIHVAA 
GHEGPHCENR 
NVCAPGP 



31 
I 

KETIGKISAA 
GAFQFSSTPH 
PQILIIVTDG 
VEDATNGLFS 
AAHCPFYSWK 
NCALKLSLEC 
LLVAVPVGEY 



GLWYGSQVQ 
GVPKAVWIiT 
YADLRYHQDV 
EWSSCSVCVS 



41 
I 

SKMMWCSAAV 
LEFPLDSFST 
KSQGDVALPS 
TLSSSAICSS 
RVFLTHPATC 
RVDLLFLLDS 
QDVPDLVWSL 
VAGPARHARA 
QRPGCRTQAL 
TAFGLDTKPT 
GGRGAEDAAV 
LIEWLCGEAK 
QGWILETPLR 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 



51 
1 

DIMFLLDGSN 
QQEVKARIKR 
KQLKERGVTV 
ATPDCRVEAH 
YRTTCPGPCD 
SAGTTLDGFL 
DGIPFRGGPT 
REIiLLLGVGS 
DLVFMLDTSA 
RAAMLRAISQ 
PAQKLRNNGI 
QPVNLCKPSP 
HMAPVQEGSS 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



Seq ID NO: 123 DNA sequence 

Nucleic Acid Accession #: Eos sequence 

Coding sequence: 89.. 2356 



999 



WO 03/042661 



1 11 21 31 41 51 

I I I I I I 

GCCCCCTGGC CCGAGCCGCG CCCGGGTCTG TGAGTAGAGC CGCCCGGGCA CCGAGCGCTG 60 

GTCGCCGCTC TCCTTCCGTT ATATCAACAT GCCCCCTTTC CTGTTGCTGG AAGCCGTCTG 120 

TGTTTTCCTG TTTTCCAGAG TGCCCCCATC TCTCCCTCTC CAGGAAGTCC ATGTAAGCAA 180 

AGAAACCATC GGGAAGATTT CAGCTGCCAG CAAAATGATO TGGTGCTCGG CTGCAGTGGA 240 

CATCATGTTT CTGTTAGATG GGTCTAACAG CGTCGGGAAA GGGAGCTTTG AAAGGTCCAA 300 

GCACTTTGCC ATCACAGTCT GTGACGGTCT GGACATCAGC CCCGAGAGGG TCAGAGTGGG 3G0 

AGCATTCCAG TTCAGTTCCA CTCCTCATCT GGAATTCCCC TTGGATTCAT TTTCAACCCA 420 

ACAGGAAGTG AAGGCAAGAA TCAAGAGGAT GGTTTTCAAA GGAGGGCGCA CGGAGACGGA 480 

ACTTGCTCTG AAATACCTTC TGCACAGAGG GTTGCCTGGA GGCAGAAATG CTTCTGTGCC 540 

CCAGATCCTC ATCATCGTCA CTGATGGGAA GTCCCAGGGG GATGTGGCAC TGCCATCCAA 600 

GCAGCTGAAG GAAAGGGGTG TCACTGTGTT TGCTGTGGGG GTCAGGTTTC CCAGGTGGGA 660 

GGAGCTGCAT GCACTGGCCA GCGAGCCTAG AGGGCAGCAC GTGCTGTTGG CTGAGCAGGT 720 

GGAGGATGCC ACCAACGGCC TCTTCAGCAC CCTCAGCAGC TCGGCCATCT GCTCCAGCGC 7B0 

CACGCCAGAC TGCAGGGTCG AGGCTCACCC CTGTGAGCAC AGGACGCTGG AGATGGTCCG 840 

GGAGTTCGCT GGCAATGCCC CATGCTGGAG AGGATCGCGG CGGACCCTTG OGGTGCTGGC 900 

TGCACACTGT CCCTTCTACA GCTGGAAGAG AGTGTTCCTA ACCCACCCTG CCACCTGCTA 960 

CAGGACCACC TGCCCAGGCC CCTGTGACTC GCAGCCCTGC CAGAATGGAG GCACATGTGT 1020 

TCCAGAAGGA CTGGACGGCT ACCAGTGCCT CTGCCCGCTG GCCTTTGGAG GGGAGGCTAA 1080 

CTGTGCCCTG AAGCTGAGCC TGGAATGCAG GGTCGACCTC CTCTTCCTGC TGGACAGCTC 1140 

TGCGGGCACC ACTCTGGACG GCTTCCTGCQ GGCCAAAGTC TTCGTGAAGC GGTTTGTGCG 1200 

GGCCGTGCTG AGCGAGGACT CTCGGGCCCG AGTGGGTGTG GCCACATACA GCAGGGAGCT 1260 

GCTGGTGGCG GTGCCTGTGG GGGAGTACCA GGATGTGCCT GACCTGGTCT GGAGCCTCGA 1320 

TGGCATTCCC TTCCGTGGTG GCCCCACCCT GACGGGCAGT GCCTTGCGGC AGGCGGCAGA 1380 

GCGTGGCTTC GGGAGCGCCA CCAGGACAGG CCAGGACCGG CCACGTAGAG TGGTGGTTTT 1440 

GCTCACTGAG TCACACTCCG AGGATGAGGT TGCGGGCCCA GCGCGTCACG CAAGGGCGCG 1500 

AGAGCTGCTC CTGCTGGGTG TAGGCAGTGA GGCCGTGCGG GCAGAGCTGG AGGAGATCAC 1560 

AGGCAGCCCA AAGCATGTGA TGGTCTACTC GGATCCTCAG GATCTGTTCA ACCAAATCCC 1620 

TGAGCTGCAG GGGAAGCTGT GCAGCCGGCA GCGGCCAGGG TGCCGGACAC AAGCCCTGGA 1680 

CCTCGTCTTC ATGTTGGACA CCTCTGCCTC AGTAGGGCCC GAGAATTTTG CTCAGATGCA 1740 

GAGCTTTGTG AGAAGCTGTG CCCTCCAGTT TGAGGTGAAC CCTGACGTGA CACAGGTCGG 1800 

CCTGGTGGTG TATGGCAGCC AGGTGCAGAC TGCCTTCGGG CTGGACACCA AACCCACCCG 1860 

GGCTGCGATG CTGCGGGCCA TTAGCCAGGC CCCCTACCTA GGTGGGGTGG GCTCAGCCGG 1920 

CACCGCCCTG CTGCACATCT ATGACAAAGT GATGACCGTC CAGAGGGGTG CCCGGCCTGG 1980 

TGTCCCGAAA GCTGTGGTGG TGCTCACAGG CGGGAGAGGC GCAGAGGATG CAGCCGTTCC 2040 

TGCCCAGAAG CTGAGGAACA ATGGCATCTC TGTCTTGGTC GTGGGGGTGG GGCCTGTCCT 2100 

AAGTGAGGGT CTGCGGAGGC TTGCAGGTCC CCGGGATTCC CTGATCCACG TGGCAGCTTA 2160 

CGCCGACCTG CGGTACCACC AGGACGTGCT CATTGAGTGG CTGTGTGGAG AAGCCAAGCA 2220 

GCCAGTCAAC CTCTGCAAAC CCAGCCCGTG CATGAATGAG GGCAGCTGOG TCCTGCAGAA 2280 

TGGGAGCTAC CGCTGCAAGT GTCGGGATGG CTGGGAGGGC CCCCACTGCG AGAACCGATT 2340 

CTTGAGACGC CCCTGAGGCA CATGGCTCCC GTGCAGGAGG GCAGCAGCCG TACCCCTCCC 2400 

AGCAACTACA GAGAAGGCCT GGGCACTGAA ATGGTGCCTA CCTTCTGGAA TGTCTGTGCC 2460 

CCAGGTCCTT AGAATGTCTG CTTCCCGCCG TGGCCAGGAC CACTATTCTC ACTGAGGGAG 2520 

GAGGATGTCC CAACTGCAGC CATGCTGCTT AGAGACAAGA AAGCAGCTGA TGTCACCCAC 2580 

AAACGATGTT GTTGAAAAGT TTTGATGTGT AAGTAAATAC CCACTTTCTG TACCTGCTGT 2640 

GCCTTGTTGA GGCTATGTCA TCTGCCACCT TTCCCTTGAG GATAAACAAG GGGTCCTGAA 2700 

GACTTAAATT TAGCGGCCTG ACGTTCCTTT GCACACAATC AATGCTCGCC AGAATGTTGT 2760 
TGACACAGTA ATGCCCAGCA GAGGCCTTTA CTAGAGCATC CTTTGGACGG 

Seq ID NO: 124 Protein sequence 
Protein Accession #: Eos sequence 

1 11 21 31 41 51 

1 I 1 I 1 I 

MPPFLLLEAV CVPLPSRVPP SLPLQEVHVS KETIGKISAA SKHMWCSAAV DIMFLLDGSN 60 

SVGKGSFERS KHFAITVCDG LDISPBRVRV GAFQFSSTPH LEPPLDSFST QQEVKARIKR 120 

MVFKGGRTET ELALKYLLHR GLPGGRNASV PQILIIVTDG KSQGDVALPS KQLKERGVTV 180 

FAVGVRFPRW EBLHAIASEP RGQHVLLAEQ VBDATNGLFS TLSSSAICSS ATPDCHVEAH 240 

PCEHRTLEMV REPAGNAPCW RGSRRTLAVL AAHCPFYSWK RVFLTHPATC YRTTCPGPCD 300 

SQPGQNGGTC VPEGLDGYQC LCPLAFGGEA NCALKLSLEC RVDLLFLLDS SAGTTLDGFI* 360 

RAKVFVKRFV RAVLSEDSRA RVGVATYSRE LLVAVPVGEY QDVPDLVWSL DGIPFRGGPT 420 

LTGSALRQAA ERGFGSATRT GQDRPRRVW LLTESHSEDE VAGPARHARA RELLLLGVGS 480 

EAVRAELEEI TGSPKHVMVY SOPQDLFNQI PELQGKLC3R QRPGCRTQAL DLVFMLDTSA 540 

SVGPENFAQM QSFVRSCALQ PEVNPDVTQV GLWYGSQVQ TAFGLDTKPT RAAMLRAISQ 600 

APYLGGVGSA GTALLHIYDK VMTVQRGARP GVPKAWVLT GGRGAEDAAV PAQKLRNNGI 660 

SVLWGVGPV LSEGLRRLAG PRDSLIHVAA YADLRYHQDV XjIEWLCGEAK QPVNLCKPSP 720 
CMNEGSCVLQ NGSYRCKCRD GHEGPHCENR FLRRP 

Seq ID NO: 125 DNA sequence 

Nucleic Acid Accession #: NM_031942.1 

Coding sequence s 145 . . 1260 

21 31 41 51 

I I I I 

GCCCGGGTCG GCGCGCCCAG CCTGCCAGCC GCGCTGCTGC 60 

CGCTGACCGC GCGGCTGCTC CGCTCTCCCC GCTCCAAGCG 120 

CAGCATGGAC GCTCGCOGCG TGCCGCAGAA AGATCTCAGA 180 

ATTCAGATAT GTGAAGTTGA TTTCCATGGA AACCTCGTCA 240 

CAGCTTTGCT TCTGATAATT TTGCAAACAC GAGGCTGCAG 300 

GACCCGCAGC CAGTGCAGGC ACTCTGGACC TCTCAGGGTG 360 

GAGTACCAGG GGAGCAACCA ACAAAAAAGC AGAGTCCCGC 420 

GACTGATTCC AACTCCGATT CAGAAGATGA AAGTGGAATG 480 



1 11 

I I 
CCCGAGCCCC 
TGCTCCTCCT GCTGTGGGAC 
CCGATCTGGG CACCCGCCAC 
GTAAAGAAGA ACTTAAAGAA 
TCCTCTGATG ACAGTTGTGA 
TCAGTTCGGG AAGGCTGTAG 
GCGATGAAGT TTCCAGOGCG 
CAGCCCTCAG AGAATTCTGT 
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AATTTTTTGG AGAAAAGGGC TTTAAATATA AAGCAAAACA AAGCAATGCT TGCAAAACTC 540 

ATGTCTGAAT TAGAAAGCTT CCCTGGCTCG TTCCGTGGAA GACATCCCCT CCCAGGCTCC 600 

GACTCACAAT CAAGGAGACC GCGAAGGCGT ACATTCCCGG GTGTTGCTTC CAGGAGAAAC 660 

CCTGAACGGA GAGCTCGTCC TCTTACCAGG TCAAGGTCCC GGATCCTOGG GTCCCTTGAC 720 

GCTCTACCCA TGGAGGAGGA GGAGGAAGAG GATAAGTACA TGTTGGTGAG AAAGAGGAAG 780 

ACCGTGGATG GCTACATGAA TGAAGATGAC CTGCCCAGAA GCCGTCGCTC CAGATCATCC 840 

GTGACCCTTC CGCATATAAT TCGCCCAGTG GAAGAAATTA CAGAGGAGGA GTTGGAGAAC 900 

GTCTGCAGCA ATTCTCGAGA GAAGATATAT AACCGTTCAC TGGGCTCTAC TTGTCATCAA 960 

TGCCGTCAGA AGACTATTGA TACCAAAACA AACTGCAGAA ACCCAGACTG CTGGGGCGTT 1020 

OGAGGCCAGT TCTGTGGCCC CTGCCTTCGA AACCGTTATG GTGAAGAGGT CAGGGATGCT 10 80 

CTGCTGGATC CGAACTGGCA TTGCCCGCCT TGTCGAGGAA TCTGCAACTG CAGTTTCTGC 1140 

CGGCAGCGAG ATGGACGGTG TGCGACTGGG GTCCTTGTGT ATTTAGCCAA ATATCATGGC 1200 

TTTGGGAATG TGCATGCCTA CTTGAAAAGC CTGAAACAGG AATTTGAAAT GCAAGCATAA 1260 

TATCTGGAAA ATTTGCTGCC TGCCTTCTAC TTCTCAAATC TTTCTTGTAA AAGTTTCCAA 1320 

TTTTTTCACT GAAACCTGAG TTAAAAATCT TGATGATCAG CCTGTTTCAT AAGAAACTCC 1380 

AATC ^ AGTTA ATCTTAGCAG ACATGTGTTT CTGGAGCATC ACAGAAGGTA TATTGCTAGT 1440 

TACACTTTQC CCTCCTGCAG TTTCTTCTCT GCTCCCAACC CCCATCTCAT AGCATCCCCC 1500 

TCTATTTCCA ATGCTCCTCT CCAACCGCTT AGTTTCTGAA TTTCTTTTAA ATTACAGTTT 1560 

TATGAAAGCA TATTTTATTT ACTTGGTGTT GAAATAGCCC TCATAAAACC TAAGCACTTG 1620 

GAAACACAAT AATAGTATTA ACTAACTAGA TCTATTGAAT TTCAGAGAAG AGCCTTCTAA 1680 

CTTGTTTACA CAAAAACGAG TATGATTTAG CACTCATACT AGTTGAAATT TTTAATAGAA 1740 

TCAAGGCACA AAAGTCTTAA AACCATGTGG AAAAATTAGG TAATTATTGC AGATTGATGT 1800 

CTCTCAATCC CATGTATTGC GCTTATGTTA CAAGTTGTTG TCACAGTTGA GACTTAATTT 1860 

CTCCTAATTT CTTCTGCCCG AAGGGTAAGT GGTGCGTCCA GCTTACACGA TCATAATTCA 1920 

AAGGTTGGTG GGCAATGTAA TACTTAATTA AAATAATGAT GGAAGAGCTA TCTGGAGATT 1980 

ATGAGTAAGC TGATTTGAAT TTTCAGTATA AAACTTTAGT ATAATTGTAG TTTGCAAAGT 2040 

TTATTTCAGT TCACATGTAA GGTATTGCAA ATAAATTCTT GGACAATTTT GTATGGAAAC 2100 

TTGATATTAA AAACTAGTCT GTGGTTCTTT GCAGTTTCTT GTAAATTTAT AAACCAGGCA 2160 

CAAGGTTCAA GTT TAGA TTT TAAGCACTTT TATAACAATG ATAAGTGCCT TTTTGGAGAT 2220 

GTAACTTTTA GCAGTTTGTT AACCTGACAT CTCTGCCAGT CTAGTTTCTG GGCAGGTTTC 2280 

CTGTGTCAGT ATTCCCCCTC CTCTTTGCAT TAATCAAGGT ATTTGGTAGA GGTGGAATCT 2340 

AAGTGTTTGT ATGTCCAATT TACTTGCATA TGTAAACCAT TGCTGTGCCA TTCAATGTTT 2400 

GATGCATAAT TGGACCTTGA ATCGATAAGT GTAAATACAG ' CTTTTGATCT GTAATGCTTT 2460 
TATACAAAAG TTTATTTTAA TAATAAAATG TTTGTTCTAA AAAAAAAAAA 

Seq ID NO: 126 Protein sequence 
Protein Accession #; NP_ll4148.1 

1 11 21 31 41 51 

> i I I I | 

MDARRVPQKD LRVKKNLKKP RYVKLI SMET SSSSDDSCDS FASDNFANTR LQSVREGCRT 60 

RSQCRHSGPIi RVAMKFPARS TRGATNKKAE SRQPSENSVT DSNSDSEDES GMNFLEKRAL 120 

NIKQNKAMLA KU4SELESFP GSPRGRHPLP GSDSQSRRPR RRTPPGVASR RNPERRARPL 180 

TRSRSRILGS LDALPMEEEE EEDKYMLVRK RKTVDGYMNE DDLPRSRRSR SSVTLPHIIR 240 

PVEEITEEEL ENVCSNSREK IYNRSLGSTC HQCRQKTIDT KTNCRNPDCW GVRGQFOGPC 300 

LRNRYGEEVR DALLDPNWHC PPCRGICNCS FCRQRDGRCA TGVLVYLAKY HGFGNVHAYL 360 
KSLKQEFEMQ A 

Seq ID NO: 127 DNA sequence 

Nucleic Acid Accession 8: AF305616.1 

Coding sequence: 1..863 

1 11 21 31 41 51 

I I I I j | 

ATGCACCGCT TGATGGGGGT CAACAGCACC GCCGCCGCCG CCGCCGGGCA GCCCAATGTC 60 

TCCTGCACGT GCAACTGCAA ACGCTCTTTG TTCCAGAGCA TGGAGATCAC GGAGCTGGAG 120 

TTTGTTCAGA TCATCATCAT CGTGGTGGTG ATGATGGTGA TGGTGGTGGT GATCACGTGC 180 

CTGCTGAGCC ACTACAAGCT GTCTGCACGG TCCTTCATCA GCCGGCACAG CCAGGGGCGG 240 

AGGAGAGAAG ATGCCCTGTC CTCAGAAGGA TGCCTGTGGC CCTCGGAGAG CACAGTGTCA 300 

GGCAACGGAA TCCCAGAGCC GCAGGTCTAC GCCCCGCCTC GGCCCACCGA CCGCCTGGCC 360 

GTGCCGCCCT TCGCCCAGCG GGAGCGCTTC CACCGCTTCC AGCCCACCTA TCCGTACCTG 420 

CAGCACGAGA TCGACCTGCC ACCCACCATC TOGCTGTCAG ACGGGGAGGA GCCCCCACCC 480 

TACCAGGGCC CCTGCACCCT CCAGCTTCGG GACCCCGAGC AGCAGCTGGA ACTGAACCGG 540 

GAGTCGGTGC GCGCACCCCC AAACAGAACC ATCTTCGACA GTGACCTGAT GGATAGTGCC 600 

AGGCTGGGOG GCCCCTGCCC CCCCAGCAGT AACTCGGGCA TCAGCGCCAC GTGCTACGGC 660 

AGCGGCGGGC GCATGGAGGG GCCGCCGCCC ACCTACAGCG AGGTCATCGG CCACTACCCG 720 

GGGTCCTCCT TCCAGCACCA GCAGAGCAGT GGGCCGCCCT CCTTGCTGGA GGGGACCCGG 780 

CTCCACCACA CACACATCGC GCCCCTAGAG AGCGCAGCCA TCTGGAGCAA AGAGAAGGAT 840 
AAACAGAAAG GACACCCTCT CTAG 

Seq ID NO: 128 Protein sequence 
Protein Accession #: AAL09357.1 

1 11 21 31 41 51 

I I I I I | 

MHRLMGVNST AAAAAGQPNV SCTCNCKR9L FQSMEITELE FVQIIIIVW MMVMVWITC 60 

LLSHYKLSAR SFISRHSQGR rredalsseg CLWPSESTVS GNGIPEPQVY APPRPTDRLA 120 

VPPPAQRERF HRFQPTYPYL QHEIDLPPTI SLSDGEEPPP YQGPCTLQLR DPEQQLELNR 180 

ESVRAPPNRT IFDSDLMDSA RLGGPCPPSS NSGISATCYG SGGRMEGPPP TYSEVIGHYP 240 
GSSFQHQQSS GPPSLLEGTR LHHTHIAPLE SAAIWSKEKD KQKGHPL 



Seq ID NO: 129 DNA sequence 

Nucleic Acid Accession #: NM__004952.1 
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Coding sequence : 1 . . 718 

1 11 21 31 41 51 

C I I i I I I 

D ATGGCGGCGG CTCCGCTGCT GCTGCTGCTG CTGCTCGTGC CCGTGCCGCT GCTGCCGCTG 60 

CTGGCCCAAG GGCCCGGAGG GGCGCTGGGA AACCGGCATG CGGTGTACTG GAACAGCTCC 120 

AACCAGCACC TGCGGCGAGA GGGCTACACC GTGCAGGTGA ACGTGAACGA CTATCTGGAT 180 

ATTTACTGCC CGCACTACAA CAGCTCGGGG GTGGGCCCCG GGGCGGGACC GGGGCCCGGA 240 

GGCGGGGCAG AGCAGTACGT GCTGTACATG GTGAGCCGCA ACGGCTACCG CACCTGCAAC 300 

1U GCCAGCCAGG GCTTCAAGCG CTGGGAGTGC AACCGGCCGC ACGCCCCGCA CAGCCCCATC 360 

AAGTTCTCGG AGAAGTTCCA GCGCTACAGC GCCTTCTCTC TGGGCTACGA GTTCCACGCC 420 

GGCCACGAGT ACTACTACAT CTCCACGCCC ACTCACAACC TGCACTGGAA GTGTCTGAGG 480 

ATGAAGGTGT TCGTCTGCTG CGCCTCCACA TCGCACTCCG GGGAGAAGCC GGTCCCCACT 540 

1 - CTCCCCCAGT TCACCATGGG CCCCAATGTG AAGATCAACG TGCTGGAAGA CTTTGAGGGA 600 

ID GAGAACCCTC AGGTGCCCAA GCTTGAGAAG AGCATCAGCG GGACCAGCCC CAAACGGGAA 660 
CACCTGCCCC TGGCCGTGGG CATCGCCTTC TTCCTCATGA CGTTCTTGGC CTCCTAG 

Seq ID NO: 130 Protein sequence 
Protein Accession #: NP_004 943.1 

1 11 21 31 41 51 

I I I I I I 

MAAAPLLLLL LLVPVPLLPL LAQGPGGALG NRHAVYWNSS NQHLRREGYT VQVNVNDYLD 60 

IYCPHYNSSG VGPGAGPGPG GGAEQYVLYM VSRNGYRTCN ASQGFKRHEC NRPHAPHSPI 120 

KFSEKFQRYS APSLGYEFHA GHEYYYISTP THNLHWKGLR MKVFVCCAST SHSGEKPVPT 180 
LPQFTMGPNV KINVLEDPEG ENPQVPKLEK SISGTSPKRE HLPLAVGIAF FLMTFLAS 

Seq ID NOt 131 DNA sequence 
Nucleic Acid Accession #: NM_012445.1 
JV) Coding sequence: 276.. 1271 

1 11 21 31 41 51 

I I I I I I 

GCACGAGGGA AGAGGGTGAT CCGACCCGGG GAAGGTCGCT GGGCAGGGCG AGTTGGGAAA 60 

DD GCGGCAGCCC CCGCCGCCCC CGCAGCCCCT TCTCCTCCTT TCTCCCACGT CCTATCTGCC 120 

TCTCGCTGGA GGCCAGGCCG TGCAGCATCG AAGACAGGAG GAACTGGAGC CTCATTGGCC 180 

GGCCCGGGGC GCCGGCCTCG GGCTTAAATA GGAGCTCCGG GCTCTGGCTG GGACCCGACC 240 

GCTGCCGGCC GCGCTCCCGC TGCTCCTGCC GGGTGATGGA AAACCCCAGC CCGGCCGCCG 300 

> n CCCTGGGCAA GGCCCTCTGC GCTCTCCTCC TGGCCACTCT CGGCGCCGCC GGCCAGCCTC 360 

Hi) TTGGGGGAGA GTCCATCTGT TCCGCCAGAG CCCCGGCCAA ATACAGCATC ACCTTCACGG 420 

GCAAGTGGAG CCAGACGGCC TTCCCCAAGC AGTACCCCCT GTTCCGCCCC CCTGCGCAGT 480 

GGTCTTCGCT GCTGGGGGCC GCGCATAGCT CCGACTACAG CATGTGGAGG AAGAACCAGT 540 

ACGTCAGTAA CGGGCTGCGC GACTTTGCGG AGCGCGGCGA GGCCTGGGCG CTGATGAAGG 600 

AGATCGAGGC GGCGGGGGAG GCGCTGCAGA GCGTGCACGC GGTGTTTTCG GCGCCCGCCG 660 

4 J TCCCCAGCGG CACCGGGCAG ACGTCGGGGG AGCTGGAGGT GCAGCGCAGG CACTCGCTGG 720 

TCTCGTTTGT GGTGCGCATC GTGCCCAGCC CCGACTGGTT CGTGGGCGTG GACAGCCTGG 780 

ACCTGTGCGA CGGGGACCGT TGGCGGGAAC AGGCGGCGCT GGACCTGTAC CCCTACGACG 840 

CCGGGACGGA CAGCGGCTTC ACCTTCTCCT CCCCCAACTT CGCCACCATC COGCAGGACA 900 

_ n CGGTGACCGA GATAACGTCC TCCTCTCCCA GCCACCCGGC CAACTCCTTC TACTACCCGC 960 

Di) GGCTGAAGGC CCTGCCTCCC ATCGCCAGGG TGACACTGGT GCGGCTGCGA CAGAGCCCCA 1020 

GGGCCTTCAT CCCTCCOGCC CCAGTCCTGC CCAGCAGGGA CAATGAGATT GTAGACAGCG 1080 

CCTCAGTTCC AGAAACGCCG CTGGACTGCG AGGTCTCCCT GTGGTCGTCC TGGGGACTGT 1140 

GCGGAGGCCA CTGTGGGAGG CTCGGGACCA AGAGCAGGAC TCGCTACGTC CGGGTCCAGC 1200 

CCGCCAACAA CGGGAGCCCC TGCCCCGAGC TCGAAGAAGA GGCTGAGTGC GTCCCTGATA 1260 

ACTGCGTCTA AGACCAGAGC CCCGCAGCCC CTGGGGCCCC CGGAGCCATG GGGTOTCGGG 1320 

GGCTCCTGTG CAGGCTCATG CTGCAGGCGG CCGAGGCACA GGGGGTTTCG CGCTGCTCCT 1380 

GACCGCGGTG AGGCCGCGCC GACCATCTCT GCACTGAAGG GCCCTCTGGT GGCCGGCACG 1440 

GGCATTGGGA AACAGCCTCC TCCTTTCCCA ACCTTGCTTC TTAGGGGCCC CCGTGTCCCG 1500 

TCTGCTCTCA GCCTCCTCCT CCTGCAGGAT AAAGTCATCC CCAAGGCTCC AGCTACTCTA 1560 

AATTATGGTC TCCTTATAAG TTATTGCTGC TCCAGGAGAT TGTCCTTCAT CGTCCAGGGG 1620 

CCTGGCTCCC ACGTGGTTGC AGATACCTCA GACCTGGTGC TCTAGGCTGT GCTGAGCCCA 1680 

CTCTCCCGAG GGCGCATCCA AGCGGGGGCC ACTTGAGAAG TGAATAAATG GGG OGGT T T C 1740 

GGAAGCGTCA GTGTTTCCAT GTTATGGATC TCTCTGCGTT TGAATAAAGA CTATCTCTGT 1BO0 
TGCTCAC 
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Seq ID NO: 132 Protein sequence 
Protein Accession #: NP 036577.1 



~ n 1 11 21 31 41 51 

70 I | | | | | 

MENPSPAAAL GKALCALLLA TLGAAGQPLG GESICSARAP AKYSITFTGK WSQTAFPKQY 60 

PLFRPPAQWS SLLGAAHSSD YSMWRKNQYV SNGLRDFAER GBAWALMKEI EAAGEALQSV 120 

HAVFSAPAVP SGTGQTSAEL EVQRRHSLVS PWRIVPSPD WFVGVDSLDL CDGDRWREQA 180 

ALDLYPYDAG TDSGFTFSSP NFATIPQDTV TBITSSSPSH PANSFYYPRL KALPPIARVT 240 

ID LVRLRQSPRA FIPPAPVLPS RDNEIVDSAS VPETPLDCEV SLWSSWGLCG GHCGRLGTKS 300 
RTRYVRVQPA NNGSPCPELE EEAECVPDNC V 

Seq ID NO: 133 DNA sequence 
Nucleic Acid Accession #: NMJ)19894 
Coding sequence: 1..1314 

1 11 21 31 41 51 

I I I I I | 

ATGTTACAGG ATCCTGACAG TGATCAACCT CTGAACAGCC TCGATGTCAA ACCCCTGCGC 60 
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AAACCCCGTA TCCCCATGGA GACCTTCAGA AAGGTGGGGA TCCCCATCAT CATAGCACTA 120 

CTGAGCCTGG CGAGTATCAT CATTGTGGTT GTCCTCATCA AGGTGATTCT GGATAAATAC 180 

TACTTCCTCT GCGGGCAGCC TCTCCACTTC ATCCCGAGGA AGCAGCTGTG TGACGGAGAG 240 

CTGGACTGTC CCTTGGGGGA GGACGAGGAG CACTGTGTCA AGAGCTTCCC CGAAGGGCCT 300 

GCAGTGGCAG TCCGCCTCTC CAAGGACCGA TCCACACTGC AGGTGCTGGA CTCGGCCACA 360 

GGGAACTGGT TCTCTGCCTG TTTCGACAAC TTCACAGAAG CTCTCGCTGA GACAGCCTGT 420 

AGGCAGATGG GCTACAGCAG CAAACCCACT TTCAGAGCTG TGGAGATTGG CCCAGACCAG 480 

GATCTGGATG TTGTTGAAAT CACAGAAAAC AGCCAGGAGC TTCGCATGOG GAACTCAAGT 540 

GGGCCCTGTC TCTCAGGCTC CCTGGTCTCC CTGCACTGTC TTGCCTGTGG GAAGAGCCTG 600 

AAGACCCCCC GTGTGGTGGG TGGGGAGGAG GCCTCTGTGG ATTCTTGGCC TTGGCAGGTC 660 

AGCATCCAGT AOGACAAACA GCACGTCTGT GGAGGGAGCA TCCTGGACCC CCACTGGGTC 720 

CTCACGGCAG CCCACTGCTT CAGGAAACAT ACCGATGTGT TCAACTGGAA GGTGCGGGCA 780 

GGCTCAGACA AACTGGGCAG CTTCCCATCC CTGGCTGTGG CCAAGATCAT CATCATTGAA 840 

TTCAACCCCA TGTACCCCAA AGACAATGAC ATCGCCCTCA TGAAGCTGCA GTTCCCACTC 900 

ACTTTCTCAG GCACAGTCAG GCCCATCTGT CTGCCCTTCT TTGATGAGGA GCTCACTCCA 960 

GCCACCCCAC TCTGGATCAT TGGATGGGGC TTTACGAAGC AGAATGGAGG GAAGATGTCT 1020 

GACATACTGC TGCAGGCGTC AGTCCAGGTC ATTGACAGCA CACGGTGCAA TGCAGACGAT 1080 

GCGTACCAGG GGGAAGTCAC CGAGAAGATG ATGTGTGCAG GCATCCCGGA AGGGGGTGTG 1140 

GACACCTGCC AGGGTGACAG TGGTGGGCCC CTGATGTACC AATCTGACCA GTGGCATGTG 1200 

GTGGGCATCG TTAGCTGGGG CTATGGCTGC GGGGGCCCGA GCACCCCAGG AGTATACACC 1260 
AAGGTCTCAG CCTATCTCAA CTGGATCTAC AATGTCTGGA AGGCTGAGCT GTAA 

Seq ID NO: 134 Protein sequence 
Protein Accession #: NP_063947.l 

1 11 21 31 41 51 

I I I I I I 

MLQDPDSDQP LNSLDVKPLR KPRIPMETFR KVGIPIIIAL LSLASIIIW VLIKVILDKY 60 

YFLGGQPIiHF IPRKQLCDGE LDCPLGEDEE HCVKSFPEGP AVAVRLSKDR STLQVLDSAT 120 

GNWFSACPDN FTEALAETAC RQMGYSSKPT PRAVEIGPDQ D LOWE I TEN SQELRMRNSS 180 

GPCLSGSLVS LHCLACGKSL KTPRWGGEE ASVDSMPWQV SIQYDKQHVC GGSILDPHWV 240 

LTAAHCFRKH TDVFNWKVRA GSDKLGSFPS LAVAKIIIIE FNPMYPKDND IALMKLQFPL 300 

TFSGTVRPIC LPFFDEELTP ATPLWIIGWG FTKQNGGKMS DILLQASVQV IDSTRCNADD 3 SO 

AYQGEVTEKM MCAGIPEGGV DTCQGDSGGP LMYQSDQWHV VGIVSWGYGC GGPSTPGVYT 420 



Seq ID NO: 135 DNA sequence 
Nucleic Acid Accession #: NM__003045 
Coding sequence: 148.. 2037 

1 11 21 31 41 51 

1 I I I I I 

CGATCCTGCC GGAGCCCCGC CGCCGCCGGC TTGGATTCTG AAACCTTCCT TGTATCCCTC 60 

CTGAGACATC TTTGCTGCAA GATOGAGGCT GTCCTCTGGT GAGAAGGTGG TGAGGCTTCC 120 

CGTCATATTC CAGCTCTGAA CAGCAACATG GGGTGCAAAG TCCTGCTCAA CATTGGGCAG 180 

CAGATGCTGC GGCGGAAGGT GGTGGACTGT AGCCGGGAGG AGACGCGGCT GTCTCGCTGC 240 

CTGAACACTT TTGATCTGGT GGCCCTOGGG GTGGGCAGCA CACTGGGTGC TGGTGTCTAC 300 

GTCCTGGCTG GAGCTGTGGC CCGTGAGAAT GCAGGCCCTG CCATTGTCAT CTCCTTCCTG 360 

ATCGCTGCGC TGGCCTCAGT GCTGGCTGGC CTGTGCTATG GCGAGTTTGG TGCTCGGGTC 420 

CCCAAGACGG GCTCAGCTTA CCTCTACAGC TATGTCACCG TTGGAGAGCT CTGGGCCTTC 480 

ATCACCGGCT GGAACTTAAT CCTCTCCTAC ATCATCGGTA CTTCAAGCGT AGCGAGGGCC 540 

TGGAGCGCCA CCTTCGAOGA GCTGATAGGC AGACCCATCG GGGAGTTCTC ACGGACACAC 600 

ATGACTCTGA ACGCCCCCGG CGTGCTGGCT GAAAACCCCG ACATATTCGC AGTGATCATA 660 

ATTCTCATCT TGACAGGACT TTTAACTCTT GGTGTGAAAG AGTCGGCCAT GGTCAACAAA 720 

ATATTCACTT GTATTAACGT CCTGGTCCTG GGCTTCATAA TGGTGTCAGG ATTTGTGAAA 780 

GGATCGGTTA AAAACTGGCA GCTCACGGAG GAGGATTTTG GGAACACATC AGGCCGTCTC 840 

TGTTTGAACA ATGACACAAA AGAAGGGAAG CCCGGTGTTG GTGGATTCAT GCOCTTCGGG 900 

TTCTCTGGTG TCCTGTCGGG GGCAGCGACT TGCTTCTATG CCTTCGTGGG CTTTGACTGC 960 

ATCGCCACCA CAGGTGAAGA GGTGAAGAAC CCACAGAAGG CCATCCCCGT GGGGATCGTG 1020 

GCGTCCCTCT TGATCTGCTT CATCGCCTAC TTTGGGGTGT CGGCTGCCCT CACGCTCATG 1080 

ATGCCCTACT TCTGCCTGGA CAATAACAGC CCOCTGCCCG ACGCCTTTAA GCACGTGGGC 1140 

TGGGAAGGTG CCAAGTACGC AGTGGCCGTG GGCTCCCTCT GCGCTCTTTC CGCCAGTCTT 1200 

CTAGGTTCCA TGTTTCCCAT GCCTCGGGTT ATCTATGCCA TGGCTGAGGA TGGACTGCTA 1260 

TTTAAATTCT TAGCCAACGT CAATGATAGG ACCAAAACAC CAATAATCGC CACATTAGCC 1320 

TCGGGTGCCG TTGCTGCTGT GATGGCCTTC CTCTTTGACC TGAAGGACTT GGTGGACCTC 1380 

ATGTCCATTG GCACTCTCCT GGCTTACTCG TTGGTGGCTG CCTGTGTGTT GGTCTTACGG 1440 

TACCAGCCAG AGCAGCCTAA CCTGGTATAC CAGATGGCCA GTACTTCCGA CGAGTTAGAT 1500 

CCAGCAGACC AAAATGAATT GGCAAGCACC AATGATTCCC AGCTGGGGTT TTTACCAGAG 1560 

GCAGAGATGT TCTCTTTGAA AACCATACTC TCACCCAAAA ACATGGAGCC TTCCAAAATC 1620 

TCTGGGCTAA TTGTGAACAT TTCAACCAGC CTTATAGCTG TTCTCATCAT CACCTTCTGC 1680 

ATTGTGACCG TGCTTGGAAG GGAGGCTCTC ACCAAAGGGG CGCTGTGGGC AGTCTTTCTG 1740 

CTCGCAGGGT CTGCCCTCCT CTGTGCCGTG GTCACGGGCG TCATCTGGAG GCAGCCCGAG 1800 

AGCAAGACCA AGCTCTCATT TAAGGTTCCC TTCCTGCCAG TGCTCCCCAT CCTGAGCATC 1860 

TTCGTGAACG TCTATCTCAT GATGCAGCTG GACCAGGGCA CCTGGGTCCG GTTTGCTGTG 1920 

TGGATGCTGA TAGGCTTCAT CATCTACTTT GGCTATGGCC TGTGGCACAG CGAGGAGGCG 1980 

TCCCTGGATG CCGACCAAGC AAGGACTCCT GACGGCAACT TGGACCAGTG CAAGTGACGC 2040 

ACAGCCCCGC CCCCCGGAGG TGGCAGCAGC CCCGAGGGAC GCCCCCAGAG GACCGGGAGG 2100 
CACCCCACCC TCCCCACCAG TGCAACAGAA ACCACCTGCG TCCACACCCT CACTGCA 
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MGCKVLLNIG QQMLRRKWD CSREETRLSR CLNTFDLVAL GVGSTLGAGV YVLAGAVARE 60 

NAGPAIVISF LIAALASVLA GLCYGEFGAR VPKTGSAYLY SYVTVGELWA FITGWNLILS 120 

YIIGTSSVAR AWSATFDBLI GRPIGEFSRT HMTLNAPGVL AENPDIPAVI IILILTGLLT 180 

LGVKESAMVN KIFTCINVLV LGFIMVSGFV KGSVKNWQLT EEDFGNTSGR LCLNNDTKEG 240 

KPGVGGFMPF GFSGVLSGAA TCFYAFVGFD CIATTGEEVK NPQKAIPVGI VASLMCFIA 300 

YFGVSAALTL MMPYFCLDNN SPLPDAFKHV GWEGAKYAVA VGSLCALSAS LLGSMFPMPR 360 

VIYAMAEDGL LFKFLANVND RTKTPIIATL ASGAVAAVMA FLFDLKDLVD LMSIGTLLAY 420 

SLVAACVLVL RYQPEQPNLV YQMASTSDEL DPADQNELAS TNDSQLGFLP EAEMFSLKTI 460 

LSPKNMEPSK ISGLIVNIST SLIAVLIITF CIVTVLGREA LTKGALWAVF LLAGSALLCA 540 

WTGVIWRQP ESKTKLSFKV PFLPVLPILS IFVNVYLMMQ LDQGTWVRFA VWMLIGFIIY 600 
FGYGLWHSBE ASLDAOQART PDGNLDQCK 

Seq ID NOi 137 DNA sequence 
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AAGATATAAA AGCTCCAGAA ACGTTGACTG GGACCACTGG AGACACTGAA GAAGGCAGGG 60 

GCCCTTAGAG TCTTGGTTGC CAAACAGATT TGCAGATCAA GGAGAACCCA GGAGTTTCAA 120 

AGAAGCGCTA GTAAGGTCTC TGAGATCCTT GCACTAGCTA CATCCTCAGG GTAGGAGGAA 180 

GATGGCTTCC AGAAGCATGC GGCTGCTCCT ATTGCTGAGC TGCCTGGCCA AAACAGGAGT 240 

CCTGGGTGAT ATCATCATGA GACCCAGCTG TGCTCCTGGA TGGTTTTACC ACAAGTCCAA 300 

TTGCTATGGT TACTTCAGGA AGCTGAGGAA CTGGTCTGAT GCCGAGCTCG AGTGTCAGTC 360 

TTACGGAAAC GGAGCCCACC TGGCATCTAT CCTGAGTTTA AAGGAAGCCA GCACCATAGC 420 

AGAGTACATA AGTGGCTATC AGAGAAGCCA GCCGATATGG ATTGGCCTGC ACGACCCACA 480 

GAAGAGGCAG CAGTGGCAGT GGATTGATGG GGCCATGTAT CTGTACAGAT CCTGGTCTGG 540 

CAAGTCCATG GGTGGGAACA AGCACTGTGC TGAGATGAGC TCCAATAACA ACTTTTTAAC 600 

TTGGAGCAGC AACGAATGCA ACAAGCGCCA ACACTTCCTG TGCAAGTACC GACCATAGAG 660 

CAAGAATCAA GATTCTGCTA ACTCCTGCAC AGCCCCGTCC TCTTCCTTTC TGCTAGCCTG 720 

GCTAAATCTG CTCATTATTT CAGAGGGGAA ACCTAGCAAA CTAAGAGTGA TAAGGGCCCT 780 

ACTACACTGG CTTTTTTAGG CTTAGAGACA GAAACTTTAG CATTGGCCCA GTAGTGGCTT 840 

CTAGCTCTAA ATGTTTGCCC CGCCATCCCT TTCCACAGTA TCCTTCTTCC CTCCTCCCCT 900 

GTCTCTGGCT GTCTCGAGCA GTCTAGAAGA GTGCATCTCC AGCCTATGAA ACAGCTGGGT 960 

CTTTGGCCAT AAGAAGTAAA GATTTGAAGA CAGAAGGAAG AAACTCAGGA GTAAGCTTCT 1020 

AGACCCCTTC AGCTTCTACA CCCTTCTGCC CTCTCTCCAT TGCCTGCACC CCACCCCAGC 1080 

CACTCAACTC CTGCTTGTTT TTCCTTTGGC CATAGGAAGG TTTACCAGTA GAATCCTTGC 1140 
TAGGTTGATG TGGGCCATAC ATTCCTTTAA TAAACCATTG TGTACATAAG AAAAAAAAAA 
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MASRSMRLLL LLSCLAKTGV LGDIIMRPSC APCWFYHKSN CYGYFRKLRN WSDAELECQS 
YGNGAHLASI LSLKEASTIA EYISGYQRSQ PIWIGLHDPQ KRQQWQWIDG AMYLYRSWSG 
KSMGGNKHCA EMSSNNNFLT WSSNECNKRQ HFLCKYRP 
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GCTCACCCAG GAAAAATATG CAATCGTCCC ATTGATATAC AGGCCACTAC AATGGATGGA 60 

GTTAACCTCA GCACCGAGGT TGTCTACAAA AAAGGCCAGG ATTATAGGTT TGCTTGCTAC 120 

GACCGGGGCA GAGCCTGCCG GAGCTACCGT GTACGGTTCC TCTGTGGGAA GCCTGTGAGG 180 

CCCAAACTCA CAGTCACCAT TGACACCAAT GTGAACAGCA CCATTCTGAA CTTGGAGGAT 240 

AATGTACAGT CATGGAAACC TGGAGATACC CTGGTCATTG CCAGTACTGA TTACTCCATG 300 

TACCAGGCAG AAGAGTTCCA GGTGCTTCCC TGCAGATCCT GCGCCCCCAA CCAGGTCAAA 360 

GTGGCAGGGA AACCAATGTA CCTGCACATC GGGGAGGAGA TAGAOGGCGT GGACATGCGG 420 

GCGGAGGTTG GGCTTCTGAG CCGGAACATC ATAGTGATGG GGGAGATGGA GGACAAATGC 480 

TACECCTACA GAAACCACAT CTGCAATTTC TTTGACTTCG ATACCTTTGG GGGCCACATC 540 

AAGTTTGCTC TGGGATTTAA GGCAGCACAC TTGGAGGGCA CGGAGCTGAA GCATATGGGA 600 

CAGCAGCTGG TGGGTCAGTA CCCGATTCAC TTCCACCTGG CCGGTGATGT AGACGAAAGG 660 

GGAGGTTATG ACCCACCCAC ATACATCAGG GACCTCTCCA TCCATCATAC ATTCTCTCGC 720 

TGCGTCACAG TCCATGGCTC CAATGGCTTG TTGATCAAGG ACGTTGTGGG CTATAACTCT 780 

TTGGGCCACT GCTTCTTCAC GGAAGATGGG CCGGAGGAAC GCAACACTTT TGACCACTGT 840 

CTTGGCCTCC TTGTCAAGTC TGGAACCCTC CTCCCCTCGG ACCGTGACAG CAAGATGTGC 900 

AAGATGATCA CAGGAGACTC CTACCCAGGG TACATCCCCA AGCCCAGGCA AGACTGCAAT 960 

GCTGTGTCCA CCTTCTGGAT GGCCAATCCC AACAACAACC TCATCAACTG TGCCGCTGCA 1020 

GGATCTGAGG AAACTGGATT TTGGTTTATT TTTCACCACG TACCAACGGG CCCCTCCGTG 1080 

GGAATGTACT CCCCAGGTTA TTCAGAGCAC ATTCCACTGG GAAAATTCTA TAACAACCGA 1140 

GCACATTCCA ACTACCGGGC TGGCATGATC ATAGACAACG GAGTCAAAAC CACCGAGGCC 1200 

TCTGCCAAGG ACAAGCGGCC GTTCCTCTCA ATCATCTCTG CCAGATACAG CCCTCACCAG 1260 

GACGCCGACC CGCTGAAGCC CCGGGAGCCG GCCATCATCA GACACTTCAT TGCCTACAAG 1320 

AACCAGGACC ACGGGGCCXG GCTGCGCGGC GGGGATGTGT GGCTGGACAG CTGCCGGTTT 1380 

GCTGACAATG GCATTGGCCT GACCCTGGCC AGTGGTGGAA CCTTCCCGTA TGACGACGGC 1440 

TCCAAGCAAG AGATAAAGAA CAGCTTGTTT GTTGGCGAGA GTGGCAACGT GGGGACGGAA 1500 

ATGATGGACA A TAGG ATCTG GGGCCCTGGC GGCTTGGACC ATAGCGGAAG GACCCTCCCT 1560 

ATAGGCCAGA ATTTTCCAAT TAGAGGAATT CAGTTATATG ATGGCCCCAT CAACATCCAA 1620 

AACTGCACTT TCCGAAAGTT TGTGGCCCTG GAGGGCCGGC ACACCAGCGC CCTGGCCTTC 1680 

CGCCTGAATA ATGCCTGGCA GAGCTGCCCC CATAACAACG TGACCGGCAT TGCCTTTGAG 1740 

GACGTTCCGA TTACTTCCAG AGTGTTCTTC GGAGAGCCTG GGCCCTGGTT CAACCAGCTG 1800 
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GACATGGATG GGGATAAGAC ATCTGTGTTC CATGACGTCG ACGGCTCCGT GTCCOAGTAC 1860 

CCTGGCTCCT ACCTCACGAA GAATGACAAC TGGCTGGTCC GGCACCCAGA CTGCATCAAT 1920 

GTTCCOGACT GGAGAGGGGC CATTTGCAGT GGGTGCTATG CACAGATGTA CATTCAAG.CC 1980 

TACAAGACCA GTAACCTGCG AATGAAGATC ATCAAGAATG ACTTCCCCAG CCACCCTCTT 2040 

TACCTGGAGG GGGCGCTCAC CAGGAGCACC CATTACCAGC AATACCAACC GGTTGTCACC 2100 

CTGCAGAAGG GCTACACCAT CCACTGGGAC CAGACGGCCC CCGCCGAACT CGCCATCTGG 2160 

CTCATCAACT TCAACAAGGG CGACTGGATC CGAGTGGGGC TCTGCTACCC GCGAGGCACC 2220 

ACATTCTCCA TCCTCTCGGA TGTTCACAAT CGCCTGCTGA AGCAAACGTC CAAGACGGGC 2280 

GTCTTCGTGA GGACCTTGCA GATGGACAAA GTGGAGCAGA GCTACCCTGG CAGGAGCCAC 2340 

TACTACTGGG ACGAGGACTC AGGGCTGTTG TTCCTGAAGC TGAAAGCTCA GAACGAGAGA 2400 

GAGAAGTTTG CTTTCTGCTC CATGAAAGGC TGTGAGAGGA TAAAGATTAA AGCTCTGATT 2460 

CCAAAGAACG CAGGCGTCAG TGACTGCACA GCCACAGCTT ACCCCAAGTT CACCGAGAGG 2S20 

GCTGTCGTAG ACGTGCCGAT GCCCAAGAAG CTCTTTGGTT CTCAGCTGAA AACAAAGGAC 2580 

CATTTCTTGG AGGTGAAGAT GGAGAGTTCC AAGCAGCACT TCTTCCACCT CTGGAACGAC 2640 

TTCGCTTACA TTGAAGTGGA TGGGAAGAAG TACCCCAGTT OGGAGGATGG CATCCAGGTG 2700 

GTGGTGATTG ACGGGAACCA AGGGCGCGTG GTGAGCCACA CGAGCTTCAG GAACTCCATT 2760 

CTGCAAGGCA TACCATGGCA GCTTTTCAAC TATGTGGCGA CCATCCCTGA CAATTCCATA 2820 

GTGCTTATGG CATCAAAGGG AAGATACGTC TCCAGAGGCC CATGGACCAG AGTGCTGGAA 2880 

AAGCTTGGGG CAGACAGGGG TCTCAAGTTG AAAGAGCAAA TGGCATTCGT TGGCTTCAAA 2940 

GGCAGCTTCC GGCCCATCTG GGTGACACTG GACACTGAGG ATCACAAAGC CAAAATCTTC 3000 

CAAGTTGTGC CCATCCCTGT GGTGAAGAAG AAGAAGTTGT GAGGACAGCT GCCGCCCGGT 3060 

GCCACCTCGT GGTAGACTAT GACGGTGACT CTTGGCAGCA GACCAGTGGG GGATGGCTGG 3120 

GTCCCCCAGC CCCTGCCAGC AGCTGCCTGG GAAGGCCGTG TTTCAGCCCT GATGGGCCAA 3180 

GGGAAGGCTA TCAGAGACCC TGGTGCTGCC ACCTGCCCCT ACTCAAGTGT CTACCTGGAG 3240 

CCCCTGGGGC GGTGCTGGCC AATGCTGGAA ACATTCACTT TCCTGCAGCC TCTTGGGTGC 3300 

TTCTCTCCTA TCTQTGCCTC TTCAGTGGGG GTTTGGGGAC CATATCAGGA GACCTGGGTT 3360 

GTGCTGACAG CAAAGATCCA CTTTGGCAGG AGCCCTGACC CAGCTAGGAG GTAGTCTGGA 3420 

GGGCTGGTCA TTCACAGATC CCCATGGTCT TCAGCAGACA AGTGAGGGTG GTAAATGTAG 3480 

GAGAAAGAGC CTTGGCCTTA AGGAAATCTT TACTCCTGTA AGCAAGAGCC AACCTCACAG 3540 

GATTAGGAGC TGGGGTAGAA CTGGCTATCC TTGGGGAAGA GGCAAGCCCT GCCTCTGGCC 36O0 

GTGTCCACCT TTCAGGAGAC TTTGAGTGGC AGGTTTGGAC TTGGACTAGA TGACTCTCAA 3660 

AGGCCCTTTT AGTTCTGAGA TTCCAGAAAT CTGCTGCATT TCACATGGTA CCTGGAACCC 3720 

AACAGTTCAT GGATATCCAC TGATATCCAT GATGCTGGGT GCCCCAGCGC ACACGGGATG 3780 

GAGAGGTGAG AACTAATGCC TAGCTTGAGG GGTCTGCAGT CCAGTAGGGC AGGCAGTCAG 3840 

GTCCATGTGC ACTGCAATGC CAGGTGGAGA AATCACAGAG AGGTAAAATG GAGGCCAGTG 3900 

CCATTTCAGA GGGGAGGCTC AGGAAGGCTT CTTGCTTACA GGAATGAAGG CTGGGGGCAT 3960 

TTTGCTGGGG GGAGATGAGG CAGCCTCTGG AATGGCTCAG GGATTCAGCC CTCCCTGCCG 4020 

CTGCCTGCTG AAGCTGGTGA CTACGGGGTC GCCCTTTGCT CACGTCTCTC TGGCCCACTC 4080 

ATGATGGAGA AGTGTGGTCA GAGGGGAGCA ATGGGCTTTG CTGCTTATGA GCACAGAGGA 4140 

ATTCAGTCCC CAGGCAGCCC TGCCTCTGAC TCCAAGAGGG TGAAGTCCAC AGAAGTGAGC 4200 

TCCTGCCTTA GGGCCTCATT TGCTCTTCAT CCAGGGAACT GAGCACAGGG GGCCTCCAGG 4260 

AGACCCTAGA TGTGCTCGTA CTCCCTCGGC CTGGGATTTC AGAGCTGGAA ATATAGAAAA 4320 

TATCTAGCCC AAAGCCTTCA TTTTAACAGA TGGGGAAAGT GAGCCCCCAA GATGGGAAAG 4380 

AACCACACAG CTAAGGGAGG GCCTGGGGAG CCCCACCCTA GCCCTTGCTG CCACACCACA 4440 

TTGCCTCAAC AACOGGCCCC AGAGTGCCCA GGCACTCCTG AGGTAGCTTC TGGAAATGGG 4500 

GACAAGTCCC CTCGAAGGAA AGGAAATGAC TAGAGTAGAA TGACAGCTAG CAGATCTCTT 4560 

CCCTCCTGCT CCCAGOGCAC ACAAACCCGC CCTCCCCTTG GTGTTGGCGG TCCCTGTGGC 4620 

CTTCACTTTG TTCACTACCT GTCAGCCCAG CCTGGGTGCA CAGTAGCTGC AACTCCCCAT 4680 

TGGTGCTACC TGGCTCTCCT GTCTCTGCAG CTCTACAGGT GAGGCCCAGC AGAGGGAGTA 4740 

GGGCTCGCCA TGTTTCTGGT GAGCCAATTT GGCTGATCTT GGGTGTCTGA ACAGCTATTG 4800 

GGTCCACCCC AGTCCCTTTC AGCTGCTGCT TAATGCCCTG CTCTCTCCCT GGCCCACCTT 4860 

ATAGAGAGCC CAAAGAGCTC CTGTAAGAGG GAGAACTCTA TCTGTGGTTT ATAATCTTGC 4920 

ACGAGGCACC AGAGTCTCCC TGGGTCTTGT GATGAACTAC ATTTATCCCC TTTCCTGCCC 4980 

CAACCACAAA CTCTTTCCTT CAAAGAGGGC CTGCCTGGCT CCCTCCACCC AACTGCACCC 5040 

ATGAGACTCG GTCCAAGAGT CCATTCCCCA GGTGGGAGCC AACTGTCAGG GAGGTCTTTC 5100 

CCACCAAACA TCTTTCAGCT GCTGGGAGGT GACCATAGGG CTCTGCTTTT AAAGATATGG 5160 

CTGCTTCAAA GGCCAGAGTC ACAGGAAGGA CTTCTTCCAG GGAGATTAGT GGTGATGGAG 5220 

AGGAGAGTTA AAATGACCTC ATGTCCTTCT TGTCCACGGT TTTGTTGAGT TTTCACTCTT 5280 

CTAATGCAAG GGTCTCACAC TGTGAACCAC TTAGGATGTG ATCACTTTCA GGTGGCCAGG 5340 

AATGTTGAAT GTCTTTGGCT CAGTTCATTT AAAAAAGATA TCTATTTGAA AGTTCTCAGA 5400 

GTTGTACATA TGTTTCACAG TACAGGATCT GTACATAAAA G TTTCTTTC C TAAACCATTC 5460 

ACCAAGAGCC AATATCTAGG CATTTTCTTG GTAGCACAAA TTTTCTTATT GCTTAGAAAA 5520 

TTGTCCTCCT TGTTATTTCT GTTTGTAAGA CTTAAGTGAG TTAGGTCTTT AAGGAAAGCA 5580 

ACGCTCCTCT GAAATGCTTG TCTTTTTTCT GTTGCCGAAA TAGCTGGTCC TTTTTOGGGA 5640 

GTTAGATGTA TAGAGTGTTT GTATGTAAAC ATTTCTTGTA GGCATCACCA TGAACAAAGA 5700 

TATATTTTCT ATTTATTTAT TATATGTGCA CTTCAAGAAG TCACTGTCAG AGAAATAAAG 5760 
AATTGTCTTA AATGTCAAAA AAAAAAAAAA AAAAAAAAAA AAAAAAAA 



Seq ID NO: 140 Protein sequence 
Protein Accession #: XPJJ51860.2 

1 11 21 31 41 51 

I I I I I I 

MDGVNLSTEV VYKKGQDYRP ACYDHGRACR SYRVRFLCGK PVRPKLTVTI DTNVNSTILN 60 

LEDNVQSWKP GDTLVIASTD YSMYQAEEFQ VLPCRSCAPN QVKVAGKPHY LHIGEEIDGV 120 

DMRAEVGLLS RNIIVMGEMB DKCYPYRNHI CNFFDFDTFG GHIKFALGFK AAHLEGTELK 180 

HMGQQLVGQY PIHFHLAGDV DERGGYDPPT YIRDLSIHHT PSRCVTVHGS NGLLIKDWG 240 

YNSLGHCFFT EDGPEERNTP DHCLGLLVKS GTLLPSDRDS KMCKMITGDS YPGYIPKPRQ 300 

DOJAVSTFWM ANPNNNLINC AAAGSEETGF WFIFHHVPTG PSVGMYSPGY SEHIPLGKPY 360 

NNRAHSNYRA GMIIDNGVKT TEASAKDKRP FLSIISARYS PHQDADPLKP REPAIIRHFI 420 

AYKNQDHGAW LRGGDVWLDS CRFADNGIGL TLASGGTFPY DDGSKQEIKN SLFVGESGNV 480 

GTEMMDNRIW GPGGLDHSGR TLPIGQNPPI RGIQLYDGPI NIQNCTFRKF VALEGRHTSA 540 

LAFRLNNAWQ SCPHNNVTGI AFEDVPITSR VFFGEPGPWF NQLDMDGDKT SVFHDVDGSV 600 
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